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Supplementary Figure S1. Permuted GreAB-C structure model. (A) Structure of the previously identified GreAB-C 
domain. (B) Alphafold model of a permuted GreAB-C domain. (C) Context of the permuted GreAB-C domain embedded in a 
sequence of divergent TPRs, forming a toroidal structure.
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Supplementary Figure S2. Double PIN structure model. (A) cartoon representation of the double 
PIN domain. β-strands are depicted in yellow, α-helices in dark pink, and the HTH domain in dark cyan. 
Catalyt-ic residues are shown in ball-and-stick representation. (B) Molecular surface representation 
demonstrating the occlusion of the active PIN site by the HTH domain. The two PIN domains are 
represented in purple, the HTH domain in green, and the position of the inactive catalytic residues of the 
inactive PIN domain is depicted in red.

!"!
#$%&'()*+, +-.$%&'()*+,

!(/&$./)&-0(1%

!"!
#$%&'()*+,+-.$%&'()*+,

!"##$%&%'()*+,-./"*%,0

A

B



0.8

Calcineurin-CE

Calcineurin-CE
HD-CE

HD-CE

PRTase-CE

PRTase-CE

PRTase-CE

STY-Kinase

ParA
Sirtuin

TIR

!"#$#%&'()*+,-./0/12&(13//

!"##$%&%'()*+,-./"*%,0

Supplementary Figure S3. Phylogenetic tree of the Orc/Cdc6-like proteins. The tree was 
constructed with IQtree2 using ultrafast bootstrap and SH-aLRT test as support values. The clades are 
labeled accord-ing to associated effector domains present in the genomic neighborhood
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Supplementary Figure S4. Sequence logos of different Calcineurin-like phosphoesterase families. Sequences from various families of calcineurin-like domains were gathered using previously characterized PDB sequences as seeds. These sequences were aligned using the Mafft local pair algorithm, and the logos representing different families were visualized using the Jalview software. Conserved motifs I-V are depicted with boxes.



Supplementary Figure 5. Activity site and conserved residues from the Calcineurin-CE domain. (A) 
Alphafold modeling of the Calcineurin-CE domain (WP_080633877.1). The residues conserved in the activi-
ty sites are shown in ball and stick representations. The synapomorphic asparagine is colored in orange. 
Sequence logos of the conserved regions are shown and the dotted lines indicate the start and end position 
of the logo in the structural model. (B and C). Activity site of the experimental crystallized ADP-ribose/C-
DP-alcohol diphosphatase domain from the PDB 2NXF without and with the Zn+2 ion respectively.
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Supplementary Figure S6. Activity site and conserved residues from the HD-CE domain. (A) 
Alphafold modeling of the HD-CE domain (CZQ95560.1). The residues conserved in the activity sites are 
shown in ball and stick representations. The synapomorphic residues are colored yellow. Sequence logos 
of the conserved regions are shown and the dotted lines indicate the start and end position of the logo in 
the structural model. (B and C). Activity site of the experimental crystallized cAMP phosphodiesterase 7 
domain from the PDB 3G3N without and with the Zn+2 and MG+2 ions respectively.
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Supplementary Figure S 7. Activity site and conserved residues from the PRTase-CE domain. 
(A) Alphafold modeling of the PRTase-CE domain (NPV02125.1). The residues conserved in the activity 
sites are shown in ball and stick representations. Sequence logos of the conserved regions are shown and 
the dotted lines indicate the start and end position of the logo in the structural model. (B and C). Activity 
site of the experimental crystallized hypoxanthine guanine PRTase domain from the PDB 5KNQ without 
and with the Mg+2 ion respectively.



Supplementary Figure S8. AlphaFold confidence score for the models produced on the present 
work . On the left the structural models are colored by the pLDDT scores. On the right are the structural 
models as colored in the figures presented in the main text. Dark blue, light blue, yellow and orange 
represent a very high, confident, low and very low prediction respectively.



#AEP-1D
pid arch nucleotideID:position assembly plen    compact organism taxend NCBI
KKT77665.1      AEP-1D LCJL01000015.1:24666-30711 GCA_000995665.1 291.0   ?->DUF3810->*AEP-1D-> Microgenomates group bacterium GW2011_GWB1_44_8 Bacteria. LCJL01000015.
MBI4215760.1    AEP-1D JACQRH010000159.1:1-5149 GCA_016206625.1 315.0   ?->?->*AEP-1D->S1-> Parcubacteria group bacterium Bacteria. JACQRH010000159.1
MAF43773.1      AEP-1D NYZL01000060.1:371-5764 GCA_002687125.1 161.0   ?->?->*AEP-1D->?-> Parcubacteria group bacterium Bacteria. NYZL01000060.1
TSC74666.1      AEP-1D VMFO01000009.1:2432-12812 GCA_007376105.1 231.0   *AEP-1D-> Parcubacteria group bacterium Gr01-1014_44 Bacteria. VMFO01000009.1
HCC67848.1      AEP-1D DOZG01000042.1:1-4863 GCA_003518125.1 221.0   *AEP-1D-> Patescibacteria group bacterium Bacteria. DOZG01000042.1
NQS89574.1      AEP-1D JABMRS010000323.1:1-5684 GCA_013202415.1 249.0   ?->?->*AEP-1D->?-> Patescibacteria group bacterium Bacteria. JABMRS010000323.1
MBU6500391.1    AEP-1D JAGXBC010000001.1:189872-200226     GCA_018971305.1 217.0   ?->*AEP-1D-> Patescibacteria group bacterium Bacteria. JAGXBC010000001.1
MBU3922954.1    AEP-1D JAHIEO010000051.1:1-4831 GCA_018901235.1 209.0   SNARE_assoc->*AEP-1D-> Patescibacteria group bacterium Bacteria. JAHIEO010000051.1
MBU2564467.1    AEP-1D JAHJST010000022.1:220-6155 GCA_018829905.1 191.0   NUDIX->?->*AEP-1D->Methyltransf_11->?-> Patescibacteria group bacterium Bacteria. JAHJST010000022.1
MBC8435115.1    AEP-1D JACNHZ010000043.1:95-5621 GCA_014383305.1 186.0   ?->TBP->*AEP-1D-> archaeon Archaea. JACNHZ010000043.1
MBI3190952.1    AEP-1D JACPVU010000097.1:49-8828 GCA_016191585.1 204.0   *AEP-1D->IG+CADHERIN->?-> archaeon Archaea. JACPVU010000097.1
KHO47491.1      AEP-1D JWKQ01000002.1:117997-130475 GCA_000806115.1 218.0   NAC->?->*AEP-1D-> archaeon GW2011_AR5 Archaea. JWKQ01000002.1
MBK7706577.1    AEP-1D JADJMK010000016.1:109578-123734     GCA_016709645.1 205.0   HD->HD_assoc->*AEP-1D->?->?-> Acidobacteria bacterium Acidobacteria JADJMK010000016.1
MBP8273206.1    AEP-1D JAGMXE010000057.1:1-6073 GCA_018007035.1 213.0   Ribonuc_red_2_N+Ribonuc_red_lgC->HD+HD_assoc->*AEP-1D-> Acidobacteria bacterium Acidobacteria JAGMXE010000057.1
WP_223097474.1  AEP-1D NZ_CP061913.1:10091754-10102753     GCF_019904175.1 202.0   GNTR-HTH->Mrr_cat->*AEP-1D-> Dactylosporangium vinaceum Actinomycetes NZ_CP061913.1
WP_091476144.1  AEP-1D NZ_FNGQ01000001.1:339436-348765     GCF_900103075.1 248.0   UPF0102->ChlI+Mg_chelatase->*AEP-1D->STALD-> Microbacterium azadirachtae Actinomycetes NZ_FNGQ01000001.1
WP_163745910.1  AEP-1D NZ_AP022596.1:286959-305190 GCF_010731895.1 253.0   SLOG->PRTase->*AEP-1D-> Mycolicibacterium helvum Actinomycetes NZ_AP022596.1
WP_174188456.1  AEP-1D NZ_JABLTE010000084.1:4628-17040     GCF_013315795.1 192.0   DNA_processg_A->PRTase->*AEP-1D-> Nocardia barduliensis Actinomycetes NZ_JABLTE010000084.1
SDS09333.1      AEP-1D LT629776.1:851957-864175 GCA_900105445.1 242.0   DNA_processg_A->PRTase->*AEP-1D-> Paraoerskovia marina Actinomycetes LT629776.1
MCB1558299.1    AEP-1D JAGRKB010000037.1:20964-34210 GCA_020442425.1 214.0   PK+PK_C->*AEP-1D-> Alphaproteobacteria bacterium Alphaproteobacteria JAGRKB010000037.1
WP_049974646.1  AEP-1D+HD NZ_BACU01000664.1:33807-41423 GCF_000333275.1 386.0   IspD+YgbB->CinA->*AEP-1D+HD->NTP_transf_5-> Azospirillum sp. B4 Alphaproteobacteria NZ_BACU01000664.1
THD70963.1      AEP-1D SSMW01000037.1:17218-24810 GCA_004799405.1 218.0   *AEP-1D->METHYLASE->drhyd+nSTAND1-> Bradyrhizobium sp. Alphaproteobacteria SSMW01000037.1
PHR18965.1      AEP-1D NVXQ01000024.1:14529-23947 GCA_002733955.1 211.0   BPD_transp_1->YaeQ->*AEP-1D->?->HD-> Hoeflea sp. Alphaproteobacteria NVXQ01000024.1
MBE9490732.1    AEP-1D JADFUM010000387.1:161-2752 GCA_015221975.1 226.0   Patatin+iHKD->*AEP-1D-> Bacteroidetes bacterium Bacteroidetes JADFUM010000387.1
MBU1098553.1    AEP-1D JAHITB010000033.1:60-6553 GCA_018817885.1 227.0   DEAM->?->*AEP-1D->Por_Secre_tail->Beta-lactamase-> Bacteroidetes bacterium Bacteroidetes JAHITB010000033.1
MBU2652447.1    AEP-1D JAHJRE010000249.1:1-2276 GCA_018831055.1 208.0   *AEP-1D-> Bacteroidetes bacterium Bacteroidetes JAHJRE010000249.1
MBO6254126.1    AEP-1D JAGBLT010000618.1:1-2879 GCA_017635295.1 184.0   FdtA->FdtA->*AEP-1D->Patatin-> Bacteroidaceae bacterium Bacteroidia JAGBLT010000618.1
QRX64178.1      AEP-1D CP070276.1:591170-605835 GCA_016916535.1 228.0   N6_Mtase->?->*AEP-1D->DDE_5->HD+HD_assoc-> Dysgonomonadaceae bacterium zrk40 Bacteroidia CP070276.1
MBS6224492.1    AEP-1D JAHAES010000026.1:26970-41383 GCA_018374715.1 224.0   Synaptojanin->Patatin+iHKD->*AEP-1D->Epimerase->UDPG_MGDP_dh_N+UDPG_MGDP_dh+UDPG_MGDP_dh_C->    Parabacteroides johnsonii Bacteroidia JAHAES010000026.1
WP_131359953.1  AEP-1D NZ_CP029539.1:3657946-3671597 GCF_004328945.1 212.0   Ribonuc_red_sm->HD+HD_assoc->*AEP-1D-> Aquitalea sp. USM4 Betaproteobacteria NZ_CP029539.1
PKO54862.1      AEP-1D PHCM01000005.1:10276-14948 GCA_002842255.1 132.0   ?->HD+HD_assoc->*AEP-1D->?-> Betaproteobacteria bacterium HGW-Betaproteobacteria-2 Betaproteobacteria PHCM01000005.1
WP_124638827.1  AEP-1D NZ_QTRU01000019.1:11748-22686 GCF_003854575.1 187.0   HD+HD_assoc->*AEP-1D->?-> Burkholderia cenocepacia Betaproteobacteria NZ_QTRU01000019.1
WP_223997578.1  AEP-1D NZ_CAJZAM010000353.1:45138-55108    GCF_914484755.1 318.0   *AEP-1D-> Burkholderia gladioli Betaproteobacteria NZ_CAJZAM010000353.1
WP_150082406.1  AEP-1D NZ_VWRN01000017.1:103842-115015     GCF_008632125.1 187.0   HD+HD_assoc->*AEP-1D->Glyoxalase-> Cupriavidus cauae Betaproteobacteria NZ_VWRN01000017.1
WP_222156623.1  AEP-1D NZ_JAIMCF010000007.1:426-10987      GCF_019795205.1 187.0   ?->HD+HD_assoc->*AEP-1D-> Cupriavidus pauculus Betaproteobacteria NZ_JAIMCF010000007.1
ROR00724.1      AEP-1D RJUY01000003.1:229855-242578 GCA_003752215.1 272.0   ?->HD+HD_assoc->*AEP-1D-> Delftia acidovorans Betaproteobacteria RJUY01000003.1
WP_202930727.1  AEP-1D NZ_AP022345.1:319829-329070 GCF_009938305.1 188.0   ASCH->HD+HD_assoc->*AEP-1D-> Fluviibacter phosphoraccumulans Betaproteobacteria NZ_AP022345.1
WP_157050744.1  AEP-1D NZ_LFLU01000033.1:1-10978 GCF_001189965.1 183.0   HD->*AEP-1D->?-> Herbaspirillum rhizosphaerae Betaproteobacteria NZ_LFLU01000033.1
WP_146106603.1  AEP-1D NZ_MQVZ01000001.1:1031314-1042624   GCF_002954425.1 200.0   Formyl_trans_N+Formyl_trans_C->HD+HD_assoc->*AEP-1D->HicA_toxin->HicB-> Limnobacter sp. SAORIC-690 Betaproteobacteria NZ_MQVZ01000001.1
WP_163961130.1  AEP-1D NZ_JAAIVB010000013.1:93823-107992   GCF_010974945.1 101.0   REase+SWI2_SNF2+DUF3387->HD->*AEP-1D-> Noviherbaspirillum galbum Betaproteobacteria NZ_JAAIVB010000013.1
NRR31882.1      AEP-1D JABTBR010000028.1:12-7431 GCA_013284265.1 232.0   Patatin+iHKD+ParB->*AEP-1D-> Oxalobacteraceae bacterium Betaproteobacteria JABTBR010000028.1
WP_126879026.1  AEP-1D NZ_CADFGG010000002.1:359928-369987  GCF_902833705.1 253.0   adh_short->Patatin+iHKD->*AEP-1D-> Paraburkholderia kururiensis JCM 10599 = LMG 19447 Betaproteobacteria NZ_CADFGG010000002.1
MBX9849848.1    AEP-1D JAIERX010000574.1:1-6806 GCA_019746535.1 189.0   bPH_2->HD+HD_assoc->*AEP-1D-> Rhodocyclaceae bacterium Betaproteobacteria JAIERX010000574.1
MBI4995967.1    AEP-1D JACROZ010000060.1:5892-19840 GCA_016214165.1 305.0   HD+HD_assoc->*AEP-1D-> Rhodocyclales bacterium Betaproteobacteria JACROZ010000060.1
WP_186885059.1  AEP-1D NZ_JACOGB010000006.1:92474-105697   GCF_014284215.1 189.0   HD->HD_assoc->*AEP-1D-> Undibacterium sp. FT79W Betaproteobacteria NZ_JACOGB010000006.1
MBL7206627.1    AEP-1D JADHWJ010000008.1:20651-37571 GCA_016783545.1 373.0   ?->MCM_N+MCM_OB+MCM+Intein_splicing+Intein_splicing+MCM-AAA->*AEP-1D-> Candidatus Aenigmarchaeota archaeon Candidatus Aenigmarchaeota      JADHWJ010000008.1
NIO22638.1      AEP-1D WVZW01000009.1:9676-18142 GCA_011772255.1 228.0   *AEP-1D-> Candidatus Aenigmarchaeota archaeon Candidatus Aenigmarchaeota      WVZW01000009.1
KKT67533.1      AEP-1D LCIZ01000007.1:2505-7500 GCA_000999815.1 278.0   MMR_HSR1+YchF-GTPase_C->*AEP-1D->?-> Candidatus Curtissbacteria bacterium GW2011_GWC1_44_33 Candidatus Curtissbacteria      LCIZ01000007.1
MBI2334898.1    AEP-1D JACPEZ010000037.1:1-7977 GCA_016183225.1 207.0   HHH_8+PHP->*AEP-1D->PSE->?->Peptidase_M48-> Candidatus Daviesbacteria bacterium Candidatus Daviesbacteria JACPEZ010000037.1
MBI2595624.1    AEP-1D JACPKP010000004.1:61384-70543 GCA_016186955.1 198.0   *AEP-1D->tRNA->?->Peptidase_M41-> Candidatus Daviesbacteria bacterium Candidatus Daviesbacteria JACPKP010000004.1
MBI4036339.1    AEP-1D JACQIZ010000003.1:15356-23260 GCA_016198205.1 203.0   *AEP-1D-> Candidatus Daviesbacteria bacterium Candidatus Daviesbacteria JACQIZ010000003.1
MBI4038120.1    AEP-1D JACQJA010000003.1:59256-70853 GCA_016198215.1 240.0   ?->ABhydrolase->*AEP-1D->Acetyltransf_1->Copper-bind-> Candidatus Daviesbacteria bacterium Candidatus Daviesbacteria JACQJA010000003.1
OGE71249.1      AEP-1D MFEC01000014.1:1-4982 GCA_001777495.1 202.0   PSE->?->Ribosomal_L28->*AEP-1D->TGT-> Candidatus Daviesbacteria bacterium RIFOXYD1_FULL_41_10 Candidatus Daviesbacteria MFEC01000014.1
KUK75916.1      AEP-1D LGGO01000241.1:1-2101 GCA_001509035.1 217.0   RmuC->*AEP-1D-> candidate division WS6 bacterium 34_10 Candidatus Dojkabacteria LGGO01000241.1
KKQ12125.1      AEP-1D LBSF01000004.1:1-4889 GCA_000991805.1 155.0   *AEP-1D-> candidate division WS6 bacterium GW2011_GWC2_36_7 Candidatus Dojkabacteria LBSF01000004.1
KKR05590.1      AEP-1D LBWK01000002.1:85845-93840 GCA_000993565.1 307.0   ?->?->*AEP-1D-> candidate division WS6 bacterium GW2011_GWF2_39_15 Candidatus Dojkabacteria LBWK01000002.1
MBV9439137.1    AEP-1D JAFATM010000159.1:1-5244 GCA_019243935.1 201.0   SBP_bac_5->Methyltransf_11->*AEP-1D->?->?-> Candidatus Eremiobacteraeota bacterium Candidatus Eremiobacterota      JAFATM010000159.1
KKU77098.1      AEP-1D LCOK01000007.1:26514-37090 GCA_000999225.1 205.0   GIY-YIG->HTH->*AEP-1D->GTP1_OBG+MMR_HSR1->?-> Candidatus Giovannonibacteria bacterium GW2011_GWB1_47_6b Candidatus Giovannonibacteria   LCOK01000007.1
OGF82133.1      AEP-1D MFIA01000026.1:3434-10633 GCA_001778735.1 199.0   AAA_18->*AEP-1D-> Candidatus Giovannonibacteria bacterium RIFCSPLOWO2_01_FULL_44_16   Candidatus Giovannonibacteria   MFIA01000026.1
MBI4091916.1    AEP-1D JACQKO010000043.1:1-3411 GCA_016204525.1 214.0   *AEP-1D-> Candidatus Levybacteria bacterium Candidatus Levybacteria JACQKO010000043.1
MBI2035494.1    AEP-1D JACOXY010000011.1:103724-114424     GCA_016182095.1 208.0   ParB-CE->*AEP-1D->DEAM->FtsK_4TM+FtsK_alpha+FTSK+Ftsk_gamma-> Candidatus Liptonbacteria bacterium Candidatus Liptonbacteria JACOXY010000011.1
MBI2405759.1    AEP-1D JACPFY010000010.1:34029-43758 GCA_016182755.1 218.0   Ribosomal_L28->*AEP-1D->*AEP-1D-> Candidatus Microgenomates bacterium Candidatus Microgenomates JACPFY010000010.1
MBI2405760.1    AEP-1D JACPFY010000010.1:34029-43758 GCA_016182755.1 234.0   Ribosomal_L28->*AEP-1D->*AEP-1D-> Candidatus Microgenomates bacterium Candidatus Microgenomates JACPFY010000010.1
PIV43549.1      AEP-1D PEUA01000009.1:413-3749 GCA_002781285.1 209.0   *AEP-1D->?->N6_N4_Mtase-> Candidatus Nealsonbacteria bacterium CG02_land_8_20_14_3_00_40_11   Candidatus Nealsonbacteria      PEUA01000009.1
OGZ18626.1      AEP-1D MHLY01000009.1:19906-28277 GCA_001821455.1 202.0   ?->?->*AEP-1D->DSBH->Tubulin+FtsZ_C-> Candidatus Nealsonbacteria bacterium RBG_13_42_11 Candidatus Nealsonbacteria      MHLY01000009.1
OGZ24112.1      AEP-1D MHMH01000019.1:216-7810 GCA_001819335.1 266.0   *AEP-1D->LemA->Peptidase_M48-> Candidatus Nealsonbacteria bacterium RIFCSPLOWO2_01_FULL_43_32      Candidatus Nealsonbacteria      MHMH01000019.1
MBI2631592.1    AEP-1D JACPLS010000016.1:6276-17683 GCA_016186375.1 415.0   ?->*AEP-1D->?->GATase_7+Asn_synthase-> Candidatus Pacearchaeota archaeon Candidatus Pacearchaeota JACPLS010000016.1
MBS3093909.1    AEP-1D JAGVXM010000042.1:21593-27012 GCA_018303785.1 316.0   ?->SF2-DUF3427A->*AEP-1D->ERCC4+HHH_2-> Candidatus Pacearchaeota archaeon Candidatus Pacearchaeota JAGVXM010000042.1
MBX4212446.1    AEP-1D JAIFVW010000019.1:12497-20152 GCA_019662115.1 193.0   *AEP-1D-> Candidatus Pacearchaeota archaeon Candidatus Pacearchaeota JAIFVW010000019.1
MAG07509.1      AEP-1D NZBR01000008.1:20401-29289 GCA_002687975.1 387.0   ?->*AEP-1D-> Candidatus Pacearchaeota archaeon Candidatus Pacearchaeota NZBR01000008.1
MBM3233081.1    AEP-1D VGKP01000008.1:22834-32146 GCA_016866975.1 395.0   *AEP-1D-> Candidatus Pacearchaeota archaeon Candidatus Pacearchaeota VGKP01000008.1
MBD3252497.1    AEP-1D WJLK01000046.1:346-10584 GCA_014728565.1 384.0   *AEP-1D-> Candidatus Pacearchaeota archaeon Candidatus Pacearchaeota WJLK01000046.1
OGZ33599.1      AEP-1D MHMW01000028.1:86027-95517 GCA_001819495.1 204.0   *AEP-1D->RuvA_N+HHH_5->FemAB-> Candidatus Portnoybacteria bacterium RBG_19FT_COMBO_36_7 Candidatus Portnoybacteria      MHMW01000028.1
MBI4872743.1    AEP-1D JACQZL010000396.1:1-9185 GCA_016213865.1 220.0   ?->?->*AEP-1D->Glyco_transf_5+Glycos_transf_1->?-> Candidatus Riflebacteria bacterium Candidatus Riflebacteria JACQZL010000396.1
PIV11111.1      AEP-1D PEUY01000028.1:1-8982 GCA_002781225.1 267.0   HTH+NUDIX->*AEP-1D->GTP1_OBG+MMR_HSR1-> Candidatus Roizmanbacteria bacterium CG03_land_8_20_14_0_80_35_26   Candidatus Roizmanbacteria      PEUY01000028.1
OGK18432.1      AEP-1D MFZH01000032.1:138-12818 GCA_001787945.1 218.0   Wzy_C+TPR->*AEP-1D->?-> Candidatus Roizmanbacteria bacterium RIFCSPHIGHO2_01_FULL_39_24     Candidatus Roizmanbacteria      MFZH01000032.1
OGK64380.1      AEP-1D MGBG01000022.1:13348-22858 GCA_001790075.1 227.0   tRNA->*AEP-1D->tRNA-> Candidatus Roizmanbacteria bacterium RIFOXYA1_FULL_41_12 Candidatus Roizmanbacteria      MGBG01000022.1
MBP9817406.1    AEP-1D JAGORQ010000003.1:25239-32815 GCA_018062705.1 195.0   *AEP-1D->2-Hacid_dh->BrnT_toxin-> Candidatus Shapirobacteria bacterium Candidatus Shapirobacteria      JAGORQ010000003.1
MBI4276805.1    AEP-1D JACQSI010000133.1:68-2918 GCA_016206055.1 194.0   tRNA->DUF2070->*AEP-1D->AhpC-TSA->Beta_propel-> Candidatus Uhrbacteria bacterium Candidatus Uhrbacteria JACQSI010000133.1
NQU98045.1      AEP-1D JABMPT010000003.1:1509-11983 GCA_013202845.1 250.0   ABC_tran+ABC_tran->*AEP-1D-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JABMPT010000003.1
MBI2106677.1    AEP-1D JACOZR010000011.1:4033-14651 GCA_016181245.1 370.0   *AEP-1D->Glycos_transf_2->Fer4_15+PterinBD-DUF4346-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JACOZR010000011.1
MBS3115950.1    AEP-1D JAGVYB010000044.1:7840-17737 GCA_018303465.1 211.0   *AEP-1D-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JAGVYB010000044.1
MBS3148790.1    AEP-1D JAGVZE010000016.1:73205-80449 GCA_018302815.1 228.0   MazE_antitoxin->PIN->*AEP-1D->Peptidase_M24+METPEPTIDASE-HTH-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JAGVZE010000016.1
MBS3153537.1    AEP-1D JAGVZJ010000036.1:2747-7211 GCA_018302725.1 203.0   Rad51->NUDIX->*AEP-1D-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JAGVZJ010000036.1
MBS3167746.1    AEP-1D JAGVZM010000001.1:200917-208896     GCA_018302545.1 246.0   *AEP-1D-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JAGVZM010000001.1
MBS3156494.1    AEP-1D JAGVZQ010000026.1:13384-18581 GCA_018302465.1 125.0   NUDIX->?->*AEP-1D-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JAGVZQ010000026.1
MBW2973441.1    AEP-1D JAHWHZ010000001.1:590153-597264     GCA_019322895.1 243.0   Metallophos->?->*AEP-1D-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JAHWHZ010000001.1
MBW3001315.1    AEP-1D JAHWID010000055.1:2449-6751 GCA_019322785.1 265.0   *AEP-1D->?-> Candidatus Woesearchaeota archaeon Candidatus Woesearchaeota JAHWID010000055.1
QQS39471.1      AEP-1D CP065002.1:514443-524563 GCA_016700095.1 204.0   *AEP-1D-> Candidatus Woesebacteria bacterium Candidatus Woesebacteria CP065002.1
KKU04022.1      AEP-1D LCKQ01000005.1:48-10463 GCA_001001545.1 229.0   ?->*AEP-1D-> Candidatus Woesebacteria bacterium GW2011_GWE1_45_18 Candidatus Woesebacteria LCKQ01000005.1
OGM21847.1      NUDIX+AEP-1D    MGGE01000003.1:1-9987 GCA_001792255.1 502.0   PSE->*NUDIX+AEP-1D-> Candidatus Woesebacteria bacterium RIFCSPHIGHO2_01_FULL_38_9 Candidatus Woesebacteria MGGE01000003.1
MBI2063707.1    AEP-1D JACOZZ010000029.1:2604-10921 GCA_016181055.1 235.0   DNA_pol3_delta2->LPG_synthase_TM->*AEP-1D-> Candidatus Yanofskybacteria bacterium Candidatus Yanofskybacteria     JACOZZ010000029.1
OGN02720.1      AEP-1D MGJG01000020.1:101384-109769 GCA_001794145.1 186.0   GDP_Man_Dehyd->Tox-HNH->tRNA->*AEP-1D->Peptidase_M23-> Candidatus Yanofskybacteria bacterium RIFCSPHIGHO2_01_FULL_43_42    Candidatus Yanofskybacteria     MGJG01000020.1
OGN08658.1      AEP-1D MGJP01000057.1:1-7584 GCA_001794335.1 226.0   assembly_gap->*AEP-1D-> Candidatus Yanofskybacteria bacterium RIFCSPHIGHO2_02_FULL_41_11    Candidatus Yanofskybacteria     MGJP01000057.1
RYY89585.1      AEP-1D SEAJ01000053.1:501-14898 GCA_004173495.1 228.0   ?->Patatin+iHKD->*AEP-1D-> Chitinophagaceae bacterium Chitinophagia SEAJ01000053.1
TMC12273.1      AEP-1D+HD VBJR01000039.1:1-14094 GCA_005880175.1 352.0   p450->MobB->*AEP-1D+HD-> Chloroflexi bacterium Chloroflexi VBJR01000039.1
MBI5031711.1    HEPN+AEP-1D     JACRMI010000076.1:89166-105097      GCA_016215025.1 312.0   MFS_1->FGGY_N+FGGY_C->*HEPN+AEP-1D->Pyridoxal_deC-> Chloroflexi bacterium Chloroflexi JACRMI010000076.1
WP_042445882.1  AEP-1D NZ_CP029305.1:13714-25811 GCF_006384225.1 262.0   DNA_processg_A->?->*AEP-1D-> Rhodococcus qingshengii Corynebacteriales NZ_CP029305.1
WP_234305344.1  AEP-1D NZ_ATTJ01000001.1:1431981-1446417   GCF_000419625.1 207.0   REase+DUF2075->HD+HD_assoc->*AEP-1D-> Deinococcus ficus Deinococci NZ_ATTJ01000001.1
WP_157758403.1  AEP-1D NZ_CP022098.1:3008272-3019951 GCF_002305875.1 200.0   ?->HD+HD_assoc->*AEP-1D-> Cystobacter fuscus Deltaproteobacteria NZ_CP022098.1
MCB2215111.1    AEP-1D JAHLKW010000002.1:252651-263419     GCA_020444465.1 230.0   NERD->Patatin+iHKD->*AEP-1D-> Desulfobulbaceae bacterium Deltaproteobacteria JAHLKW010000002.1
WP_139264684.1  AEP-1D NZ_FQZU01000011.1:301-7044 GCF_900142135.1 188.0   DEAM->HD+HD_assoc->*AEP-1D-> Desulfatibacillum alkenivorans DSM 16219 Desulfobacteria NZ_FQZU01000011.1
WP_054691091.1  AEP-1D NZ_BBCC01000018.1:24781-36566 GCF_001311845.1 223.0   ?->?->*AEP-1D->HD-> Desulfosarcina cetonica JCM 12296 Desulfobacteria NZ_BBCC01000018.1
MBI4678789.1    AEP-1D JACQWX010000095.1:40157-54537 GCA_016209035.1 145.0   *AEP-1D->PSE->N6_N4_Mtase->Peptidase_S58-> Elusimicrobia bacterium Elusimicrobia JACQWX010000095.1
QQR84817.1      AEP-1D CP064979.1:2255774-2266097 GCA_016699575.1 324.0   DOC->*AEP-1D-> Flavobacteriales bacterium Flavobacteriia CP064979.1
WP_223054303.1  AEP-1D NZ_JAHDIU010000009.1:134013-144932  GCF_019891545.1 225.0   Trehalase->Patatin+iHKD->*AEP-1D->HxxxH+tRNA-synt_2b+HGTP_anticodon->PSE->Ribosomal_L35p->      Flavobacterium coralii Flavobacteriia NZ_JAHDIU010000009.1
WP_089884051.1  AEP-1D NZ_FNGV01000001.1:15277-29476 GCF_900103215.1 211.0   ?->TIR-like+iHKD->*AEP-1D->Pectate_lyase_3->ABhydrolase-> Kriegella aquimaris Flavobacteriia NZ_FNGV01000001.1
WP_032050849.1  AEP-1D NZ_JEWH01000008.1:32962-49070 GCF_000580875.1 190.0   S-methyl_trans+Pterin_bind+B12-binding_2+B12-binding+Met_synt_B12->HD+HD_assoc->*AEP-1D-> Acinetobacter baumannii 1295743 Gammaproteobacteria NZ_JEWH01000008.1
WP_005185715.1  AEP-1D NZ_KB850049.1:473337-484475 GCF_000369485.1 190.0   Arm-DNA-bind_3+Phage_int_SAM_3+Phage_integrase->HD+HD_assoc->*AEP-1D->?->PfkB+Nuc_deoxyrib_tr-> Acinetobacter dispersus Gammaproteobacteria NZ_KB850049.1
WP_111894923.1  AEP-1D NZ_POVU01000007.1:18880-29796 GCF_003261585.1 192.0   Arm-DNA-bind_3+Phage_int_SAM_3+Phage_integrase->HD+HD_assoc->*AEP-1D->?->PfkB+Nuc_deoxyrib_tr-> Acinetobacter sp. MB5 Gammaproteobacteria NZ_POVU01000007.1
WP_174507148.1  AEP-1D NZ_LR782267.1:3431658-3444749 GCF_902825285.1 191.0   LysR_substrate->HD+HD_assoc->*AEP-1D-> Acinetobacter sp. Marseille-Q1620 Gammaproteobacteria NZ_LR782267.1
WP_180012766.1  AEP-1D NZ_VPED01000002.1:98634-113448      GCF_013417335.1 190.0   ?->HD+HD_assoc->*AEP-1D->AdoHcyase->MTHFR-> Acinetobacter sp. YH16031 Gammaproteobacteria NZ_VPED01000002.1
WP_146163542.1  AEP-1D NZ_CP080630.1:251382-269831 GCF_021586915.1 207.0   AAA_19+SH3_13+UvrD_C_2->HD+HD_assoc->*AEP-1D->PAS_3+GGDEF-> Aeromonas veronii Gammaproteobacteria NZ_CP080630.1
WP_198677949.1  AEP-1D NZ_PIPP01000005.1:30887-44883 GCF_003987345.1 228.0   PSE->PSE->HD->*AEP-1D->DUF6367->?-> Aliidiomarina shirensis Gammaproteobacteria NZ_PIPP01000005.1
WP_206441650.1  AEP-1D NZ_RQXW01000021.1:4952-17216 GCF_003957515.1 187.0   APH->HD+HD_assoc->*AEP-1D->DctP->DctQ-> Amphritea opalescens Gammaproteobacteria NZ_RQXW01000021.1
WP_052050201.1  AEP-1D NZ_CP009458.1:2516735-2528883 GCF_000758305.1 201.0   PBPII->HD+HD_assoc->*AEP-1D-> Cedecea neteri Gammaproteobacteria NZ_CP009458.1
WP_158755426.1  AEP-1D NZ_LMUE01000009.1:334957-346492     GCF_009766065.1 197.0   Urocanase_N+Urocanase+Urocanase_C->HD+HD_assoc->*AEP-1D-> Dyella sp. S184 Gammaproteobacteria NZ_LMUE01000009.1
WP_101506791.1  AEP-1D NZ_JRZZ01000069.1:377-8461 GCF_002865965.1 224.0   HD+HD_assoc->*AEP-1D-> Erwinia sp. B116 Gammaproteobacteria NZ_JRZZ01000069.1
MBT3404239.1    AEP-1D JABGRY010000083.1:58-7518 GCA_018648065.1 143.0   AlbA_2+HATPase_c_4->PSE->HD+HD_assoc->*AEP-1D-> Gammaproteobacteria bacterium Gammaproteobacteria JABGRY010000083.1
MXZ81620.1      AEP-1D VXUB01000208.1:255-6679 GCA_009837165.1 242.0   DDE_3->Patatin+iHKD->*AEP-1D->PSE-> Gammaproteobacteria bacterium Gammaproteobacteria VXUB01000208.1
OZG74746.1      AEP-1D MRYI01000002.1:201-11415 GCA_002260525.1 180.0   HD+HD_assoc->*AEP-1D-> Hahella sp. CCB-MM4 Gammaproteobacteria MRYI01000002.1
WP_219791271.1  AEP-1D NZ_JAHYCA010000002.1:645993-657142  GCF_019430905.1 188.0   Phage_integrase->HD+HD_assoc->*AEP-1D->Phage_integrase->?-> Halomonas antri Gammaproteobacteria NZ_JAHYCA010000002.1
MBK0698528.1    AEP-1D JAAFFE010000005.1:28300-42194 GCA_016644025.1 138.0   DUF3950->HD+HD_assoc->*AEP-1D-> Klebsiella aerogenes Gammaproteobacteria JAAFFE010000005.1
WP_181251355.1  AEP-1D NZ_CP058212.1:80923-92813 GCF_013636415.1 223.0   DUF3950->HD->*AEP-1D-> Klebsiella michiganensis Gammaproteobacteria NZ_CP058212.1
WP_020564955.1  AEP-1D NZ_KB889965.1:3950915-3958239 GCF_000372865.1 188.0   HD_2->HD+HD_assoc->*AEP-1D->?-> Methylosarcina fibrata AML-C10 Gammaproteobacteria NZ_KB889965.1
MBP6484905.1    AEP-1D JAGNRP010000036.1:1-5976 GCA_017988635.1 137.0   HAD->HD+HD_assoc->*AEP-1D->PSE-> Moraxella sp. Gammaproteobacteria JAGNRP010000036.1
NRA21148.1      AEP-1D JABSRA010000041.1:512-12156 GCA_013215445.1 195.0   DUF1768->HD+HD_assoc->*AEP-1D->?->?-> Oceanospirillaceae bacterium Gammaproteobacteria JABSRA010000041.1
WP_152391222.1  AEP-1D NZ_CP045216.1:3077665-3090268 GCF_009362975.1 195.0   HD+HD_assoc->*AEP-1D-> Pantoea dispersa Gammaproteobacteria NZ_CP045216.1
OYN51095.1      AEP-1D NCQM01000102.1:17-7284 GCA_002250215.1 209.0   PSE->*AEP-1D-> Pectobacterium carotovorum Gammaproteobacteria NCQM01000102.1
TCW48847.1      AEP-1D SMDE01000004.1:215443-226133 GCA_004346725.1 223.0   ?->Patatin+iHKD->*AEP-1D-> Phytobacter diazotrophicus Gammaproteobacteria SMDE01000004.1
ENN97486.1      AEP-1D APME01000065.1:59998-73184 GCA_000363985.1 223.0   AAA->HD+HD_assoc->*AEP-1D-> Pseudoalteromonas agarivorans S816 Gammaproteobacteria APME01000065.1
WP_150617440.1  AEP-1D NZ_CABVIP010000007.1:54376-68972    GCF_902498005.1 224.0   ?->Patatin+iHKD+ParBC->*AEP-1D-> Pseudomonas fluorescens Gammaproteobacteria NZ_CABVIP010000007.1
MBU3054568.1    AEP-1D JAHKQV010000001.1:154-6959 GCA_018860195.1 136.0   Ribonuc_red_sm->HD+HD_assoc->*AEP-1D->Bro-N->?-> Pseudomonas indica Gammaproteobacteria JAHKQV010000001.1
WP_210672763.1  AEP-1D NZ_JABVYL010000317.1:1-2426 GCF_017960285.1 197.0   HD+HD_assoc->*AEP-1D-> Pseudomonas protegens Gammaproteobacteria NZ_JABVYL010000317.1
WP_210672763.1  AEP-1D NZ_JABVYL010000375.1:1-2213 GCF_017960285.1 197.0   HD+HD_assoc->*AEP-1D-> Pseudomonas protegens Gammaproteobacteria NZ_JABVYL010000375.1
WP_169868569.1  AEP-1D NZ_JAAQXF010000013.1:8620-19156     GCF_012985905.1 186.0   ?->HD+HD_assoc->*AEP-1D-> Pseudomonas rhodesiae Gammaproteobacteria NZ_JAAQXF010000013.1
WP_072010110.1  AEP-1D NZ_CP038662.1:2082939-2091751 GCF_004768745.1 188.0   ?->HD+HD_assoc->*AEP-1D-> Serratia nematodiphila Gammaproteobacteria NZ_CP038662.1
WP_141398626.1  AEP-1D NZ_OCMX01000001.1:3681003-3693944   GCF_900215445.1 201.0   HD+HD_assoc->*AEP-1D-> Serratia sp. JKS296 Gammaproteobacteria NZ_OCMX01000001.1
WP_162932148.1  AEP-1D NZ_CP031704.1:517916-526765 GCF_003428335.1 194.0   ?->tRNA->HD+HD_assoc->*AEP-1D->SLATT-> Solimonas sp. K1W22B-7 Gammaproteobacteria NZ_CP031704.1
WP_144435808.1  AEP-1D NZ_CVIV01000048.1:56012-67683 GCF_001499755.1 192.0   GATase_6+SIS+SIS->HD+HD_assoc->*AEP-1D-> Stenotrophomonas indicatrix Gammaproteobacteria NZ_CVIV01000048.1
WP_139726653.1  AEP-1D GCF_021554255.1 199.0   Transketolase_N+PDH_E1_M->PSE->*AEP-1D-> Stenotrophomonas maltophilia Gammaproteobacteria
MBY8023456.1    AEP-1D JAHUEB010000001.1:19893-32366 GCA_019853575.1 222.0   Arm-DNA-bind_3+Phage_integrase->Patatin+iHKD->*AEP-1D-> Vibrio fluvialis Gammaproteobacteria JAHUEB010000001.1
WP_020196676.1  AEP-1D NZ_BAOH01000067.1:19077-32253 GCF_000400385.1 228.0   HTH->HD->*AEP-1D-> Vibrio owensii CAIM 1854 = LMG 25443 Gammaproteobacteria NZ_BAOH01000067.1
WP_139046031.1  AEP-1D NZ_JNUL02000003.1:340744-353841     GCF_000707085.2 224.0   Couple_hipA+HipA_C->Patatin+iHKD->*AEP-1D->?-> Vibrio parahaemolyticus Gammaproteobacteria NZ_JNUL02000003.1
WP_167707690.1  AEP-1D NZ_JAATIV010000002.1:858474-875031  GCF_011927495.1 198.0   Transketolase_N+PDH_E1_M->HD+HD_assoc->*AEP-1D->ACET+PIN+ACET+EVE->ASCH-> Xanthomonas arboricola Gammaproteobacteria NZ_JAATIV010000002.1
NMB83389.1      ? JAAZMY010000817.1:1-2281 GCA_012798595.1 240.0   AlbA_2->*?->?-> Ignavibacteria bacterium Ignavibacteria JAAZMY010000817.1
OGU68693.1      AEP-1D MHAA01000034.1:1-17254 GCA_001802805.1 223.0   PDDEXK_3->Lyase_aromatic->PSE->assembly_gap->*AEP-1D->Lyase_aromatic->H_lectin-> Ignavibacteria bacterium GWC2_38_9 Ignavibacteria MHAA01000034.1
KQO48251.1      AEP-1D LMMF01000001.1:2797758-2816175      GCA_001422145.1 299.0   ?->?->*AEP-1D->Sirtuin+LDcluster2->XIS-HTH-> Frigoribacterium sp. Leaf254 Micrococcales LMMF01000001.1
WP_229934407.1  AEP-1D NZ_JAJJIB010000003.1:216758-232175  GCF_020905435.1 199.0   UvrD-helicase+UvrD_C+PDDEXK_1->AAA_19+SH3_13+UvrD_C_2->*AEP-1D->Sirtuin+STALD-> Microbacterium sp. F2E Micrococcales NZ_JAJJIB010000003.1
MBW8173995.1    AEP-1D JAHZSU010000005.1:15561-29777 GCA_019457945.1 260.0   AbiEii->DUF2726->*AEP-1D-> Ornithinimicrobium laminariae Micrococcales JAHZSU010000005.1
WP_104348833.1  AEP-1D NZ_PSTL01000006.1:111259-131137     GCF_002930845.1 248.0   *AEP-1D->Sirtuin->STALD-> Rathayibacter sp. AY1A7 Micrococcales NZ_PSTL01000006.1
WP_130491400.1  AEP-1D NZ_SGXD01000001.1:609476-623069     GCF_004216915.1 247.0   Glucodextran_N+Glyco_hydro_15+Glucodextran_C->Sirtuin->*AEP-1D-> Motilibacter rhizosphaerae Motilibacterales NZ_SGXD01000001.1
MCB0370068.1    AEP-1D JAGQZZ010000653.1:1-1546 GCA_020434865.1 219.0   DDE_Tnp_ISAZ013->ParB-CE->*AEP-1D-> Bdellovibrionales bacterium Oligoflexia JAGQZZ010000653.1
MBN2316506.1    AEP-1D JAFGTG010000513.1:347-10924 GCA_016934255.1 247.0   TIR-like+iHKD->*AEP-1D-> Sedimentisphaerales bacterium Phycisphaerae JAFGTG010000513.1
PQO28496.1      AEP-1D PUHY01000016.1:90933-114867 GCA_002967765.1 242.0   Stealth_CR2->Patatin+iHKD->*AEP-1D->?->TPR_MLP1_2+CARDB-> Blastopirellula marina Planctomycetia PUHY01000016.1
HCB02854.1      AEP-1D GCA_003519585.1 256.0   DNA_processg_A->PRTase->*AEP-1D-> Nocardioides sp. Propionibacteriales
NBZ96923.1      AEP-1D RFPR01000213.1:1-2580 GCA_009928265.1 211.0   ?->*AEP-1D->?->?-> Proteobacteria bacterium Proteobacteria RFPR01000213.1
MBK7010982.1    AEP-1D JADJFF010000021.1:212571-225653     GCA_016708675.1 177.0   N6_N4_Mtase->HD+HD_assoc->*AEP-1D-> Saprospiraceae bacterium Saprospiria JADJFF010000021.1
MBK9563652.1    AEP-1D JADKEB010000001.1:18252-28923 GCA_016718205.1 178.0   HD->HD+HD_assoc->*AEP-1D->ApeA-NTD1->?-> Saprospiraceae bacterium Saprospiria JADKEB010000001.1
RKF31981.1      AEP-1D MCAQ01000028.1:414380-432033 GCA_003610905.1 131.0   HD+HD_assoc->*AEP-1D->AAA_11+AAA_12->DNA_methylase-> Sphingobacterium siyangense Sphingobacteriia MCAQ01000028.1
PKL12868.1      AEP-1D PGXQ01000123.1:97-8733 GCA_002839235.1 195.0   ADH_N+ADH_zinc_N->HD->*AEP-1D-> Spirochaetae bacterium HGW-Spirochaetae-8 Spirochaetes PGXQ01000123.1
WP_100728155.1  HEPN+AEP-1D     NZ_NPED01000026.1:155-1681 GCF_002812165.1 331.0   ?->*HEPN+AEP-1D-> Leptospira levettii Spirochaetia NZ_NPED01000026.1
RLU99417.1      AEP-1D PENC01000005.1:364948-374236 GCA_003674045.1 199.0   ABC_tran+oligo_HPY->NUDIX->*AEP-1D-> Streptomyces griseocarneus Streptomycetales PENC01000005.1
MBP9143902.1    AEP-1D JAGPDF010000011.1:51010-59988 GCA_018057705.1 232.0   CutA1->HD+HD_assoc->*AEP-1D-> Thermoanaerobaculia bacterium Thermoanaerobaculia JAGPDF010000011.1
MBN1630052.1    AEP-1D JAFGIH010000398.1:1-2613 GCA_016929985.1 119.0   NUDIX->?->*AEP-1D-> Thermoleophilia bacterium Thermoleophilia JAFGIH010000398.1
NOZ31426.1      AEP-1D JAADGB010000124.1:3992-7906 GCA_013152575.1 144.0   ?->?->*AEP-1D->?->PDDEXK_1-> Thermoproteota archaeon Thermoproteota JAADGB010000124.1
KKT70012.1      AEP-1D LCJD01000005.1:651-9994 GCA_000998765.1 193.0   *AEP-1D->DSBH->SpoU_methylase-> candidate division WWE3 bacterium GW2011_GWB1_44_4 candidate division WWE3 LCJD01000005.1
EKE27056.1      AEP-1D AMFJ01000585.1:26-982 GCA_000299275.1 318.0   *AEP-1D-> uncultured bacterium (gcode 4) environmental samples AMFJ01000585.1

#AP-ATPase
pid arch nucleotideID:position assembly        plen    organism taxend NCBI
HAW50606.1      HD-CE+AP-ATPase+TPR DNCM01000187.1:105-3396 GCA_003498085.1 1045    bacterium Bacteria. DNCM01000187.1
MBF0380842.1    HD-CE+AP-ATPase+TPR JADFZS010000030.1:554-16389     GCA_015232405.1 1277    Magnetococcales bacterium Alphaproteobacteria JADFZS010000030.1
TET81397.1      PRTase-CE+AP-ATPase+TPR SOIU01000056.1:1-2541 GCA_004376735.1 847     Candidatus Heimdallarchaeota archaeon   Candidatus Heimdallarchaeota    SOIU01000056.1
RJR41656.1      Calcineurin-CE+AP-ATPase+TPR    QZIQ01000160.1:2751-12394 GCA_003599615.1 1027    Desulfobacteraceae bacterium Deltaproteobacteria QZIQ01000160.1
NQY20852.1      PRTase-CE+AP-ATPase+TPR JABSOL010000047.1:8349-16258    GCA_013215985.1 1046    Campylobacteraceae bacterium Epsilonproteobacteria JABSOL010000047.1
WP_129502785.1  PRTase-CE+AP-ATPase+TPR GCF_004135665.1 1050    Malaciobacter halophilus Epsilonproteobacteria
WP_071158250.1  Calcineurin-CE+AP-ATPase+TPR    NZ_MKMC01000023.1:320951-332435 GCF_001856095.1 1112    Methylomonas sp. LWB Gammaproteobacteria NZ_MKMC01000023.1
WP_218819899.1  Calcineurin-CE+AP-ATPase+TPR    NZ_CP065824.1:364701-376320     GCF_019285655.1 993     Pseudomonas tolaasii Gammaproteobacteria NZ_CP065824.1
KAF5435975.1    PRTase-CE+NACHT+TPR QENL01000268.1:4181-13618 GCA_013374565.1 1142    Methanophagales archaeon Stenosarchaea group QENL01000268.1
MBU7047860.1    HD-CE+AP-ATPase+TPR JACVGV010000508.1:9404-17318    GCA_019008725.1 880     Theionarchaea archaeon Theionarchaea JACVGV010000508.1
RLE82987.1      HD-CE+AP-ATPase+TPR QMRR01000002.1:1-8274 GCA_003649355.1 1106    Thermoprotei archaeon Thermoprotei QMRR01000002.1

#AP-GTPase
pid arch nucleotideID:position assembly        plen    organism                                                                    taxend NCBI
KAF0250167.1    AP-GTPase+COR+Calcineurin-CE+FGS WSNY01000036.1:1-6729 GCA_009773835.1 1237    bacterium Bacteria. WSNY01000036.1
MBI4750656.1    BetaPropeller+WD40+WD40+AP-GTPase+Calcineurin-CE JACQXX010000093.1:26801-52826 GCA_016208495.1 1468    Acidobacteria bacterium Acidobacteria JACQXX010000093.1
MBI1353637.1    WD40+WD40+BetaPropeller+AP-GTPase+GDResolvase+Calcineurin-CE WGMB01000002.1:712594-729923 GCA_016125275.1 1469    Acidobacteria bacterium Acidobacteria WGMB01000002.1
MBV8858690.1    BetaPropeller+AP-GTPase+Calcineurin-CE JAFAVK010000097.1:3621-16706 GCA_019242475.1 1205    Acidobacteriota bacterium Acidobacteriota JAFAVK010000097.1
MBV9926747.1    BetaPropeller+AP-GTPase+Calcineurin-CE JAFAZX010000056.1:56719-85331 GCA_019239425.1 1210    Acidobacteriota bacterium Acidobacteriota JAFAZX010000056.1
WP_200518262.1  AP-GTPase+Calcineurin-CE NZ_JAENXS010000002.1:2923427-2940473    GCF_016612535.1 1180    Bradyrhizobium diazoefficiens Alphaproteobacteria     NZ_JAENXS010000002.1
WP_197969464.1  AP-GTPase+Calcineurin-CE NZ_JACEGD010000061.1:1172-15190 GCF_016031635.1 1180    Bradyrhizobium diversitatis Alphaproteobacteria     NZ_JACEGD010000061.1
MBF0141567.1    Calcineurin-CE+TERNS3L1 JADGCN010000169.1:39-6927 GCA_015228975.1 647     Magnetococcales bacterium Alphaproteobacteria     JADGCN010000169.1
MBN2003374.1    BetaPropeller+AP-GTPase+Calcineurin-CE JAFGEA010000119.1:165-14160 GCA_016931835.1 1286    Anaerolineae bacterium Anaerolineae JAFGEA010000119.1
MBF8276457.1    BetaPropeller+AP-GTPase+Calcineurin-CE JACVXV010000058.1:83-6896 GCA_015661205.1 345     Candidatus Brocadiaceae bacterium Candidatus Brocadiia    JACVXV010000058.1
MBD3421047.1    BetaPropeller+AP-GTPase+Calcineurin-CE WJLW01000075.1:143093-157700 GCA_014728295.1 1230    Chitinivibrionales bacterium Chitinivibrionia WJLW01000075.1
WP_023975000.1  BetaPropeller+AP-GTPase+Calcineurin-CE NZ_CP011966.3:3665183-3686556 GCF_000506785.4 1553    Clostridium beijerinckii NRRL B-598 Clostridia NZ_CP011966.3
KPA13876.1      TIR_2+LRR_8+LRR_8+LRR_8+AP-GTPase+COR+Calcineurin-CE JPDT01001711.1:123-6038 GCA_001292585.1 1426    Candidatus Magnetomorum sp. HK-1 Deltaproteobacteria     JPDT01001711.1
WP_172817368.1  Calcineurin-CE+AP-GTPase+Tropomyosin_1 NZ_JABNNF010000073.1:23406-34902 GCF_013248865.1 986     Corallococcus exiguus Deltaproteobacteria     NZ_JABNNF010000073.1
WP_120582253.1  Calcineurin-CE+AP-GTPase+Epsilon2AT NZ_RAWH01000009.1:68886-88647 GCF_003612115.1 984     Corallococcus sp. CA031C Deltaproteobacteria     NZ_RAWH01000009.1
MBF0549196.1    LRR_8+LRR_8+AP-GTPase+COR+Calcineurin-CE JADFXK010000010.1:41-16225 GCA_015233625.1 1123    Deltaproteobacteria bacterium Deltaproteobacteria     JADFXK010000010.1
WP_172825520.1  BetaPropeller+AP-GTPase+RING+Calcineurin-CE NZ_LT896716.1:3603992-3614819 GCF_900187405.1 1218    Geobacter sp. DSM 9736 Deltaproteobacteria     NZ_LT896716.1
KFE68710.1      AP-GTPase+Calcineurin-CE JMCB01000006.1:969521-989339 GCA_000737315.1 974     Hyalangium minutum Deltaproteobacteria     JMCB01000006.1
MBN1203612.1    BetaPropeller+AP-GTPase+Calcineurin-CE JAFGNZ010000009.1:24216-38442 GCA_016926755.1 1163    Myxococcaceae bacterium Deltaproteobacteria     JAFGNZ010000009.1
NUN13817.1      Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE JABWCM010000069.1:8151-23821 GCA_013360285.1 1598    Myxococcales bacterium Deltaproteobacteria     JABWCM010000069.1
MBL9042465.1    EAD7+AP-GTPase+Calcineurin-CE JAEUKA010000043.1:4964-18737 GCA_016794465.1 863     Myxococcales bacterium Deltaproteobacteria     JAEUKA010000043.1
TQF09152.1      Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE VIFM01000383.1:124-7907 GCA_006636215.1 1678    Myxococcus llanfairpwllgwyngyllgogerychwyrndrobwllllantysiliogogogochensis  Deltaproteobacteria     VIFM01000383.1
WP_141620998.1  Calcineurin-CE+Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE    NZ_VHLC01000099.1:1-20945 GCF_006547355.1 1987    Myxococcus sp. AB036A                                                       Deltaproteobacteria     NZ_VHLC01000099.1
WP_071627483.1  BetaPropeller+AP-GTPase+Calcineurin-CE NZ_MKCO01000007.1:1-6767 GCF_001878855.1 1013    Poseidonibacter lekithochrous Epsilonproteobacteria   NZ_MKCO01000007.1
QQS05233.1      BetaPropeller+WD40+WD40+AP-GTPase+Calcineurin-CE CP064986.1:5725228-5742120 GCA_016699655.1 1495    Fibrobacterota bacterium Fibrobacterota CP064986.1
VFM94971.1      BetaPropeller+AP-GTPase+Calcineurin-CE CAADHE010000013.1:1-10753 GCA_900696175.1 1231    Candidatus Kentron sp. G Gammaproteobacteria     CAADHE010000013.1
VFM96619.1      BetaPropeller+AP-GTPase+Calcineurin-CE CAADHE010000179.1:126-5107 GCA_900696175.1 950     Candidatus Kentron sp. G Gammaproteobacteria     CAADHE010000179.1
VFM97192.1      BetaPropeller+AP-GTPase+Calcineurin-CE CAADHE010000226.1:83-4706 GCA_900696175.1 1226    Candidatus Kentron sp. G Gammaproteobacteria     CAADHE010000226.1
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WP_204491039.1  Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE                   NZ_JADWYI010000001.1:6235362-6253946    GCF_016904885.1 1571    Archangium primigenium                                                      Myxococcia              NZ_JADWYI010000001.1
WP_044891134.1  Calcineurin-CE+AP-GTPase+AAA-ToxA                                       NZ_CP012109.1:6361763-6382819           GCF_000280925.3 985     Myxococcus hansupus                                                         Myxococcia              NZ_CP012109.1
AKQ68199.1      Calcineurin-CE+AP-GTPase+PVC-AAA                                        CP012109.1:6354708-6389571              GCA_000280925.3 1011    Myxococcus hansupus                                                         Myxococcia              CP012109.1
MBD2342323.1    BetaPropeller+AP-GTPase+PyrI_C+Calcineurin-CE+CASPASE                   JACJRD010000095.1:1-11330               GCA_014697055.1 1439    Calothrix sp. FACHB-156                                                     Nostocales              JACJRD010000095.1
MBK9263820.1    Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE                   JADJXL010000020.1:873754-894428         GCA_016715885.1 1702    Polyangiaceae bacterium                                                     Polyangia               JADJXL010000020.1
WP_136922883.1  Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE                                                           GCF_005144635.2 1652    Polyangium aurulentum                                                       Polyangia               
UQA57567.1      Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE                   CP079217.1:10384732-10404178            GCA_005144635.2 1652    Polyangium aurulentum                                                       Polyangia               CP079217.1
UQA55667.1      Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE                   CP079217.1:7691581-7709304              GCA_005144635.2 1540    Polyangium aurulentum                                                       Polyangia               CP079217.1
WP_153817681.1  BetaPropeller+AP-GTPase+Calcineurin-CE                                  NZ_WJIE01000001.1:586458-606086         GCF_009649845.1 1188    Polyangium spumosum                                                         Polyangia               NZ_WJIE01000001.1
WP_199693788.1  Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE                   NZ_JEMA01000628.1:9110-25761            GCF_001589285.1 1585    Sorangium cellulosum                                                        Polyangia               NZ_JEMA01000628.1
KYF67680.1      Calcineurin-CE+BetaPropeller+AP-GTPase+Calcineurin-CE                   JEMA01000628.1:7645-25761               GCA_001589285.1 1587    Sorangium cellulosum                                                        Polyangia               JEMA01000628.1
MBS0498601.1    BetaPropeller+AP-GTPase+Calcineurin-CE                                  JAFEEW010000073.1:3239-18672            GCA_018240885.1 1197    Proteobacteria bacterium                                                    Proteobacteria          JAFEEW010000073.1
WP_143763419.1  AP-GTPase+Calcineurin-CE                                                NC_017527.1:2512920-2528475             GCF_000235565.1 1175    Methanothrix harundinacea 6Ac                                               Stenosarchaea group     NC_017527.1
AET65710.1      AP-GTPase+Calcineurin-CE                                                CP003117.1:2512920-2530998              GCA_000235565.1 1163    Methanothrix harundinacea 6Ac                                               Stenosarchaea group     CP003117.1

#Dynamin
pid             arch                                    nucleotideID:position               assembly            plen    compact                                                                                                                                             organism                                    taxend                      NCBI
WP_049714576.1  Dynamin                                 NZ_LFXA01000002.1:856848-871596     GCF_001187435.1     516     *Dynamin->*Dynamin->*Dynamin+Phasin->                                                                                                               Streptomyces caatingaensis                  Actinomycetes               NZ_LFXA01000002.1
WP_198535409.1  Dynamin                                 NZ_LFXA01000002.1:856848-871596     GCF_001187435.1     709     *Dynamin->*Dynamin->*Dynamin+Phasin->                                                                                                               Streptomyces caatingaensis                  Actinomycetes               NZ_LFXA01000002.1
WP_049714575.1  Dynamin+Phasin                          NZ_LFXA01000002.1:856848-871596     GCF_001187435.1     652     *Dynamin->*Dynamin->*Dynamin+Phasin->                                                                                                               Streptomyces caatingaensis                  Actinomycetes               NZ_LFXA01000002.1
GJM40357.1      Dynamin                                 BQJW01000075.1:1038-6573            GCA_021604905.1     685     *Dynamin->Peptidase_M48->*Dynamin+EAD1+bDLD1+Dynamin->                                                                                              Ardenticatenaceae bacterium                 Ardenticatenia              BQJW01000075.1
GJM40355.1      Dynamin+EAD1+bDLD1+Dynamin              BQJW01000075.1:1038-6573            GCA_021604905.1     836     *Dynamin->Peptidase_M48->*Dynamin+EAD1+bDLD1+Dynamin->                                                                                              Ardenticatenaceae bacterium                 Ardenticatenia              BQJW01000075.1
KFB68137.1      Dynamin                                 JDSS02000021.1:11512-32298          GCA_000584955.2     694     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->assembly_gap->MazE_antitoxin->                                                                         Candidatus Accumulibacter vicinus           Betaproteobacteria          JDSS02000021.1
KFB68138.1      Dynamin                                 JDSS02000021.1:11512-32298          GCA_000584955.2     686     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->assembly_gap->MazE_antitoxin->                                                                         Candidatus Accumulibacter vicinus           Betaproteobacteria          JDSS02000021.1
KFB68140.1      Dynamin                                 JDSS02000021.1:11512-32298          GCA_000584955.2     610     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->assembly_gap->MazE_antitoxin->                                                                         Candidatus Accumulibacter vicinus           Betaproteobacteria          JDSS02000021.1
MBR4329425.1    Dynamin                                 JAFXWW010000432.1:1-2186            GCA_017542585.1     78      *Dynamin->?->*Dynamin->                                                                                                                             Candidatus Riflebacteria bacterium          Candidatus Riflebacteria    JAFXWW010000432.1
MBR4329427.1    Dynamin                                 JAFXWW010000432.1:1-2186            GCA_017542585.1     506     *Dynamin->?->*Dynamin->                                                                                                                             Candidatus Riflebacteria bacterium          Candidatus Riflebacteria    JAFXWW010000432.1
MBO9341843.1    Dynamin+DUF5518                         JAGHZA010000112.1:1-9596            GCA_017743435.1     690     ?->Peptidase_M48->*STY-kinase+Dynamin->*Dynamin+DUF5518->ZnR->ZnR->Dynamin->                                                                        Roseiflexus sp.                             Chloroflexia                JAGHZA010000112.1
MBO9341844.1    STY-kinase+Dynamin                      JAGHZA010000112.1:1-9596            GCA_017743435.1     914     ?->Peptidase_M48->*STY-kinase+Dynamin->*Dynamin+DUF5518->ZnR->ZnR->Dynamin->                                                                        Roseiflexus sp.                             Chloroflexia                JAGHZA010000112.1
WP_104547657.1  Dynamin                                 NZ_MVDI01000005.1:103189-117914     GCF_002939305.1     682     ?->?->NLPC->*Dynamin->*Dynamin->*Dynamin->                                                                                                          Chroococcidiopsis sp. TS-821                Chroococcidiopsidales       NZ_MVDI01000005.1
WP_104547658.1  Dynamin                                 NZ_MVDI01000005.1:103189-117914     GCF_002939305.1     651     ?->?->NLPC->*Dynamin->*Dynamin->*Dynamin->                                                                                                          Chroococcidiopsis sp. TS-821                Chroococcidiopsidales       NZ_MVDI01000005.1
WP_104547659.1  Dynamin                                 NZ_MVDI01000005.1:103189-117914     GCF_002939305.1     777     ?->?->NLPC->*Dynamin->*Dynamin->*Dynamin->                                                                                                          Chroococcidiopsis sp. TS-821                Chroococcidiopsidales       NZ_MVDI01000005.1
HIU20599.1      Dynamin                                 DVME01000140.1:148-8876             GCA_018715175.1     593     ?->STY-kinase+NACHT->?->*Dynamin->*Dynamin+Tox-HetC->                                                                                               Candidatus Limiplasma stercoravium          Clostridia                  DVME01000140.1
HIU20598.1      Dynamin+Tox-HetC                        DVME01000140.1:148-8876             GCA_018715175.1     675     ?->STY-kinase+NACHT->?->*Dynamin->*Dynamin+Tox-HetC->                                                                                               Candidatus Limiplasma stercoravium          Clostridia                  DVME01000140.1
HJC33258.1      Dynamin                                 DWWO01000015.1:25583-41869          GCA_019119675.1     586     ?->STY-kinase+Big_2->ZnR+ZnR->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->?->?->DnaJ_CXXCXGXG->                                                    Candidatus Mediterraneibacter faecipullorum Clostridia                  DWWO01000015.1
HJC33260.1      Dynamin                                 DWWO01000015.1:25583-41869          GCA_019119675.1     697     ?->STY-kinase+Big_2->ZnR+ZnR->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->?->?->DnaJ_CXXCXGXG->                                                    Candidatus Mediterraneibacter faecipullorum Clostridia                  DWWO01000015.1
HJC33261.1      Dynamin                                 DWWO01000015.1:25583-41869          GCA_019119675.1     603     ?->STY-kinase+Big_2->ZnR+ZnR->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->?->?->DnaJ_CXXCXGXG->                                                    Candidatus Mediterraneibacter faecipullorum Clostridia                  DWWO01000015.1
HIS81803.1      Dynamin                                 DVJR01000186.1:39-13831             GCA_018716575.1     588     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->                                                                                                       Candidatus Scatomonas merdavium             Clostridia                  DVJR01000186.1
HIS81804.1      Dynamin                                 DVJR01000186.1:39-13831             GCA_018716575.1     726     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->                                                                                                       Candidatus Scatomonas merdavium             Clostridia                  DVJR01000186.1
HIS81806.1      Dynamin                                 DVJR01000186.1:39-13831             GCA_018716575.1     598     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->                                                                                                       Candidatus Scatomonas merdavium             Clostridia                  DVJR01000186.1
MBQ7875864.1    Dynamin                                 JAFUJZ010000007.1:5593-24604        GCA_017467965.1     632     BetaPropeller->?->*Dynamin->*Dynamin->*Dynamin->?->                                                                                                 Clostridia bacterium                        Clostridia                  JAFUJZ010000007.1
MBQ7875865.1    Dynamin                                 JAFUJZ010000007.1:5593-24604        GCA_017467965.1     668     BetaPropeller->?->*Dynamin->*Dynamin->*Dynamin->?->                                                                                                 Clostridia bacterium                        Clostridia                  JAFUJZ010000007.1
MBQ7875866.1    Dynamin                                 JAFUJZ010000007.1:5593-24604        GCA_017467965.1     613     BetaPropeller->?->*Dynamin->*Dynamin->*Dynamin->?->                                                                                                 Clostridia bacterium                        Clostridia                  JAFUJZ010000007.1
MBR6513670.1    Dynamin                                 JAFYLH010000009.1:2767-19748        GCA_017537175.1     590     ?->NPCBM->?->*Dynamin->ZnR+ZnR->*Dynamin->Peptidase_M48->*Dynamin->                                                                                 Clostridia bacterium                        Clostridia                  JAFYLH010000009.1
MBR6513672.1    Dynamin                                 JAFYLH010000009.1:2767-19748        GCA_017537175.1     674     ?->NPCBM->?->*Dynamin->ZnR+ZnR->*Dynamin->Peptidase_M48->*Dynamin->                                                                                 Clostridia bacterium                        Clostridia                  JAFYLH010000009.1
MBR6513674.1    Dynamin                                 JAFYLH010000009.1:2767-19748        GCA_017537175.1     575     ?->NPCBM->?->*Dynamin->ZnR+ZnR->*Dynamin->Peptidase_M48->*Dynamin->                                                                                 Clostridia bacterium                        Clostridia                  JAFYLH010000009.1
MBR5826669.1    Dynamin                                 JAFZFT010000098.1:18140-34703       GCA_017555765.1     571     *Dynamin->ZnR->*Dynamin+EAD9->Peptidase_M48->*Dynamin_N->?->ZnR->                                                                                   Clostridia bacterium                        Clostridia                  JAFZFT010000098.1
MBR5826671.1    Dynamin+EAD9                            JAFZFT010000098.1:18140-34703       GCA_017555765.1     693     *Dynamin->ZnR->*Dynamin+EAD9->Peptidase_M48->*Dynamin_N->?->ZnR->                                                                                   Clostridia bacterium                        Clostridia                  JAFZFT010000098.1
MBR5826673.1    Dynamin_N                               JAFZFT010000098.1:18140-34703       GCA_017555765.1     590     *Dynamin->ZnR->*Dynamin+EAD9->Peptidase_M48->*Dynamin_N->?->ZnR->                                                                                   Clostridia bacterium                        Clostridia                  JAFZFT010000098.1
NLE13862.1      Dynamin                                 JAAZAV010000059.1:154-18788         GCA_012514145.1     581     ?->ZnR->*Dynamin->ZnR+ZnR->*Dynamin->Peptidase_M48->*Dynamin->                                                                                      Clostridiales bacterium                     Clostridia                  JAAZAV010000059.1
NLE13864.1      Dynamin                                 JAAZAV010000059.1:154-18788         GCA_012514145.1     680     ?->ZnR->*Dynamin->ZnR+ZnR->*Dynamin->Peptidase_M48->*Dynamin->                                                                                      Clostridiales bacterium                     Clostridia                  JAAZAV010000059.1
NLE13866.1      Dynamin                                 JAAZAV010000059.1:154-18788         GCA_012514145.1     605     ?->ZnR->*Dynamin->ZnR+ZnR->*Dynamin->Peptidase_M48->*Dynamin->                                                                                      Clostridiales bacterium                     Clostridia                  JAAZAV010000059.1
NLD59839.1      Dynamin                                 JAAZBO010000127.1:57351-66832       GCA_012513775.1     567     ?->*Dynamin->ZnR->*Dynamin->Peptidase_M48->                                                                                                         Clostridiales bacterium                     Clostridia                  JAAZBO010000127.1
NLD59841.1      Dynamin                                 JAAZBO010000127.1:57351-66832       GCA_012513775.1     688     ?->*Dynamin->ZnR->*Dynamin->Peptidase_M48->                                                                                                         Clostridiales bacterium                     Clostridia                  JAAZBO010000127.1
MCC8073790.1    Dynamin                                 JAJBVC010000160.1:1619-14377        GCA_020860025.1     625     ZnR->?->ZnR->*Dynamin->?->*Dynamin+UvsW-A18+Maff2->Peptidase_M48->*Dynamin->DUF1810->AAA_14+REase-DUF4143->                                         Clostridiales bacterium                     Clostridia                  JAJBVC010000160.1
MCC8073794.1    Dynamin                                 JAJBVC010000160.1:1619-14377        GCA_020860025.1     579     ZnR->?->ZnR->*Dynamin->?->*Dynamin+UvsW-A18+Maff2->Peptidase_M48->*Dynamin->DUF1810->AAA_14+REase-DUF4143->                                         Clostridiales bacterium                     Clostridia                  JAJBVC010000160.1
MCC8073792.1    Dynamin+UvsW-A18+Maff2                  JAJBVC010000160.1:1619-14377        GCA_020860025.1     685     ZnR->?->ZnR->*Dynamin->?->*Dynamin+UvsW-A18+Maff2->Peptidase_M48->*Dynamin->DUF1810->AAA_14+REase-DUF4143->                                         Clostridiales bacterium                     Clostridia                  JAJBVC010000160.1
WP_156894484.1  Dynamin                                 NZ_CP017603.1:1575110-1592084       GCF_001854185.1     594     TsaE->7TMR-DISMED1+7TMR-DISM_7TM+His_kinase+HATPase_c->Response_reg+LytTR->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR->Peptidase_M22->ACET->  Clostridium formicaceticum                  Clostridia                  NZ_CP017603.1
WP_169824199.1  Dynamin                                 NZ_CP017603.1:1575110-1592084       GCF_001854185.1     677     TsaE->7TMR-DISMED1+7TMR-DISM_7TM+His_kinase+HATPase_c->Response_reg+LytTR->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR->Peptidase_M22->ACET->  Clostridium formicaceticum                  Clostridia                  NZ_CP017603.1
WP_070965996.1  Dynamin                                 NZ_CP017603.1:1575110-1592084       GCF_001854185.1     597     TsaE->7TMR-DISMED1+7TMR-DISM_7TM+His_kinase+HATPase_c->Response_reg+LytTR->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR->Peptidase_M22->ACET->  Clostridium formicaceticum                  Clostridia                  NZ_CP017603.1
WP_118243872.1  Dynamin                                 NZ_QSDR01000013.1:49421-65686       GCF_003464085.1     531     GNTR-HTH+GNTR-HTH->?->*Dynamin+Ntox42+MCP-N->*Dynamin->?->Peptidase_M48->Dynamin->                                                                  Clostridium sp. AM58-1XD                    Clostridia                  NZ_QSDR01000013.1
WP_118243875.1  Dynamin+Ntox42+MCP-N                    NZ_QSDR01000013.1:49421-65686       GCF_003464085.1     602     GNTR-HTH+GNTR-HTH->?->*Dynamin+Ntox42+MCP-N->*Dynamin->?->Peptidase_M48->Dynamin->                                                                  Clostridium sp. AM58-1XD                    Clostridia                  NZ_QSDR01000013.1
WP_166434540.1  Dynamin                                 NZ_PYII01000014.1:92374-108719      GCF_003024655.1     568     Transgly->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR+ZnR+Sel1+Sel1->ZnR+POB3_N->ZnR->                                                         Enterocloster lavalensis                    Clostridia                  NZ_PYII01000014.1
WP_107435518.1  Dynamin                                 NZ_PYII01000014.1:92374-108719      GCF_003024655.1     689     Transgly->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR+ZnR+Sel1+Sel1->ZnR+POB3_N->ZnR->                                                         Enterocloster lavalensis                    Clostridia                  NZ_PYII01000014.1
WP_107435520.1  Dynamin                                 NZ_PYII01000014.1:92374-108719      GCF_003024655.1     588     Transgly->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR+ZnR+Sel1+Sel1->ZnR+POB3_N->ZnR->                                                         Enterocloster lavalensis                    Clostridia                  NZ_PYII01000014.1
WP_087399803.1  Dynamin                                 NZ_NFHC01000020.1:29063-47076       GCF_002161245.1     585     GalP_UDP_transf+GalP_UDP_tr_C->BetaPropeller+NLPC->?->*Dynamin->*Dynamin->*Dynamin+DUF4203->                                                        Flavonifractor sp. An9                      Clostridia                  NZ_NFHC01000020.1
WP_158099530.1  Dynamin                                 NZ_NFHC01000020.1:29063-47076       GCF_002161245.1     587     GalP_UDP_transf+GalP_UDP_tr_C->BetaPropeller+NLPC->?->*Dynamin->*Dynamin->*Dynamin+DUF4203->                                                        Flavonifractor sp. An9                      Clostridia                  NZ_NFHC01000020.1
WP_087399802.1  Dynamin+DUF4203                         NZ_NFHC01000020.1:29063-47076       GCF_002161245.1     689     GalP_UDP_transf+GalP_UDP_tr_C->BetaPropeller+NLPC->?->*Dynamin->*Dynamin->*Dynamin+DUF4203->                                                        Flavonifractor sp. An9                      Clostridia                  NZ_NFHC01000020.1
MCD8361702.1    Dynamin                                 JAJPXQ010000017.1:32812-46962       GCA_021205385.1     603     *Dynamin->Dynamin->RseC_MucC+ZnR->Sel1+Sel1+Sel1+Sel1+Sel1+Sel1->                                                                                   Lachnospiraceae bacterium                   Clostridia                  JAJPXQ010000017.1
MCD7715860.1    Dynamin                                 JAJQIL010000050.1:13942-30638       GCA_021199235.1     694     HTH->CR-Kinase->DUF285+LRR_5+DUF285+DUF285->*Dynamin->ZnR->*Dynamin->DUF87+HerA->?->?->                                                             Lachnospiraceae bacterium                   Clostridia                  JAJQIL010000050.1
MCD7715862.1    Dynamin                                 JAJQIL010000050.1:13942-30638       GCA_021199235.1     639     HTH->CR-Kinase->DUF285+LRR_5+DUF285+DUF285->*Dynamin->ZnR->*Dynamin->DUF87+HerA->?->?->                                                             Lachnospiraceae bacterium                   Clostridia                  JAJQIL010000050.1
WP_148411561.1  Dynamin                                 NZ_CABJAT010000010.1:9246-27599     GCF_902363655.1     645     ?->*Dynamin->*Dynamin_N+VMAP-C->*Dynamin+DUF4756->?->DUF87->?->                                                                                     Murimonas intestini                         Clostridia                  NZ_CABJAT010000010.1
WP_148411557.1  Dynamin+DUF4756                         NZ_CABJAT010000010.1:9246-27599     GCF_902363655.1     660     ?->*Dynamin->*Dynamin_N+VMAP-C->*Dynamin+DUF4756->?->DUF87->?->                                                                                     Murimonas intestini                         Clostridia                  NZ_CABJAT010000010.1
WP_148411559.1  Dynamin_N+VMAP-C                        NZ_CABJAT010000010.1:9246-27599     GCF_902363655.1     513     ?->*Dynamin->*Dynamin_N+VMAP-C->*Dynamin+DUF4756->?->DUF87->?->                                                                                     Murimonas intestini                         Clostridia                  NZ_CABJAT010000010.1
MBR0283435.1    Dynamin                                 JAFSOM010000619.1:1-4954            GCA_017447005.1     300     *Dynamin->*Dynamin+YlqD->Peptidase_M48->*Dynamin->                                                                                                  Oscillibacter sp.                           Clostridia                  JAFSOM010000619.1
MBR0283438.1    Dynamin                                 JAFSOM010000619.1:1-4954            GCA_017447005.1     256     *Dynamin->*Dynamin+YlqD->Peptidase_M48->*Dynamin->                                                                                                  Oscillibacter sp.                           Clostridia                  JAFSOM010000619.1
MBR0283436.1    Dynamin+YlqD                            JAFSOM010000619.1:1-4954            GCA_017447005.1     695     *Dynamin->*Dynamin+YlqD->Peptidase_M48->*Dynamin->                                                                                                  Oscillibacter sp.                           Clostridia                  JAFSOM010000619.1
MBQ5315685.1    Dynamin                                 JAGBCW010000160.1:1-5337            GCA_018110835.1     494     *Dynamin+DUF3792->?->*Dynamin->                                                                                                                     Oscillospiraceae bacterium                  Clostridia                  JAGBCW010000160.1
MBP0954038.1    Dynamin                                 JAGBLD010000002.1:21871-38751       GCA_017828055.1     578     LAGLIDADG_WhiA+HTH_WhiA->GATase_7+Asn_synthase->PfkB->*Dynamin+DUF3792->?->*Dynamin->                                                               Oscillospiraceae bacterium                  Clostridia                  JAGBLD010000002.1
MCC8043123.1    Dynamin                                 JAJBVH010000053.1:6834-21864        GCA_020859925.1     684     ?->Lipase_GDSL_2->Glyco_hydro_3->*Dynamin->Peptidase_M56->*Dynamin+Yuri_gagarin->                                                                   Oscillospiraceae bacterium                  Clostridia                  JAJBVH010000053.1
MCD8107333.1    Dynamin                                 JAJQBX010000021.1:80425-97059       GCA_021203065.1     517     Polysacc_synt+Polysacc_synt_C->VanZ->NTP_transf_5->*Dynamin+EAD9->*Dynamin->*Dynamin+SHOCT-DUF1701-bihelical->LYTTR->?->?->                         Oscillospiraceae bacterium                  Clostridia                  JAJQBX010000021.1
MBE6654128.1    Dynamin                                 SVRQ01000003.1:12777-27577          GCA_015064725.1     586     Enolase_N+Enolase_C->Phage_integrase->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR->ZnR->ZnR+ZnR->                                              Oscillospiraceae bacterium                  Clostridia                  SVRQ01000003.1
MBE6654130.1    Dynamin                                 SVRQ01000003.1:12777-27577          GCA_015064725.1     691     Enolase_N+Enolase_C->Phage_integrase->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR->ZnR->ZnR+ZnR->                                              Oscillospiraceae bacterium                  Clostridia                  SVRQ01000003.1
MBE6654131.1    Dynamin                                 SVRQ01000003.1:12777-27577          GCA_015064725.1     617     Enolase_N+Enolase_C->Phage_integrase->*Dynamin->*Dynamin->Peptidase_M48->*Dynamin->ZnR->ZnR->ZnR+ZnR->                                              Oscillospiraceae bacterium                  Clostridia                  SVRQ01000003.1
MBQ5315687.1    Dynamin+DUF3792                         JAGBCW010000160.1:1-5337            GCA_018110835.1     712     *Dynamin+DUF3792->?->*Dynamin->                                                                                                                     Oscillospiraceae bacterium                  Clostridia                  JAGBCW010000160.1
MBP0954036.1    Dynamin+DUF3792                         JAGBLD010000002.1:21871-38751       GCA_017828055.1     689     LAGLIDADG_WhiA+HTH_WhiA->GATase_7+Asn_synthase->PfkB->*Dynamin+DUF3792->?->*Dynamin->                                                               Oscillospiraceae bacterium                  Clostridia                  JAGBLD010000002.1
MCD8107332.1    Dynamin+EAD9                            JAJQBX010000021.1:80425-97059       GCA_021203065.1     617     Polysacc_synt+Polysacc_synt_C->VanZ->NTP_transf_5->*Dynamin+EAD9->*Dynamin->*Dynamin+SHOCT-DUF1701-bihelical->LYTTR->?->?->                         Oscillospiraceae bacterium                  Clostridia                  JAJQBX010000021.1
MCD8107334.1    Dynamin+SHOCT-DUF1701-bihelical         JAJQBX010000021.1:80425-97059       GCA_021203065.1     703     Polysacc_synt+Polysacc_synt_C->VanZ->NTP_transf_5->*Dynamin+EAD9->*Dynamin->*Dynamin+SHOCT-DUF1701-bihelical->LYTTR->?->?->                         Oscillospiraceae bacterium                  Clostridia                  JAJQBX010000021.1
MCC8043121.1    Dynamin+Yuri_gagarin                    JAJBVH010000053.1:6834-21864        GCA_020859925.1     577     ?->Lipase_GDSL_2->Glyco_hydro_3->*Dynamin->Peptidase_M56->*Dynamin+Yuri_gagarin->                                                                   Oscillospiraceae bacterium                  Clostridia                  JAJBVH010000053.1
WP_204888465.1  Dynamin                                 NZ_JACJLN010000003.1:64816-85675    GCF_016902175.1     586     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->Resolvase+Recombinase+Zn_ribbon_recom->                                                                Pseudoflavonifractor phocaeensis            Clostridia                  NZ_JACJLN010000003.1
WP_204888466.1  Dynamin                                 NZ_JACJLN010000003.1:64816-85675    GCF_016902175.1     682     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->Resolvase+Recombinase+Zn_ribbon_recom->                                                                Pseudoflavonifractor phocaeensis            Clostridia                  NZ_JACJLN010000003.1
WP_204888467.1  Dynamin                                 NZ_JACJLN010000003.1:64816-85675    GCF_016902175.1     579     *Dynamin->*Dynamin->Peptidase_M48->*Dynamin->Resolvase+Recombinase+Zn_ribbon_recom->                                                                Pseudoflavonifractor phocaeensis            Clostridia                  NZ_JACJLN010000003.1
WP_074834022.1  Dynamin                                 NZ_FOAT01000010.1:89063-105433      GCF_900109655.1     590     PSYN->ABC_tran+OB_MalK->?->*Dynamin+DUF3792+MIP-T3->?->*Dynamin->                                                                                   Ruminococcus albus                          Clostridia                  NZ_FOAT01000010.1
WP_074834014.1  Dynamin+DUF3792+MIP-T3                  NZ_FOAT01000010.1:89063-105433      GCF_900109655.1     714     PSYN->ABC_tran+OB_MalK->?->*Dynamin+DUF3792+MIP-T3->?->*Dynamin->                                                                                   Ruminococcus albus                          Clostridia                  NZ_FOAT01000010.1
MBE6837360.1    Dynamin                                 SVNV01000012.1:13059-29392          GCA_015066705.1     592     *Dynamin+DUF3792->Peptidase_M48->*Dynamin->                                                                                                         Ruminococcus sp.                            Clostridia                  SVNV01000012.1
MBQ2582038.1    Dynamin                                 JAFPKS010000688.1:82-3931           GCA_017403685.1     593     DUF3792->?->*Dynamin->                                                                                                                              Ruminococcus sp.                            Clostridia                  JAFPKS010000688.1
MBR4363239.1    Dynamin                                 JAFXVT010000067.1:26655-46452       GCA_017534835.1     594     Cation_efflux+ZT_dimer->*Dynamin->ZnR->*Dynamin+Rick_17kDa_Anti+APG17->Peptidase_M48->*Dynamin->                                                    Ruminococcus sp.                            Clostridia                  JAFXVT010000067.1
MBR4363243.1    Dynamin                                 JAFXVT010000067.1:26655-46452       GCA_017534835.1     605     Cation_efflux+ZT_dimer->*Dynamin->ZnR->*Dynamin+Rick_17kDa_Anti+APG17->Peptidase_M48->*Dynamin->                                                    Ruminococcus sp.                            Clostridia                  JAFXVT010000067.1
MBE6837362.1    Dynamin+DUF3792                         SVNV01000012.1:13059-29392          GCA_015066705.1     683     *Dynamin+DUF3792->Peptidase_M48->*Dynamin->                                                                                                         Ruminococcus sp.                            Clostridia                  SVNV01000012.1
HBN10499.1      Dynamin+Gly-zipper_YMGG                 DOBJ01000021.1:47-6251              GCA_003503815.1     564     *Dynamin+Gly-zipper_YMGG->                                                                                                                          Ruminococcus sp.                            Clostridia                  DOBJ01000021.1
MBR4363241.1    Dynamin+Rick_17kDa_Anti+APG17           JAFXVT010000067.1:26655-46452       GCA_017534835.1     688     Cation_efflux+ZT_dimer->*Dynamin->ZnR->*Dynamin+Rick_17kDa_Anti+APG17->Peptidase_M48->*Dynamin->                                                    Ruminococcus sp.                            Clostridia                  JAFXVT010000067.1
SCI77856.1      Dynamin+NnrS                            FMGI01000003.1:194370-215384        GCA_900066835.1     689     Dynamin->ZnR->ZnR->*Dynamin+NnrS->Peptidase_M48->*Dynamin+Nup88->                                                                                   uncultured Flavonifractor sp.               Clostridia                  FMGI01000003.1
SCI77781.1      Dynamin+Nup88                           FMGI01000003.1:194370-215384        GCA_900066835.1     599     Dynamin->ZnR->ZnR->*Dynamin+NnrS->Peptidase_M48->*Dynamin+Nup88->                                                                                   uncultured Flavonifractor sp.               Clostridia                  FMGI01000003.1
HBE16368.1      Dynamin+Tox-HNH-HHH                     DNOY01000035.1:118-8516             GCA_003501765.1     673     CR-ATPase9+CR-REase3->*ZnR+Dynamin->?->*Dynamin+Tox-HNH-HHH->CR-ATPase9->                                                                           Cyanobacteria bacterium UBA11367            Cyanobacteria               DNOY01000035.1
HBE16366.1      ZnR+Dynamin                             DNOY01000035.1:118-8516             GCA_003501765.1     507     CR-ATPase9+CR-REase3->*ZnR+Dynamin->?->*Dynamin+Tox-HNH-HHH->CR-ATPase9->                                                                           Cyanobacteria bacterium UBA11367            Cyanobacteria               DNOY01000035.1
HAG83939.1      Dynamin+Grich-TM                        DMEQ01000603.1:1-11127              GCA_003450835.1     678     HTH_18->*Dynamin+Rick-17kDa-Anti+Ribosomal_L6e->*Dynamin+Grich-TM->Peptidase_M48->PSE->                                                             Cyanobacteria bacterium UBA12227            Cyanobacteria               DMEQ01000603.1
HAG83938.1      Dynamin+Rick-17kDa-Anti+Ribosomal_L6e   DMEQ01000603.1:1-11127              GCA_003450835.1     655     HTH_18->*Dynamin+Rick-17kDa-Anti+Ribosomal_L6e->*Dynamin+Grich-TM->Peptidase_M48->PSE->                                                             Cyanobacteria bacterium UBA12227            Cyanobacteria               DMEQ01000603.1
HAJ58977.1      Dynamin                                 DMJW01000107.1:1-6750               GCA_003454535.1     694     *Dynamin->Peptidase_M48->                                                                                                                           Cyanobacteria bacterium UBA8543             Cyanobacteria               DMJW01000107.1
WP_208341486.1  Dynamin+PspA+DUF4233                    NZ_JAAKGC010000001.1:162471-176720  GCF_017591665.1     682     *Dynamin+ZnR->*Dynamin+PspA+DUF4233->Peptidase_M48->Dynamin->                                                                                       Aetokthonos hydrillicola CCALA 1050         Cyanophyceae                NZ_JAAKGC010000001.1
WP_208341485.1  Dynamin+ZnR                             NZ_JAAKGC010000001.1:162471-176720  GCF_017591665.1     692     *Dynamin+ZnR->*Dynamin+PspA+DUF4233->Peptidase_M48->Dynamin->                                                                                       Aetokthonos hydrillicola CCALA 1050         Cyanophyceae                NZ_JAAKGC010000001.1
WP_104387235.1  Dynamin                                 NZ_PGEM01000044.1:1026-19229        GCF_002934005.1     655     *Dynamin->*Dynamin+RapA-C+DUF5518->                                                                                                                 Cuspidothrix issatschenkoi CHARLIE-1        Cyanophyceae                NZ_PGEM01000044.1
WP_104387236.1  Dynamin+RapA-C+DUF5518                  NZ_PGEM01000044.1:1026-19229        GCF_002934005.1     682     *Dynamin->*Dynamin+RapA-C+DUF5518->                                                                                                                 Cuspidothrix issatschenkoi CHARLIE-1        Cyanophyceae                NZ_PGEM01000044.1
WP_102182370.1  Dynamin+Rick-17kDa-Anti+ZnR             NZ_NMQE01000505.1:498-13953         GCF_002870675.1     692     *Dynamin+Rick-17kDa-Anti+ZnR->*Dynamin+halocin-C858->Peptidase_M48->Dynamin->                                                                       Fischerella thermalis CCMEE 5318            Cyanophyceae                NZ_NMQE01000505.1
WP_102182369.1  Dynamin+halocin-C858                    NZ_NMQE01000505.1:498-13953         GCF_002870675.1     680     *Dynamin+Rick-17kDa-Anti+ZnR->*Dynamin+halocin-C858->Peptidase_M48->Dynamin->                                                                       Fischerella thermalis CCMEE 5318            Cyanophyceae                NZ_NMQE01000505.1
NOT73409.1      Dynamin                                 JABFRS010000001.1:147848-161996     GCA_013141055.1     747     *Dynamin->?->?->?->                                                                                                                                 Cyclobacteriaceae bacterium                 Cytophagia                  JABFRS010000001.1
MBX2896826.1    REase+Dynamin                           JAHBTX010000004.1:492354-505684     GCA_019638395.1     766     ?->?->CR-ATPase3+TPR+TPR_12->*REase+Dynamin->                                                                                                       Cyclobacteriaceae bacterium                 Cytophagia                  JAHBTX010000004.1
MCB9507832.1    REase+Dynamin                           JACKDG010000021.1:4779-21656        GCA_020633615.1     775     *REase+Dynamin->                                                                                                                                    Myxococcales bacterium                      Deltaproteobacteria         JACKDG010000021.1
MBE2253184.1    Dynamin+Fzo_mitofusin                   JACSRE010000311.1:24399-37160       GCA_014879945.1     659     *Dynamin+Fzo_mitofusin->Sigma54_activat->                                                                                                           Myxococcus sp.                              Deltaproteobacteria         JACSRE010000311.1
NOJ81830.1      Sirtuin+Dynamin                         JABFNT010000102.1:4730-22989        GCA_013116865.1     922     *Sirtuin+Dynamin->EVE+HNH_2->                                                                                                                       Myxococcus xanthus                          Deltaproteobacteria         JABFNT010000102.1
OQA73019.1      Dynamin                                 MWBW01000013.1:199-11913            GCA_002069725.1     601     UxaC->UxaE->adh_short_C2->*Dynamin->ZnR+ZnR->*Dynamin+DUF4404->Peptidase_M48->*Dynamin->                                                            Firmicutes bacterium ADurb.Bin248           Firmicutes                  MWBW01000013.1
OQA73023.1      Dynamin                                 MWBW01000013.1:199-11913            GCA_002069725.1     590     UxaC->UxaE->adh_short_C2->*Dynamin->ZnR+ZnR->*Dynamin+DUF4404->Peptidase_M48->*Dynamin->                                                            Firmicutes bacterium ADurb.Bin248           Firmicutes                  MWBW01000013.1
OQA73021.1      Dynamin+DUF4404                         MWBW01000013.1:199-11913            GCA_002069725.1     678     UxaC->UxaE->adh_short_C2->*Dynamin->ZnR+ZnR->*Dynamin+DUF4404->Peptidase_M48->*Dynamin->                                                            Firmicutes bacterium ADurb.Bin248           Firmicutes                  MWBW01000013.1
PKM52197.1      Dynamin                                 PGZO01000003.1:48150-67366          GCA_002841375.1     599     Dynamin->DUF2752->ZnR+CD225->*Dynamin+DUF5518->Peptidase_M48->*Dynamin->ZnR->DOC->Peptidase-S8->                                                    Firmicutes bacterium HGW-Firmicutes-7       Firmicutes                  PGZO01000003.1
PKM52199.1      Dynamin+DUF5518                         PGZO01000003.1:48150-67366          GCA_002841375.1     676     Dynamin->DUF2752->ZnR+CD225->*Dynamin+DUF5518->Peptidase_M48->*Dynamin->ZnR->DOC->Peptidase-S8->                                                    Firmicutes bacterium HGW-Firmicutes-7       Firmicutes                  PGZO01000003.1
VFK26235.1      Dynamin                                 CAADFO010000019.1:24489-37450       CAADFO010000019.1   667     PALP->*Dynamin->*Dynamin+Grich-TM->DNA_pol_B_exo2->                                                                                                 Candidatus Kentron sp. MB                   Gammaproteobacteria         CAADFO010000019.1
VFK26233.1      Dynamin+Grich-TM                        CAADFO010000019.1:24489-37450       CAADFO010000019.1   696     PALP->*Dynamin->*Dynamin+Grich-TM->DNA_pol_B_exo2->                                                                                                 Candidatus Kentron sp. MB                   Gammaproteobacteria         CAADFO010000019.1
MBR4612067.1    Dynamin                                 JAFXRV010000244.1:1-12119           GCA_017536125.1     579     ?->Dynamin->Imm-Cloacin->*Dynamin->*Dynamin->HD->TY-Chap2+TY-Chap2->Calcineurin->                                                                   Kiritimatiellae bacterium                   Kiritimatiellae             JAFXRV010000244.1
MBR4612068.1    Dynamin                                 JAFXRV010000244.1:1-12119           GCA_017536125.1     679     ?->Dynamin->Imm-Cloacin->*Dynamin->*Dynamin->HD->TY-Chap2+TY-Chap2->Calcineurin->                                                                   Kiritimatiellae bacterium                   Kiritimatiellae             JAFXRV010000244.1
AKQ68199.1      Calcineurin-CE+Dynamin+PVC-AAA          CP012109.1:6354708-6389571          GCA_000280925.3     1011    *Calcineurin-CE+Dynamin+PVC-AAA->                                                                                                                   Myxococcus hansupus                         Myxococcia                  CP012109.1
MBO6177865.1    Dynamin                                 JAGBMX010000020.1:5142-26886        GCA_017634675.1     691     ?->Ferredoxin-RRM+Glu_synthase->GXGXG+Fer4_20+FAD-NAD-dep-oxidoreductase+Ferredoxin-RRM->*Dynamin+PH->*Dynamin->Peptidase_M48->*Dynamin->?->?->?->  Selenomonadaceae bacterium                  Negativicutes               JAGBMX010000020.1
MBO6177867.1    Dynamin                                 JAGBMX010000020.1:5142-26886        GCA_017634675.1     592     ?->Ferredoxin-RRM+Glu_synthase->GXGXG+Fer4_20+FAD-NAD-dep-oxidoreductase+Ferredoxin-RRM->*Dynamin+PH->*Dynamin->Peptidase_M48->*Dynamin->?->?->?->  Selenomonadaceae bacterium                  Negativicutes               JAGBMX010000020.1
MBO6177864.1    Dynamin+PH                              JAGBMX010000020.1:5142-26886        GCA_017634675.1     722     ?->Ferredoxin-RRM+Glu_synthase->GXGXG+Fer4_20+FAD-NAD-dep-oxidoreductase+Ferredoxin-RRM->*Dynamin+PH->*Dynamin->Peptidase_M48->*Dynamin->?->?->?->  Selenomonadaceae bacterium                  Negativicutes               JAGBMX010000020.1
HAN92999.1      Dynamin                                 DMPA01000349.1:258-4881             GCA_003456185.1     581     *Dynamin->                                                                                                                                          Nitrospira sp.                              Nitrospirales               DMPA01000349.1
PMB42208.1      Dynamin                                 NMQJ01000529.1:469-9249             GCA_002870745.1     604     PSE->*Dynamin+halocin-C858->Peptidase_M48->*Dynamin->                                                                                               Fischerella thermalis CCMEE 5205            Nostocales                  NMQJ01000529.1
PMB42210.1      Dynamin+halocin-C858                    NMQJ01000529.1:469-9249             GCA_002870745.1     680     PSE->*Dynamin+halocin-C858->Peptidase_M48->*Dynamin->                                                                                               Fischerella thermalis CCMEE 5205            Nostocales                  NMQJ01000529.1
WP_102207606.1  Dynamin+Grich-TM                        NZ_NMQI01000558.1:307-11883         GCF_002870725.1     680     *Dynamin+MA+Rick-17kDa-Anti+ZnR->*Dynamin+Grich-TM->Peptidase_M48->Dynamin->                                                                        Fischerella thermalis CCMEE 5330            Nostocales                  NZ_NMQI01000558.1
WP_102207605.1  Dynamin+MA+Rick-17kDa-Anti+ZnR          NZ_NMQI01000558.1:307-11883         GCF_002870725.1     693     *Dynamin+MA+Rick-17kDa-Anti+ZnR->*Dynamin+Grich-TM->Peptidase_M48->Dynamin->                                                                        Fischerella thermalis CCMEE 5330            Nostocales                  NZ_NMQI01000558.1
MBW4641414.1    Dynamin                                 JAHHHF010000001.1:42-10777          GCA_019359495.1     608     PSE->*Dynamin->                                                                                                                                     Goleter apudmare HA4340-LM2                 Nostocales                  JAHHHF010000001.1
WP_099069920.1  Dynamin                                 NZ_LAGX01000061.1:29222-52058       GCF_002607965.1     656     ?->NLPC->*Dynamin->*Dynamin->*Dynamin+DoxX_2->Lipase_3->                                                                                            Nostoc linckia z1                           Nostocales                  NZ_LAGX01000061.1
WP_218964689.1  Dynamin                                 NZ_LAGX01000061.1:29222-52058       GCF_002607965.1     817     ?->NLPC->*Dynamin->*Dynamin->*Dynamin+DoxX_2->Lipase_3->                                                                                            Nostoc linckia z1                           Nostocales                  NZ_LAGX01000061.1
WP_099069921.1  Dynamin+DoxX_2                          NZ_LAGX01000061.1:29222-52058       GCF_002607965.1     688     ?->NLPC->*Dynamin->*Dynamin->*Dynamin+DoxX_2->Lipase_3->                                                                                            Nostoc linckia z1                           Nostocales                  NZ_LAGX01000061.1
MUG98107.1      DUF1822+Dynamin                         WJFC01000125.1:2737-22622           GCA_009725235.1     921     ?->NLPC->*Dynamin->*Dynamin->*Dynamin+DUF5862->?->                                                                                                  Scytonema sp. UIC 10036                     Nostocales                  WJFC01000125.1
MUG98102.1      Dynamin                                 WJFC01000125.1:2737-22622           GCA_009725235.1     647     ?->NLPC->*Dynamin->*Dynamin->*Dynamin+DUF5862->?->                                                                                                  Scytonema sp. UIC 10036                     Nostocales                  WJFC01000125.1
MUG98103.1      Dynamin                                 WJFC01000125.1:2737-22622           GCA_009725235.1     814     ?->NLPC->*Dynamin->*Dynamin->*Dynamin+DUF5862->?->                                                                                                  Scytonema sp. UIC 10036                     Nostocales                  WJFC01000125.1
MUG98101.1      Dynamin+DUF5862                         WJFC01000125.1:2737-22622           GCA_009725235.1     687     ?->NLPC->*Dynamin->*Dynamin->*Dynamin+DUF5862->?->                                                                                                  Scytonema sp. UIC 10036                     Nostocales                  WJFC01000125.1
NET45447.1      Dynamin                                 JAAHGH010000072.1:17718-39278       GCA_010672525.1     800     NLPC->COP23->*Dynamin->*Dynamin->*Dynamin+halocin-C858->Phage_integrase->                                                                           Okeania sp. SIO2B3                          Oscillatoriophycideae       JAAHGH010000072.1
NET45448.1      Dynamin                                 JAAHGH010000072.1:17718-39278       GCA_010672525.1     659     NLPC->COP23->*Dynamin->*Dynamin->*Dynamin+halocin-C858->Phage_integrase->                                                                           Okeania sp. SIO2B3                          Oscillatoriophycideae       JAAHGH010000072.1
NET45449.1      Dynamin+halocin-C858                    JAAHGH010000072.1:17718-39278       GCA_010672525.1     684     NLPC->COP23->*Dynamin->*Dynamin->*Dynamin+halocin-C858->Phage_integrase->                                                                           Okeania sp. SIO2B3                          Oscillatoriophycideae       JAAHGH010000072.1
NEP79222.1      Dynamin                                 JAAHHF010000292.1:234-8011          GCA_010692535.1     454     ?->?->*Dynamin+Gly-zipper_OmpA->*Dynamin->?->                                                                                                       Okeania sp. SIO3B3                          Oscillatoriophycideae       JAAHHF010000292.1
NEP79221.1      Dynamin+Gly-zipper_OmpA                 JAAHHF010000292.1:234-8011          GCA_010692535.1     591     ?->?->*Dynamin+Gly-zipper_OmpA->*Dynamin->?->                                                                                                       Okeania sp. SIO3B3                          Oscillatoriophycideae       JAAHHF010000292.1
NJO94311.1      Dynamin                                 JAAUQM010000286.1:420-3390          GCA_012033545.1     138     ?->*Dynamin->Grich-TM->                                                                                                                             Hydrococcus sp. RM1_1_31                    Pleurocapsales              JAAUQM010000286.1
WP_103666462.1  Dynamin                                 NZ_PDDM01000001.1:274021-292354     GCF_002914585.1     687     *Dynamin->2-Hacid_dh+PGDH_inter+ACT->?->METHYLASE->                                                                                                 Pseudanabaena sp. BC1403                    Pseudanabaenales            NZ_PDDM01000001.1
WP_103666464.1  Dynamin                                 NZ_PDDM01000001.1:274021-292354     GCF_002914585.1     620     *Dynamin->2-Hacid_dh+PGDH_inter+ACT->?->METHYLASE->                                                                                                 Pseudanabaena sp. BC1403                    Pseudanabaenales            NZ_PDDM01000001.1
WP_228021262.1  Dynamin                                 NZ_JADEXG010000001.1:194379-206962  GCF_015207255.1     657     *Dynamin->Peptidase_M48->*Dynamin->                                                                                                                 Romeria aff. gracilis LEGE 07310            Pseudanabaenales            NZ_JADEXG010000001.1
WP_193904528.1  Dynamin                                 NZ_JADEXG010000001.1:194379-206962  GCF_015207255.1     603     *Dynamin->Peptidase_M48->*Dynamin->                                                                                                                 Romeria aff. gracilis LEGE 07310            Pseudanabaenales            NZ_JADEXG010000001.1
WP_193904530.1  Dynamin                                 NZ_JADEXG010000001.1:194379-206962  GCF_015207255.1     622     *Dynamin->Peptidase_M48->*Dynamin->                                                                                                                 Romeria aff. gracilis LEGE 07310            Pseudanabaenales            NZ_JADEXG010000001.1
MBR2208939.1    Dynamin+bZIP_Maf                        JAFVEW010000246.1:1-2539            GCA_017475805.1     555     ?->ZnR->*Dynamin+bZIP_Maf->                                                                                                                         Synergistaceae bacterium                    Synergistia                 JAFVEW010000246.1
WP_128915452.1  Dynamin                                 NZ_RDSM01000005.1:150469-177860     GCF_004115155.1     711     *Dynamin->Peptidase_M48->*TIR+Dynamin->?->Dynamin->ABC_tran->                                                                                       Granulicella sibirica                       Terriglobia                 NZ_RDSM01000005.1
WP_128915450.1  TIR+Dynamin                             NZ_RDSM01000005.1:150469-177860     GCF_004115155.1     768     *Dynamin->Peptidase_M48->*TIR+Dynamin->?->Dynamin->ABC_tran->                                                                                       Granulicella sibirica                       Terriglobia                 NZ_RDSM01000005.1

#GreAB-C
pid             arch                                    nucleotideID:position                   assembly            plen    compact                                                                                                 organism                                            taxend                  NCBI
MYH22901.1      TPR+PIN-Double+GreAB-C                  VYCI01000100.1:6825-30178               GCA_009844005.1     2038    AAA_14+DUF4143->?->*TPR+PIN-Double+GreAB-C->?->                                                         Acidobacteria bacterium                             Acidobacteria           VYCI01000100.1
MVA72099.1      REase+PIN-Double                        WPIB01000008.1:193542-213849            GCA_009744335.1     1529    *REase+PIN-Double->GreAB-C->                                                                            Agrobacterium vitis                                 Alphaproteobacteria     WPIB01000008.1
MBF0268775.1    HNH+TPR+PIN-Double                      JADGAX010000003.1:327017-341176         GCA_015231795.1     1360    ?->REase->*HNH+TPR+PIN-Double->GreAB-C->                                                                Alphaproteobacteria bacterium                       Alphaproteobacteria     JADGAX010000003.1
WP_119083997.1  TPR+PIN-Double+GreAB-C                  NZ_AP018498.1:3381927-3401901           GCF_003569745.1     2053    ?->HTH->*TPR+PIN-Double+GreAB-C->HsdM_N+N6_Mtase->TRD->                                                 Altererythrobacter sp. B11                          Alphaproteobacteria     NZ_AP018498.1
MYA88475.1      PIN-Double+GreAB-C                      VXPN01000263.1:762-18424                GCA_009839535.1     2007    N6_N4_Mtase->SF2-DUF3427A->*PIN-Double+GreAB-C->                                                        Boseongicola sp. SB0662_bin_57                      Alphaproteobacteria     VXPN01000263.1
WP_171580266.1  REase+TPR+PIN-Double                    NZ_JAAVLX010000004.1:769151-786050      GCF_013114825.1     1419    HTH->*REase+TPR+PIN-Double->GreAB-C->TPR+TPR->                                                          Bradyrhizobium australiense                         Alphaproteobacteria     NZ_JAAVLX010000004.1
WP_211409789.1  REase+TPR+PIN-Double+GreAB-C            NZ_JAFCJZ010000004.1:402129-422617      GCF_018130765.1     2085    tRNA->Phage_integrase->*REase+TPR+PIN-Double+GreAB-C->                                                  Bradyrhizobium iriomotense                          Alphaproteobacteria     NZ_JAFCJZ010000004.1
WP_231143609.1  REase+PIN-Double                        NZ_CP088100.1:8441412-8456056           GCF_021052365.1     1418    *REase+PIN-Double->GreAB-C->                                                                            Bradyrhizobium japonicum                            Alphaproteobacteria     NZ_CP088100.1
WP_155258170.1  TPR+PIN-Double                          NZ_AXVP01000203.1:295-10990             GCF_000482525.1     1430    PSE->Mrr_cat+NACHT->*TPR+PIN-Double->GreAB-C->                                                          Bradyrhizobium japonicum USDA 123                   Alphaproteobacteria     NZ_AXVP01000203.1
WP_215621855.1  ABhydrolase+PIN-Double                  NZ_CP076134.1:5451931-5469569           GCF_018736085.1     1493    Transgly+Transpeptidase->*ABhydrolase+PIN-Double->GreAB-C->                                             Bradyrhizobium sp. S2-20-1                          Alphaproteobacteria     NZ_CP076134.1
WP_007614925.1  REase+TPR+PIN-Double+GreAB-C            NZ_CM001442.1:7018958-7036298           GCF_000244915.1     2045    *REase+TPR+PIN-Double+GreAB-C->                                                                         Bradyrhizobium sp. WSM471                           Alphaproteobacteria     NZ_CM001442.1
RZI99652.1      TPR+PIN-Double+GreAB-C                  SDZK01000039.1:7319-27220               GCA_004295745.1     1663    *TPR+PIN-Double+GreAB-C->                                                                               Brevundimonas sp.                                   Alphaproteobacteria     SDZK01000039.1
WP_077355412.1  TPR+PIN-Double                          NZ_CP019508.1:1895338-1915681           GCF_002002865.1     1398    DUF4172+DOC+BirA-HTH->*TPR+PIN-Double->GreAB-C->                                                        Brevundimonas sp. LM2                               Alphaproteobacteria     NZ_CP019508.1
QLH38132.1      TPR+PIN-Double                          CP058705.1:573304-594983                GCA_013414705.1     1028    *TPR+PIN-Double->GreAB-C+TPR->XIS-HTH->                                                                 Defluviicoccus sp.                                  Alphaproteobacteria     CP058705.1
WP_092464086.1  PIN-Double                              NZ_FOXY01000003.1:435754-448080         GCF_900115865.1     1466    PSE->*PIN-Double->                                                                                      Donghicola eburneus                                 Alphaproteobacteria     NZ_FOXY01000003.1
WP_197635589.1  TPR+PIN-Double                          NZ_JAEAGP010000001.1:887475-901853      GCF_015999305.1     1441    LexA-protease->IMS+IMS_HHH+IMS_C+DUF4113->*TPR+PIN-Double->GreAB-C->                                    Erythrobacter sp. YJ-T3-07                          Alphaproteobacteria     NZ_JAEAGP010000001.1
WP_156807947.1  PIN-Double                              NZ_AQXT01000002.1:2825351-2840603       GCF_000376805.1     1319    WGR->Cas_Cas1->*PIN-Double->GreAB-C->?->                                                                Henriciella marina DSM 19595                        Alphaproteobacteria     NZ_AQXT01000002.1
MCB1483317.1    TPR+PIN-Double                          JAGRKX010000011.1:1-4465                GCA_020442085.1     1487    *TPR+PIN-Double->                                                                                       Hyphomicrobiaceae bacterium                         Alphaproteobacteria     JAGRKX010000011.1
WP_155888550.1  PIN-Double                              NZ_AUHM01000005.1:343230-361837         GCF_000423185.1     1518    *PIN-Double->GreAB-C->                                                                                  Inquilinus limosus DSM 16000                        Alphaproteobacteria     NZ_AUHM01000005.1
MBF0191612.1    TPR+PIN-Double                          JADGBT010000026.1:16901-38144           GCA_015231375.1     2051    DUF1156+Cons_hypoth95->DUF499->*TPR+PIN-Double->                                                        Magnetococcales bacterium                           Alphaproteobacteria     JADGBT010000026.1
CAA7614901.1    TPR+PIN-Double                          CACVCH010000024.1:50782-71278           GCA_902729425.1     1468    ?->HEPN+DUF499->*TPR+PIN-Double->?->?->?->?->?->?->?->?->?->DUF4268->                                   Magnetospirillum sp. SS-4                           Alphaproteobacteria     CACVCH010000024.1
WP_218391991.1  REase+TPR+PIN-Double                    NZ_JAHUZE010000002.1:286983-303741      GCF_019218265.1     1466    *REase+TPR+PIN-Double->GreAB-C->                                                                        Maritimibacter dapengensis                          Alphaproteobacteria     NZ_JAHUZE010000002.1
WP_180901452.1  HTH+PIN-Double                          NZ_CP054858.1:2136841-2153159           GCF_013459415.1     1280    ABhydrolase->PAIREDC-HTH+DDE_3->*HTH+PIN-Double->GreAB-C->                                              Martelella sp. NC18                                 Alphaproteobacteria     NZ_CP054858.1
WP_224689684.1  REase+PIN-Double                        NZ_CP097252.1:2429072-2449350           GCF_023380005.1     1424    *REase+PIN-Double->GreAB-C->ABhydrolase->                                                               Mesorhizobium opportunistum                         Alphaproteobacteria     NZ_CP097252.1
TIS57364.1      ABhydrolase+TPR+PIN-Double              SUES01000011.1:183252-201199            GCA_004962755.1     1541    *ABhydrolase+TPR+PIN-Double->GreAB-C->                                                                  Mesorhizobium sp.                                   Alphaproteobacteria     SUES01000011.1
TIW28642.1      REase+TPR+PIN-Double+GreAB-C            SUBT01000017.1:26857-40397              GCA_004964535.1     2125    DBI_PRT->HEPN->*REase+TPR+PIN-Double+GreAB-C->                                                          Mesorhizobium sp.                                   Alphaproteobacteria     SUBT01000017.1
WP_224709211.1  REase+TPR+PIN-Double                    NZ_JAIUHQ010000019.1:80875-92840        GCF_020165215.1     1432    ?->?->*REase+TPR+PIN-Double->GreAB-C->                                                                  Mesorhizobium sp. CA15                              Alphaproteobacteria     NZ_JAIUHQ010000019.1
WP_224711333.1  REase+TPR+PIN-Double                    NZ_JAIUHJ010000008.1:234872-265167      GCF_020165105.1     1421    ?->Nuc_deoxyrib_tr->PSE->*REase+TPR+PIN-Double->GreAB-C->PSE->Peptidase_C39+ABC_membrane+ABC_tran->     Mesorhizobium sp. CA5                               Alphaproteobacteria     NZ_JAIUHJ010000008.1
ESX82487.1      PIN-Double                              AYVY01000002.1:47976-62016              GCA_000503055.1     485     ABhydrolase+TPR+HTH->*PIN-Double->?->?->                                                                Mesorhizobium sp. LSHC420B00                        Alphaproteobacteria     AYVY01000002.1
WP_164547230.1  ABhydrolase+TPR+PIN-Double              NZ_CP034452.1:6517017-6535861           GCF_003952585.1     1522    *ABhydrolase+TPR+PIN-Double->GreAB-C->PSE->                                                             Mesorhizobium sp. M6A.T.Cr.TU.016.01.1.1            Alphaproteobacteria     NZ_CP034452.1
WP_157019982.1  REase+APATPase+PIN-Double               NZ_WOAC01000034.1:18734-36927           GCF_009749525.1     1412    AbiEi_3_N+AbiEi_3->AbiEii->*REase+APATPase+PIN-Double->GreAB-C+TPR->?->                                 Mesorhizobium xinjiangense                          Alphaproteobacteria     NZ_WOAC01000034.1
WP_193188987.1  REase+PIN-Double+GreAB-C                NZ_JACZCQ010000016.1:80334-95130        GCF_014904705.1     2050    Phage_int_SAM_1+Phage_integrase->*REase+PIN-Double+GreAB-C->                                            Nisaea sediminum                                    Alphaproteobacteria     NZ_JACZCQ010000016.1
KUR74188.1      PIN-Double                              KQ954263.1:126510-134485                GCA_001519065.1     1190    *PIN-Double->?->                                                                                        Novosphingobium sp. FSW06-99                        Alphaproteobacteria     KQ954263.1
WP_154691360.1  TPR+PIN-Double+GreAB-C                  NZ_CP046120.1:1141122-1154881           GCF_009707465.1     1883    ?->ThiF->*TPR+PIN-Double+GreAB-C->                                                                      Novosphingobium sp. Gsoil 351                       Alphaproteobacteria     NZ_CP046120.1
WP_043979647.1  TPR+PIN-Double+GreAB-C                  NZ_CP030353.1:492888-507112             GCF_000876675.2     1757    ?->HTH_32+DDE_3->*TPR+PIN-Double+GreAB-C->                                                              Novosphingobium sp. P6W                             Alphaproteobacteria     NZ_CP030353.1
WP_158644573.1  ABhydrolase+TPR+PIN-Double              NZ_CP025583.1:864797-879260             GCF_002865605.1     1541    HTH+Peptidase_S24->?->*ABhydrolase+TPR+PIN-Double->GreAB-C+ACC_central->HTH_Tnp_1->                     Paracoccus jeotgali                                 Alphaproteobacteria     NZ_CP025583.1
MAB15085.1      PIN-Double                              NYVD01000154.1:6367-16709               GCA_002684405.1     1151    *PIN-Double->GreAB-C->DUF3489->                                                                         Parvibaculum sp.                                    Alphaproteobacteria     NYVD01000154.1
WP_014873783.1  TPR+PIN-Double                          NC_018286.1:705734-722643               GCF_000154745.2     1475    Ribonuc_red_lgN+Ribonuc_red_lgC->*TPR+PIN-Double->GreAB-C->                                             Phaeobacter inhibens 2.10                           Alphaproteobacteria     NC_018286.1
OYU50502.1      ABhydrolase+HTH+PIN-Double              NKIW01000001.1:572056-588422            GCA_002256205.1     1528    PC4->CRP-HTH->*ABhydrolase+HTH+PIN-Double->GreAB-C->                                                    Rhizobiales bacterium PAR1                          Alphaproteobacteria     NKIW01000001.1
WP_074066470.1  ABhydrolase+TPR+PIN-Double              NZ_CP017101.1:474050-490447             GCF_001908615.1     1456    *ABhydrolase+TPR+PIN-Double->GreAB-C->?->                                                               Rhizobium gallicum                                  Alphaproteobacteria     NZ_CP017101.1
WP_165418847.1  ABhydrolase+TPR+HTH+PIN-Double                                                  GCF_004303135.1     1540    ?->CASPASE->*ABhydrolase+TPR+HTH+PIN-Double->GreAB-C->?->                                               Rhizobium leguminosarum                             Alphaproteobacteria     
WP_104822879.1  TPR+PIN-Double                          NZ_CP024311.1:1705911-1724027           GCF_002944315.1     1332    HTH->MPTase->*TPR+PIN-Double->GreAB-C->                                                                 Rhizobium sp. NXC24                                 Alphaproteobacteria     NZ_CP024311.1
HCY98434.1      REase-QIT+TPR+PIN-Double                DPRW01000005.1:12380-29736              GCA_003538565.1     1431    PSE->*REase-QIT+TPR+PIN-Double->GreAB-C->                                                               Rhodobacter sp.                                     Alphaproteobacteria     DPRW01000005.1
WP_104508444.1  Mrr_cat+TPR+PIN-Double                  NZ_JACIGC010000051.1:1-10812            GCF_014197735.1     1463    UvrD-helicase+UvrD_C->?->*Mrr_cat+TPR+PIN-Double->GreAB-C->                                             Rhodoblastus sphagnicola                            Alphaproteobacteria     NZ_JACIGC010000051.1
WP_147270294.1  TPR+PIN-Double                          NZ_QRDT01000032.1:7772-25164            GCF_003385925.1     1032    tRNA->REase->*TPR+PIN-Double->GreAB-C->                                                                 Rhodopseudomonas pentothenatexigens                 Alphaproteobacteria     NZ_QRDT01000032.1
MBE0530052.1    PIN-Double                              JACZKS010000032.1:1-9041                GCA_014859895.1     1210    *PIN-Double->GreAB-C->MipZ->                                                                            Rhodospirillales bacterium                          Alphaproteobacteria     JACZKS010000032.1
CCE94748.1      ABhydrolase+TPR+PIN-Double              HE616890.1:268531-287445                GCA_000283895.1     1462    *ABhydrolase+TPR+PIN-Double->TnpB_IS66->zf-IS66+DDE_Tnp_IS66+DDE_Tnp_IS66_C->                           Sinorhizobium fredii HH103                          Alphaproteobacteria     HE616890.1
WP_222887877.1  PIN-Double+GreAB-C                      NZ_JAINEZ010000157.1:107-5635           GCF_019873065.1     1089    *PIN-Double+GreAB-C->?->                                                                                Sphingobium sp. PNB                                 Alphaproteobacteria     NZ_JAINEZ010000157.1
WP_221713816.1  TPR+PIN-Double+GreAB-C                  NZ_JAHKKS010000004.1:281705-299146      GCF_019737615.1     2003    Amidohydro_1->tRNA->*TPR+PIN-Double+GreAB-C->                                                           Sphingobium xanthum                                 Alphaproteobacteria     NZ_JAHKKS010000004.1
WP_167301490.1  TPR+PIN-Double                          NZ_JAASQV010000007.1:16263-32126        GCF_011761945.1     2039    *TPR+PIN-Double->ABhydrolase+CTD9->MC5->                                                                Sphingomonas leidyi                                 Alphaproteobacteria     NZ_JAASQV010000007.1
WP_077508865.1  PIN-Double+GreAB-C                      NZ_CP019511.1:810630-829654             GCF_002002925.1     2033    ?->HTH->*PIN-Double+GreAB-C->                                                                           Sphingomonas sp. LM7                                Alphaproteobacteria     NZ_CP019511.1
WP_132833542.1  TPR+PIN-Double+GreAB-C                  NZ_SLUY01000003.1:389769-409461         GCF_004340825.1     2035    ?->HTH->*TPR+PIN-Double+GreAB-C->?->?->                                                                 Sphingomonas sp. PP-CC-3G-468                       Alphaproteobacteria     NZ_SLUY01000003.1
WP_203311521.1  TPR+PIN-Double+GreAB-C                  NZ_JADHDT010000012.1:39950-52237        GCF_016820445.1     2031    DUF1211->*TPR+PIN-Double+GreAB-C->                                                                      Sphingomonas sp. REN5                               Alphaproteobacteria     NZ_JADHDT010000012.1
MBB5706344.1    TPR+PIN-Double                          JACIJH010000003.1:398966-413395         GCA_014199295.1     1474    HTH->HTH->HTH->HTH->HTH->HTH->MPTase->*TPR+PIN-Double->GreAB-C->VirD4-TraG->                            Sphingopyxis panaciterrulae                         Alphaproteobacteria     JACIJH010000003.1
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WP_217372225.1  REase+TPR+PIN-Double                    NZ_CP050249.1:1895172-1911376           GCF_019078745.1     1494    Zn_Tnp_IS91+Y2_Tnp->TIR_2->*REase+TPR+PIN-Double->GreAB-C->?->                                          Sphingopyxis terrae subsp. terrae                   Alphaproteobacteria     NZ_CP050249.1
WP_146036475.1  REase+TPR+PIN-Double                    NZ_PJOM01000002.1:426815-442649         GCF_002900965.1     1390    ?->Resolvase+GDRESOLVASE-HTH->*REase+TPR+PIN-Double->GreAB-C->?->                                       Tabrizicola formosa                                 Alphaproteobacteria     NZ_PJOM01000002.1
MBO6866581.1    TPR+PIN-Double                          JAEPMW010000008.1:77072-93371           GCA_017643785.1     1024    TIR_2+NACHT+TPR->ParBC->*TPR+PIN-Double->GreAB-C->?->                                                   Thalassococcus sp.                                  Alphaproteobacteria     JAEPMW010000008.1
MBX9772861.1    PIN-Double                              JAIESR010000002.1:77-10436              GCA_019745775.1     495     *PIN-Double->GreAB-C->                                                                                  Xanthobacteraceae bacterium                         Alphaproteobacteria     JAIESR010000002.1
MCB0252761.1    REase+TPR+PIN-Double+GreAB-C            JAGRBR010000018.1:12340-31942           GCA_020433985.1     2123    Fic_N+DOC+DEOR-HTH->*REase+TPR+PIN-Double+GreAB-C->                                                     Anaerolineae bacterium                              Anaerolineae            JAGRBR010000018.1
MBT7074075.1    TPR+PIN-Double                          JABHLE010000092.1:1-2819                GCA_018692875.1     939     *TPR+PIN-Double->                                                                                       Anaerolineae bacterium                              Anaerolineae            JABHLE010000092.1
MCB0173515.1    TPR+PIN-Double+GreAB-C                  JAGRCA010000527.1:1-15349               GCA_020433815.1     2096    FtsX->CrtC+Lipocalin_9->*TPR+PIN-Double+GreAB-C->?->APATPase+TPR+LuxR-HTH->                             Anaerolineae bacterium                              Anaerolineae            JAGRCA010000527.1
MCC6191858.1    TPR+TPR+PIN-Double                      JADLEU010000352.1:127-8563              GCA_020845955.1     1023    *TPR+TPR+PIN-Double->?->                                                                                Anaerolineales bacterium                            Anaerolineae            JADLEU010000352.1
MBE7557282.1    Trypsin+TPR+PIN-Double                  JABTUW010000008.1:266440-282795         GCA_015075185.1     1288    ?->TPR+TPR+TPR+TPR->*Trypsin+TPR+PIN-Double->?->Trypsin+nSTAND1->                                       Anaerolineales bacterium                            Anaerolineae            JABTUW010000008.1
MCB8951167.1    bDLD1+TPR+PIN-Double+GreAB-C            JACKBL010000001.1:1060893-1078764       GCA_020634515.1     2219    EAD7->Big_7+ZnR->*bDLD1+TPR+PIN-Double+GreAB-C->Esterase_phd+CHB_HEX_C_1->IMM->                         Ardenticatenales bacterium                          Ardenticatenia          JACKBL010000001.1
WP_205510241.1  HNH+TPR+PIN-Double+GreAB-C+TPR          NZ_JAAIVH010000001.1:1727882-1747761    GCF_010894335.1     2003    AAA_21+DUF3696->?->*HNH+TPR+PIN-Double+GreAB-C+TPR->MazG-like->REase+DUF2075->                          Paenibacillus elgii                                 Bacilli                 NZ_JAAIVH010000001.1
WP_152825921.1  PIN-Double                              NZ_VXLF01000004.1:470931-487921         GCF_009377295.1     1287    Mrr_cat->?->*PIN-Double->GreAB-C+TPR->?->                                                               Paenibacillus glucanolyticus                        Bacilli                 NZ_VXLF01000004.1
CQR57476.1      Calcineurin-CE+PIN-Double+GreAB-C+TPR   LN831776.1:5893823-5910778              GCA_000981585.1     2157    HTH_26->Mrr_cat->*Calcineurin-CE+PIN-Double+GreAB-C+TPR->HTH_18->HAMP+His_kinase+HATPase_c->            Paenibacillus riograndensis SBR5                    Bacilli                 LN831776.1
WP_072729456.1  PIN-Double+GreAB-C+TPR                  NZ_BBYF01000005.1:201867-220009         GCF_001894745.1     2037    *PIN-Double+GreAB-C+TPR->                                                                               Paenibacillus sp. NAIST15-1                         Bacilli                 NZ_BBYF01000005.1
RBP13031.1      TPR+PIN-Double                          QNRM01000018.1:67520-81355              GCA_003315095.1     1415    TniQ+TnsD->?->*TPR+PIN-Double->?->                                                                      Achromobacter marplatensis                          Betaproteobacteria      QNRM01000018.1
WP_208617580.1  DUF4297+PIN-Double+GreAB-C              NZ_CP021107.1:2258604-2276871           GCF_002119705.1     2122    ?->*DUF4297+PIN-Double+GreAB-C->                                                                        Bordetella genomosp. 6                              Betaproteobacteria      NZ_CP021107.1
RQV38956.1      HNH+TPR+PIN-Double                      QTSL01000010.1:122200-139539            GCA_003854115.1     1267    DUF5051->HTH_Tnp_1+HTH_21+rve_3->*HNH+TPR+PIN-Double->?->                                               Burkholderia cenocepacia                            Betaproteobacteria      QTSL01000010.1
WP_186081586.1  HNH+TPR+PIN-Double                      NZ_CADEYP010000004.1:403413-419704      GCF_902831645.1     1270    *HNH+TPR+PIN-Double->GreAB-C+DEACET->?->                                                                Burkholderia gladioli                               Betaproteobacteria      NZ_CADEYP010000004.1
WP_175034608.1  TPR+TPR+HTH+PIN-Double                  NZ_CABVPW010000041.1:421-15588          GCF_902499025.1     2084    ?->*TPR+TPR+HTH+PIN-Double->                                                                            Burkholderia lata                                   Betaproteobacteria      NZ_CABVPW010000041.1
MBX3615914.1    TPR+PIN-Double                          JAHBZY010000002.1:90686-102828          GCA_019635155.1     1266    ?->?->*TPR+PIN-Double->GreAB-C+iSTAND4-C1->                                                             Nitrosomonas sp.                                    Betaproteobacteria      JAHBZY010000002.1
WP_110381822.1  PNPase+TPR+PIN-Double                   NZ_QJJW01000012.1:35762-49747           GCF_003201725.1     1584    ATP-grasp+PurK_C->SAICAR_synt->*PNPase+TPR+PIN-Double->?->                                              Nitrosomonas ureae                                  Betaproteobacteria      NZ_QJJW01000012.1
WP_156181642.1  TPR+PIN-Double                          NZ_CP010518.4:1495555-1514646           GCF_000826965.5     2061    *TPR+PIN-Double->?->                                                                                    Pandoraea apista                                    Betaproteobacteria      NZ_CP010518.4
ADG14549.1      PIN-Double                              CP002013.1:475895-499873                GCA_000092885.1     2069    HHH_4+AAA_19+SH3_13+UvrD_C_2->?->*PIN-Double->                                                          Paraburkholderia atlantica                          Betaproteobacteria      CP002013.1
WP_175772430.1  TPR+PIN-Double                          NZ_CADERL010000009.1:206701-224435      GCF_902829745.1     2070    *TPR+PIN-Double->                                                                                       Paraburkholderia phenazinium                        Betaproteobacteria      NZ_CADERL010000009.1
WP_148815736.1  ABhydrolase+TPR+PIN-Double              NZ_CP043046.1:3163552-3180707           GCF_008119665.1     1511    *ABhydrolase+TPR+PIN-Double->GreAB-C->Isochorismatase->                                                 Pigmentiphaga aceris                                Betaproteobacteria      NZ_CP043046.1
WP_154380527.1  ABhydrolase+TPR+PIN-Double              NZ_WKJJ01000023.1:5216-19698            GCF_009674485.1     1477    ABhydrolase->*ABhydrolase+TPR+PIN-Double->GreAB-C->                                                     Pseudoduganella rivuli                              Betaproteobacteria      NZ_WKJJ01000023.1
KQV96873.1      PIN-Double                              LMDI01000021.1:8102-23858               GCA_001425785.1     1342    DctM->?->*PIN-Double->?->                                                                               Rhizobacter sp. Root1221                            Betaproteobacteria      LMDI01000021.1
WP_165795005.1  ABhydrolase+PIN-Double                  NZ_PUGF01000016.1:62016-79282           GCF_002976435.1     1570    CHTH->?->*ABhydrolase+PIN-Double->GreAB-C->                                                             Solimicrobium silvestre                             Betaproteobacteria      NZ_PUGF01000016.1
PYP87831.1      PIN-Double                              QHVH01000010.1:165218-177802            GCA_003222245.1     520     ?->HTH->*PIN-Double->TPR->Phd-YefM->                                                                    Blastocatellia bacterium AA13                       Blastocatellia          QHVH01000010.1
MYB26173.1      TPR+PIN-Double                          VXNA01000004.1:13912-36577              GCA_009840825.1     2008    *TPR+PIN-Double->                                                                                       Candidatus Dadabacteria bacterium                   Candidatus Dadabacteria VXNA01000004.1
WP_011744650.1  PIN-Double                              NC_008639.1:867902-884355               GCF_000015125.1     1261    DUF86->DrHyd->*PIN-Double->GreAB-C->Putative_PNPOx->                                                    Chlorobium phaeobacteroides DSM 266                 Chlorobia               NC_008639.1
MBI4494834.1    HET+REase+TPR+PIN-Double+GreAB-C        JACQUR010000485.1:436-13638             GCA_016210245.1     2318    *HET+REase+TPR+PIN-Double+GreAB-C->?->?->                                                               Chloroflexi bacterium                               Chloroflexi             JACQUR010000485.1
MBK9941548.1    REase+TPR+PIN-Double                    JADKGW010000001.1:2014994-2041145       GCA_016722075.1     2061    NACHT+FGE-sulfatase->?->*REase+TPR+PIN-Double->?->HIN-HTH+rve->                                         Kouleothrix sp.                                     Chloroflexia            JADKGW010000001.1
WP_152944953.1  REase+TPR+PIN-Double+GreAB-C            NZ_WHYR01000003.1:72125-87079           GCF_009428905.1     2109    SpoOE-like->ABhydrolase->PSE->*REase+TPR+PIN-Double+GreAB-C->IMS_C->Phage_int_SAM_3+Phage_integrase->   Desulfofundulus thermobenzoicus                     Clostridia              NZ_WHYR01000003.1
TSD88691.1      REase+TPR+PIN-Double                    VCCH02000015.1:321-13296                GCA_005938675.2     1529    SHS2+FtsA->Tubulin+FtsZ_C->*REase+TPR+PIN-Double->GreAB-C->                                             Mycobacterium sp. KBS0706                           Corynebacteriales       VCCH02000015.1
WP_105222475.1  REase+TPR+PIN-Double                    NZ_NAPY01000081.1:104-12331             GCF_009728615.1     2130    Gp49->HTH_37->*REase+TPR+PIN-Double->?->DDE_Tnp_IS240->                                                 Gloeocapsopsis dulcis AAB1 = 1H9                    Cyanophyceae            NZ_NAPY01000081.1
WP_171576470.1  PNP_UDP_1+TPR+PIN-Double                NZ_JAEVYN010000003.1:298742-314066      GCF_016807185.1     2256    *PNP_UDP_1+TPR+PIN-Double->                                                                             Leptolyngbya sp. Cla-17                             Cyanophyceae            NZ_JAEVYN010000003.1
WP_194022580.1  PIN-Double                              NZ_JADEXE010000038.1:127-11835          GCF_015207265.1     1265    HTH+MPTase->?->*PIN-Double->GreAB-C+TPR->                                                               Nodosilinea sp. LEGE 07298                          Cyanophyceae            NZ_JADEXE010000038.1
MBW4547892.1    REase+TPR+PIN-Double                    JAHHIF010000050.1:26971-46577           GCA_019358875.1     2131    *REase+TPR+PIN-Double->                                                                                 Symplocastrum torsivum CPER-KK1                     Cyanophyceae            JAHHIF010000050.1
NOR05520.1      REase+TPR+PIN-Double+GreAB-C            WTCF01000133.1:139-12300                GCA_013138705.1     2132    HhH-RADC->*REase+TPR+PIN-Double+GreAB-C->MetJarc-HTH->                                                  Deltaproteobacteria bacterium                       Deltaproteobacteria     WTCF01000133.1
MBV5340379.1    TPR+PIN-Double                          JAFLLC010000120.1:5229-21016            GCA_019162745.1     1088    ?->?->*TPR+PIN-Double->GreAB-C+TPR->                                                                    Deltaproteobacteria bacterium                       Deltaproteobacteria     JAFLLC010000120.1
OPX38913.1      TPR+PIN-Double                          MVDB01000011.1:18546-28484              GCA_002050025.1     960     TPR->*TPR+PIN-Double->GreAB-C->DOC->                                                                    Desulfobacteraceae bacterium 4484_190.2             Deltaproteobacteria     MVDB01000011.1
MTJ93553.1      TPR+PIN-Double+GreAB-C                  WASP01000008.1:378099-395593            GCA_009712225.1     2053    ?->*TPR+PIN-Double+GreAB-C->                                                                            Desulfovibrio sp.                                   Deltaproteobacteria     WASP01000008.1
OPY78425.1      TPR+PIN-Double+GreAB-C                  MVRT01000154.1:64-9910                  GCA_002067475.1     1889    *TPR+PIN-Double+GreAB-C->                                                                               Syntrophorhabdus sp. PtaU1.Bin153                   Deltaproteobacteria     MVRT01000154.1
WP_074218011.1  HTH+PIN-Double+MED7                     NZ_FSRG01000009.1:81648-104137          GCF_900129975.1     2045    vWA-ternary-div+FGE-sulfatase->ANK->*HTH+PIN-Double+MED7->HET+SIR2_2->                                  Halodesulfovibrio marinisediminis DSM 17456         Desulfovibrionia        NZ_FSRG01000009.1
WP_103251525.1  PIN-Double                              NZ_PPTE01000021.1:161-10102             GCF_002900255.1     646     *PIN-Double->GreAB-C->                                                                                  Aeromonas veronii                                   Gammaproteobacteria     NZ_PPTE01000021.1
WP_229794264.1  PIN-Double                              NZ_BMXA01000003.1:450795-462688         GCF_014651515.1     1268    ?->?->*PIN-Double->GreAB-C->                                                                            Arenicella chitinivorans                            Gammaproteobacteria     NZ_BMXA01000003.1
VFJ42623.1      Calcineurin-CE+TPR+PIN-Double+GreAB-C   CAADEZ010000001.1:3-14711               CAADEZ010000001.1   2280    ?->*Calcineurin-CE+TPR+PIN-Double+GreAB-C->Radical_SAM->HET->                                           Candidatus Kentron sp. FM                           Gammaproteobacteria     CAADEZ010000001.1
WP_038917751.1  PIN-Double                              NZ_CM001984.1:562769-574893             GCF_000406305.1     1360    Acetyltransf_10->?->*PIN-Double->GreAB-C->                                                              Dickeya sp. MK7                                     Gammaproteobacteria     NZ_CM001984.1
MYB35866.1      PIN-Double                              VXQQ01000010.1:120-13855                GCA_009838905.1     1244    *PIN-Double->SNF+DUF3883->DUF1156+DAM-Guillarida->                                                      Gammaproteobacteria bacterium                       Gammaproteobacteria     VXQQ01000010.1
MXZ55242.1      TPR+PIN-Double                          VXUA01000037.1:18528-29472              GCA_009837185.1     1098    *TPR+PIN-Double->GreAB-C->                                                                              Gammaproteobacteria bacterium                       Gammaproteobacteria     VXUA01000037.1
MYD98144.1      TPR+PIN-Double+GreAB-C                  VXPO01000115.1:24741-47483              GCA_009839505.1     2023    *TPR+PIN-Double+GreAB-C->?->HKD-Rease+HKD-Rease->                                                       Gammaproteobacteria bacterium                       Gammaproteobacteria     VXPO01000115.1
WP_195733318.1  TPR+PIN-Double                          NZ_JADNRN010000002.1:323148-337580      GCF_015595035.1     1367    AFG1_ATPase->*TPR+PIN-Double->GreAB-C->                                                                 Glaciecola sp. MH2013                               Gammaproteobacteria     NZ_JADNRN010000002.1
WP_014707147.1  ABhydrolase+PIN-Double                  NC_017857.3:2000845-2020206             GCF_000260985.4     1548    *ABhydrolase+PIN-Double->GreAB-C->DUF2384->                                                             Methylophaga nitratireducenticrescens               Gammaproteobacteria     NC_017857.3
HEC58760.1      ABhydrolase+PIN-Double                  DRHW01000006.1:280-14606                GCA_011053005.1     1552    Arm-DNA-bind_3+Phage_integrase->*ABhydrolase+PIN-Double->GreAB-C->XIS-HTH->                             Methylophaga sp.                                    Gammaproteobacteria     DRHW01000006.1
MBL1272106.1    HNH+TPR+PIN-Double                      NVUG02000020.1:179-8472                 GCA_002401845.2     1366    *HNH+TPR+PIN-Double->GreAB-C+TPR->?->                                                                   Oceanospirillales bacterium                         Gammaproteobacteria     NVUG02000020.1
WP_233081183.1  PIN-Double                              NZ_JAJOYU010000034.1:2175-21231         GCF_021290985.1     1366    *PIN-Double->GreAB-C->                                                                                  Pararheinheimera soli                               Gammaproteobacteria     NZ_JAJOYU010000034.1
WP_128669109.1  TPR+PIN-Double                          NZ_LLUM01000034.1:90701-103416          GCF_001454675.1     1468    Phage_integrase->*TPR+PIN-Double->GreAB-C->                                                             Pseudomonas aeruginosa                              Gammaproteobacteria     NZ_LLUM01000034.1
WP_139227378.1  PIN-Double+GreAB-C                      NZ_FPCI01000001.1:1881028-1904327       GCF_900116385.1     2130    MdoG->BACTERIALFRINGE->*PIN-Double+GreAB-C->                                                            Pseudoxanthomonas sp. YR558                         Gammaproteobacteria     NZ_FPCI01000001.1
WP_131659039.1  PIN-Double+GreAB-C                      NZ_SJCW01000003.1:137398-158329         GCF_004327995.1     2116    HTH->*PIN-Double+GreAB-C->                                                                              Pseudoxanthomonas winnipegensis                     Gammaproteobacteria     NZ_SJCW01000003.1
WP_157599141.1  PIN-Double+GreAB-C                      NZ_LMHR01000020.1:2229-12599            GCF_001428465.1     2122    *PIN-Double+GreAB-C->                                                                                   Rhodanobacter sp. Root179                           Gammaproteobacteria     NZ_LMHR01000020.1
MBL8297918.1    TPR+PIN-Double+GreAB-C                  JAEUPP010000024.1:37160-53180           GCA_016790075.1     2130    Patatin->?->*TPR+PIN-Double+GreAB-C->                                                                   Rhodanobacteraceae bacterium                        Gammaproteobacteria     JAEUPP010000024.1
EBV3599611.1    REase+TPR+PIN-Double                    AAHEZH010000044.1:81-4706               GCA_007167045.1     1404    *REase+TPR+PIN-Double->                                                                                 Salmonella enterica subsp. enterica serovar Virchow Gammaproteobacteria     AAHEZH010000044.1
WP_235649948.1  PIN-Double+GreAB-C                      NZ_JAAAFK010000009.1:22057-41548        GCF_021554435.1     2129    IMPDH->GATase+tRNA_Me_trans+GMP_synt_C->*PIN-Double+GreAB-C->                                           Stenotrophomonas maltophilia                        Gammaproteobacteria     NZ_JAAAFK010000009.1
WP_096360261.1  REase+TPR_MalT+PIN-Double               NZ_AP014879.1:1069826-1091057           GCF_002355735.1     2100    *REase+TPR_MalT+PIN-Double->                                                                            Sulfuricaulis limicola                              Gammaproteobacteria     NZ_AP014879.1
WP_231363228.1  PIN-Double                              NZ_KB897919.1:2335-20179                GCF_000377225.1     1266    Ribonuc_red_sm->?->*PIN-Double->GreAB-C->PSE->assembly_gap->PSE->BrnT_toxin->                           Thioalkalivibrio sp. ALJ4                           Gammaproteobacteria     NZ_KB897919.1
WP_200242010.1  TPR+PIN-Double                          NZ_NRRV01000087.1:134-11772             GCF_016583825.1     2088    ABhydrolase->*TPR+PIN-Double->                                                                          Thiohalocapsa halophila                             Gammaproteobacteria     NZ_NRRV01000087.1
WP_069510520.1  ABhydrolase+PIN-Double                  NZ_MITV01000075.1:556552-578286         GCF_001728325.1     1530    DndB->*ABhydrolase+PIN-Double->GreAB-C->                                                                Vibrio parahaemolyticus                             Gammaproteobacteria     NZ_MITV01000075.1
WP_089204010.1  PIN-Double                              NZ_NIXS01000002.1:683618-698282         GCF_002221085.1     430     YcxB->HTH->*PIN-Double->GreAB-C->                                                                       Vibrio parahaemolyticus                             Gammaproteobacteria     NZ_NIXS01000002.1
WP_180803767.1  PIN-Double                              NZ_NNIY01000119.1:1-1623                GCF_006372575.1     376     *PIN-Double->GreAB-C->                                                                                  Vibrio parahaemolyticus                             Gammaproteobacteria     NZ_NNIY01000119.1
WP_184550803.1  TPR+HTH+PIN-Double+GreAB-C              NZ_JACICJ010000001.1:261250-278148      GCF_014195775.1     2130    Lipase_GDSL+Autotransporter->tRNA->Phage_integrase->*TPR+HTH+PIN-Double+GreAB-C->DUF4398->MobA_MobL->   Xanthomonas arboricola                              Gammaproteobacteria     NZ_JACICJ010000001.1
WP_074057924.1  TPR+HTH+PIN-Double+GreAB-C              NZ_CP018731.1:3601167-3616321           GCF_001908775.1     2133    DUF1629->*TPR+HTH+PIN-Double+GreAB-C->                                                                  Xanthomonas hortorum pv. gardneri                   Gammaproteobacteria     NZ_CP018731.1
SQA39484.1      ABhydrolase+PIN-Double                  UAVG01000032.1:17387-33816              GCA_900460505.1     1526    AAA_21->RVT->*ABhydrolase+PIN-Double->GreAB-C->                                                         Yersinia enterocolitica                             Gammaproteobacteria     UAVG01000032.1
MBI5021738.1    HNH+TPR+PIN-Double+GreAB-C              JACRMQ010000007.1:641536-656857         GCA_016214905.1     2067    HTH+MPTase->PIN->*HNH+TPR+PIN-Double+GreAB-C->?->SIGMA-HTH->                                            Ignavibacteriales bacterium                         Ignavibacteria          JACRMQ010000007.1
NTV23690.1      TPR+PIN-Double                          JAAXVZ010000104.1:76-5530               GCA_013335235.1     1373    HTH->?->*TPR+PIN-Double->                                                                               Nanoarchaeota archaeon                              Nanoarchaeota           JAAXVZ010000104.1
MBP6262812.1    PIN-Double                              JAGNVM010000008.1:104225-117319         GCA_017986555.1     1440    MarR-HTH->HTH_37->*PIN-Double->GreAB-C->                                                                Nitrospira sp.                                      Nitrospirales           JAGNVM010000008.1
MCC5647962.1    REase+TPR+TPR+PIN-Double                JAIVFT010000051.1:1-10569               GCA_020829665.1     1409    tRNA->XIS-HTH->*REase+TPR+TPR+PIN-Double->GreAB-C->                                                     Nostoc sp. CHAB 5824                                Nostocales              JAIVFT010000051.1
WP_129049145.1  REase+TPR+PIN-Double+GreAB-C            NZ_SDHX01000002.1:859454-877251         GCF_004118375.1     2091    Phage_integrase->*REase+TPR+PIN-Double+GreAB-C->                                                        Oleiharenicola lentus                               Opitutae                NZ_SDHX01000002.1
MBS0240361.1    ABhydrolase+TPR+PIN-Double              JAFECE010000011.1:1049967-1066714       GCA_018242295.1     1528    STYKinase-like->DUF3037->*ABhydrolase+TPR+PIN-Double->GreAB-C->Phage_int_SAM_1+Phage_integrase->        Proteobacteria bacterium                            Proteobacteria          JAFECE010000011.1
MBI1308959.1    REase+TPR+PIN-Double+GreAB-C            WGMN01000006.1:10044-28130              GCA_016125035.1     2055    ?->?->*REase+TPR+PIN-Double+GreAB-C->DUF2235->                                                          Proteobacteria bacterium                            Proteobacteria          WGMN01000006.1
MBI1779514.1    TPR+PIN-Double                          JACOSK010000153.1:88479-104956          GCA_016178915.1     1438    PAS_5->MaoC_dehydratas->*TPR+PIN-Double->GreAB-C->                                                      Proteobacteria bacterium                            Proteobacteria          JACOSK010000153.1
BAY59491.1      CASPASE+TPR+PIN-Double                  AP018204.1:374939-391559                GCA_002368255.1     2216    DUF6527->ABhydrolase->*CASPASE+TPR+PIN-Double->                                                         Leptolyngbya boryana NIES-2135                      Pseudanabaenales        AP018204.1
MCA6595410.1    REase+TPR+PIN-Double                    JADBWE010000022.1:134-12526             GCA_020405005.1     2041    ?->SNF->*REase+TPR+PIN-Double->                                                                         Pseudanabaena sp. M046S1SP1A06QC                    Pseudanabaenales        JADBWE010000022.1
MBA2714062.1    HNH+TPR+PIN-Double                      JACCVT010000535.1:572-5041              GCA_013698015.1     1040    *HNH+TPR+PIN-Double->                                                                                   Rubrobacteraceae bacterium                          Rubrobacteria           JACCVT010000535.1
RJO60303.1      HTH+PIN-Double                          QZJW01000047.1:833-10885                GCA_003598115.1     1113    ?->?->*HTH+PIN-Double->GreAB-C->                                                                        candidate division WS5 bacterium                    candidate division WS5  QZJW01000047.1
EKE08024.1      PIN-Double                              AMFJ01006543.1:1-1610                   GCA_000299275.1     537     *PIN-Double->                                                                                           uncultured bacterium                                environmental samples   AMFJ01006543.1

#HSP70
pid             arch                            nucleotideID:position               assembly        plen    compact                                                                                                     organism                                        taxend                      NCBI
TMI84113.1      HSP70+DnaJ+DnaJ_C               VBAN01000077.1:1-4502               GCA_005882445.1 1181    MerR_1->HSP20->*HSP70+DnaJ+DnaJ_C->                                                                         Terrabacteria group bacterium ANGP1 Bacteria.                               VBAN01000077.1
OAI56912.1      CASPASE+HSP70                   LSTK01000034.1:6097-18358           GCA_001644245.1 781     Pepco->*CASPASE+HSP70->FmdA_AmdA->Phage_holin_4_2->                                                         Acidobacteria bacterium SCGC AG-212-P17         Acidobacteria               LSTK01000034.1
WP_184831786.1  TIR+HSP70+REase-DUF3883         NZ_JACHMN010000001.1:674518-687373  GCF_014204945.1 833     Primpol->*TIR+HSP70+REase-DUF3883->                                                                         Allocatelliglobosispora scoriae                 Actinomycetes               NZ_JACHMN010000001.1
WP_003098190.1  CASPASE+HSP70                   NZ_AOUO01000386.1:176-4996          GCF_000388135.1 769     Pepco->*CASPASE+HSP70->                                                                                     Amycolatopsis vancoresmycina DSM 44592          Actinomycetes               NZ_AOUO01000386.1
ADP81355.1      HSP70+TIR_2                     CP002299.1:4090603-4109748          GCA_000166135.1 830     STY-kinase+SWACOS+GAF+GGDEF->DUF664->*HSP70+TIR_2->Glyco_hydro_114->Sporozoite_P67+Glyco_hydro_cc->         Frankia inefficax                               Actinomycetes               CP002299.1
ANZ39102.1      CASPASE+HSP70                   CP016793.1:5370223-5384321          GCA_001701025.1 854     ?->*CASPASE+HSP70->CRISPR_assoc->                                                                           Lentzea guizhouensis                            Actinomycetes               CP016793.1
WP_086666805.1  CASPASE+HSP70                   NZ_MUYM01000075.1:105141-119946     GCF_002150765.1 837     ?->*CASPASE+HSP70->                                                                                         Lentzea kentuckyensis                           Actinomycetes               NZ_MUYM01000075.1
WP_067845184.1  CASPASE+HSP70                   NZ_BDBP01000083.1:29716-43465       GCF_001613045.1 842     ICLR-HTH->?->*CASPASE+HSP70->                                                                               Nocardia lijiangensis NBRC 108240               Actinomycetes               NZ_BDBP01000083.1
WP_109505512.1  CASPASE+HSP70                   NZ_QEOO01000002.1:54618-63551       GCF_003121585.1 810     ?->Pepco->*CASPASE+HSP70->                                                                                  Nocardioides speluncae                          Actinomycetes               NZ_QEOO01000002.1
QUX20676.1      STY-kinase+HSP70                CP074133.1:4262325-4274650          GCA_018316655.1 786     ?->?->*STY-kinase+HSP70->                                                                                   Nocardiopsis changdeensis                       Actinomycetes               CP074133.1
QYC45718.1      STY-kinase+HSP70                CP068985.1:8741598-8751191          GCA_019397265.1 721     sig_peptide->?->*STY-kinase+HSP70->                                                                         Nonomuraea coxensis DSM 45129                   Actinomycetes               CP068985.1
WP_055538657.1  CASPASE+HSP70                   NZ_JAMGBG010000001.1:94125-109621   GCF_023516595.1 849     RhgB_N+fn3_3+CBM-like->?->*CASPASE+HSP70->                                                                  Streptomyces neyagawaensis                      Actinomycetes               NZ_JAMGBG010000001.1
MCB9794193.1    HSP70+PilZ                      JACKEX010000022.1:82400-95143       GCA_020632765.1 987     GATase_7+PRTase->*HSP70+PilZ->                                                                              Alphaproteobacteria bacterium                   Alphaproteobacteria         JACKEX010000022.1
MBF0370605.1    HSP70+CDC27                     JADFZT010000054.1:16825-31045       GCA_015232395.1 847     Cation_efflux+ZT_dimer->DUF3338+OmpA->*HSP70+CDC27->CNMP->                                                  Magnetococcales bacterium                       Alphaproteobacteria         JADFZT010000054.1
WP_138792629.1  CASPASE+HSP70                   NZ_JACAWV010000023.1:55307-69712    GCF_013390595.1 845     Glycosyl-hydro-6hairpin->?->*CASPASE+HSP70->                                                                Rhizobium sp. RM                                Alphaproteobacteria         NZ_JACAWV010000023.1
MBT3323252.1    CASPASE+HSP70                   JABGQV010000204.1:6573-14159        GCA_018648655.1 770     ?->?->*CASPASE+HSP70->                                                                                      Anaerolineae bacterium                          Anaerolineae                JABGQV010000204.1
MBN1201125.1    TIR+HSP70                       JAFGNU010000037.1:28837-36865       GCA_016926875.1 699     Amidase_3->Glutaredoxin->*TIR+HSP70->Peptidase_M23->tRNA->                                                  Anaerolineae bacterium                          Anaerolineae                JAFGNU010000037.1
WP_087649794.1  CASPASE+HSP70                   NZ_FCON02000228.1:1-8300            GCF_001544535.1 782     *CASPASE+HSP70->                                                                                            Caballeronia choica                             Betaproteobacteria          NZ_FCON02000228.1
WP_162057903.1  CASPASE+HSP70                   NZ_AP018439.1:1225571-1238154       GCF_009937955.1 812     MFS_1->PSE->tRNA->Pepco->*CASPASE+HSP70->?->                                                                Undibacterium sp. KW1                           Betaproteobacteria          NZ_AP018439.1
MBI5154501.1    HSP70+TPR                       JACRIS010000159.1:1-10888           GCA_016215675.1 1000    Dockerin_1->*HSP70+TPR->STY-kinase->                                                                        Candidatus Poribacteria bacterium               Candidatus Poribacteria     JACRIS010000159.1
GIR76686.1      CS+HSP70                        BOYQ01000005.1:106833-118065        GCA_019651595.1 861     Peptidase_M17->Peptidase_M17->*CS+HSP70->Cpn60_TCP1->HMG_CoA_synt_N+HMG_CoA_synt_C->                        Candidatus Poseidoniales archaeon               Candidatus Poseidoniia      BOYQ01000005.1
AXA36776.1      HSP70+TPR+STY-kinase            CP030759.1:2281187-2297744          GCA_003290465.1 1149    *HSP70+TPR+STY-kinase->?->DHH+DHHA1->                                                                       Candidatus Sumerlaea chitinivorans              Candidatus Sumerlaeia       CP030759.1
MBX7246459.1    HSP70+TPR+STY-kinase            JAIBAT010000137.1:9729-24889        GCA_019695055.1 1185    ?->ATPase+ATPase->*HSP70+TPR+STY-kinase->DHH->?->                                                           Candidatus Sumerlaeaceae bacterium              Candidatus Sumerlaeia       JAIBAT010000137.1
MBX3727763.1    HSP70+DUF5576+TPR+STY-kinase    JAHCAW010000002.1:96524-115318      GCA_019634695.1 1234    *HSP70+DUF5576+TPR+STY-kinase->                                                                             Candidatus Sumerlaeia bacterium                 Candidatus Sumerlaeia       JAHCAW010000002.1
NUP88260.1      HSP70+TPR+STY-kinase            JABWBI010000002.1:25254-41064       GCA_013360565.1 1168    *HSP70+TPR+STY-kinase->MoCF_biosynth->Glyco_transf_9->                                                      Candidatus Sumerlaeia bacterium                 Candidatus Sumerlaeia       JABWBI010000002.1
MBN1518372.1    HSP70+TPR+STY-kinase            JAFGJS010000156.1:911-9643          GCA_016928995.1 1296    *HSP70+TPR+STY-kinase->?->                                                                                  Candidatus Sumerlaeota bacterium                Candidatus Sumerlaeota      JAFGJS010000156.1
NLD61362.1      HSP70+TPR+STY-kinase            JAAZBM010000011.1:39753-57690       GCA_012513815.1 1235    Epimerase->ThyKinase->*HSP70+TPR+STY-kinase->Endomucin->DUF2967->                                           Candidatus Sumerlaeota bacterium                Candidatus Sumerlaeota      JAAZBM010000011.1
MBI3735773.1    HSP70+TPR+STY-kinase            JACQDZ010000214.1:8-4789            GCA_016200865.1 1061    AP_endonuc_2->?->*HSP70+TPR+STY-kinase->                                                                    Candidatus Sumerlaeota bacterium                Candidatus Sumerlaeota      JACQDZ010000214.1
MCC7393043.1    HSP70+TPR+STY-kinase            JADZDZ010000352.1:20-8165           GCA_020850785.1 1164    *HSP70+TPR+STY-kinase->?->?->                                                                               Candidatus Sumerlaeota bacterium                Candidatus Sumerlaeota      JADZDZ010000352.1
MCD6386358.1    HSP70+TPR+STY-kinase            JAGHBZ010000422.1:7631-15613        GCA_021160705.1 974     *HSP70+TPR+STY-kinase->                                                                                     Candidatus Sumerlaeota bacterium                Candidatus Sumerlaeota      JAGHBZ010000422.1
MBN1903071.1    HSP70+TPR+TPR+STY-kinase        JAFGFK010000468.1:9203-25116        GCA_016931135.1 1167    FTSW_RODA_SPOVE->Response_reg+Response_reg->*HSP70+TPR+TPR+STY-kinase->?->                                  Candidatus Sumerlaeota bacterium                Candidatus Sumerlaeota      JAFGFK010000468.1
WP_151970378.1  HSP70+bet-sand-lect+ZnR         NZ_AP019860.1:6527116-6545274       GCF_009002475.1 819     DnaJ->?->*HSP70+bet-sand-lect+ZnR->?->?->                                                                   Candidatus Uabimicrobium amorphum               Candidatus Uabimicrobiia    NZ_AP019860.1
NLI19946.1      HSP70+HEAT_2+TPR                JAAYUF010000003.1:240-9395          GCA_012517815.1 1388    ?->?->*HSP70+HEAT_2+TPR->                                                                                   Clostridiales bacterium                         Clostridia                  JAAYUF010000003.1
WP_110322751.1  CASPASE+HSP70                   NZ_QJKD01000004.1:273855-286785     GCF_003201875.1 886     Pepco->*CASPASE+HSP70->HxxxH+tRNA-synt_2b+HGTP_anticodon->                                                  Hungatella effluvii                             Clostridia                  NZ_QJKD01000004.1
WP_227145251.1  Peptidase_C14+HSP70             NZ_JAJCIC010000003.1:159575-171379  GCF_020554865.1 806     AAA_14+DUF4143->Pepco->*Peptidase_C14+HSP70->CBAH->                                                         Lacrimispora sp. 210928-DFI.3.58                Clostridia                  NZ_JAJCIC010000003.1
BDA68518.1      HisK-N-like+DUF4064+HSP70       AP025018.1:2987715-3001313          GCA_019977735.1 921     *HisK-N-like+DUF4064+HSP70->MMR_HSR1+DLP_helical->                                                          Calothrix sp. PCC 7716                          Cyanophyceae                AP025018.1
MBL0277786.1    PilZ+HSP70                      JADKKZ010000019.1:203394-212662     GCA_016720265.1 725     *PilZ+HSP70->?->ThiF->                                                                                      Anaeromyxobacter sp.                            Deltaproteobacteria         JADKKZ010000019.1
MBK7863385.1    PilZ+HSP70                      JADJNS010000022.1:189973-205565     GCA_016714225.1 710     *PilZ+HSP70->                                                                                               Archangiaceae bacterium                         Deltaproteobacteria         JADJNS010000022.1
PZR16188.1      PilZ+HSP70                      QFQP01000004.1:230071-243199        GCA_003243425.1 698     DPRP->*PilZ+HSP70->                                                                                         Archangium gephyra                              Deltaproteobacteria         QFQP01000004.1
MBL8937025.1    PilZ+HSP70                      JAEUJR010000557.1:60-4410           GCA_016793585.1 716     Trypsin+PDZ->*PilZ+HSP70->IIGP-C->                                                                          Archangium sp.                                  Deltaproteobacteria         JAEUJR010000557.1
MBN95628.1      DZR_2+PRTase+HSP70              PBPL01000208.1:5791-14316           GCA_002724675.1 868     RsfS->SPOUT_MTase->*DZR_2+PRTase+HSP70->DnaJ->Biopterin_H->                                                 Deltaproteobacteria bacterium                   Deltaproteobacteria         PBPL01000208.1
MBN2493345.1    HSP70                           JAFGRB010000033.1:14900-29274       GCA_016935365.1 807     ?->DUF362->*HSP70->AAT->                                                                                    Deltaproteobacteria bacterium                   Deltaproteobacteria         JAFGRB010000033.1
MBN1336209.1    HSP70+PilZ                      JAFGLY010000125.1:31640-43685       GCA_016927815.1 832     ?->*HSP70+PilZ->                                                                                            Deltaproteobacteria bacterium                   Deltaproteobacteria         JAFGLY010000125.1
TMB36080.1      PilZ+HSP70                      VBKM01000137.1:1-4174               GCA_005879875.1 742     *PilZ+HSP70->                                                                                               Deltaproteobacteria bacterium                   Deltaproteobacteria         VBKM01000137.1
MBW2703378.1    PilZ+HSP70                      JAFCZJ010000149.1:1-9788            GCA_019314375.1 748     *PilZ+HSP70->?->Aminotran_3->                                                                               Deltaproteobacteria bacterium                   Deltaproteobacteria         JAFCZJ010000149.1
MBU52657.1      PilZ+HSP70                      PCBK01000131.1:25476-38436          GCA_002731275.1 765     *PilZ+HSP70->GSH-S_N+GSH-S_ATP->                                                                            Deltaproteobacteria bacterium                   Deltaproteobacteria         PCBK01000131.1
MBN1204861.1    PilZ+HSP70                      JAFGNZ010000065.1:9241-27372        GCA_016926755.1 1068    *PilZ+HSP70->Alpha-amylase+Malt_amylase_C->                                                                 Myxococcaceae bacterium                         Deltaproteobacteria         JAFGNZ010000065.1
MBX7114442.1    PilZ+HSP70                      JAIBBR010000035.1:19651-33309       GCA_019694575.1 737     *PilZ+HSP70->                                                                                               Myxococcaceae bacterium                         Deltaproteobacteria         JAIBBR010000035.1
NMB74645.1      PilZ+HSP70                      JAAZNF010000035.1:27805-42426       GCA_012798435.1 742     RPS31->HEAT_2->*PilZ+HSP70->                                                                                Myxococcales bacterium                          Deltaproteobacteria         JAAZNF010000035.1
MCB9550543.1    STY-kinase+HSP70                JACKDO010000003.1:6038-22763        GCA_020633455.1 1697    LNT_N+CN_hydrolase->PEGA->*STY-kinase+HSP70->?->                                                            Myxococcales bacterium                          Deltaproteobacteria         JACKDO010000003.1
OLD34486.1      HSP70                           MNHE01000225.1:1-5590               GCA_001919095.1 894     YchF-GTPase_C->*HSP70->                                                                                     Myxococcales bacterium 13_1_40CM_2_68_15        Deltaproteobacteria         MNHE01000225.1
MBF2760247.1    HSP70+Ank_2+Ank_3+ANK           JADHEH010000054.1:3525-14274        GCA_015278165.1 1143    ?->GrpE->*HSP70+Ank_2+Ank_3+ANK->?->                                                                        Ectothiorhodospiraceae bacterium AqS1           Gammaproteobacteria         JADHEH010000054.1
WP_221064783.1  HSP70+TIR                       NZ_AP019783.1:4381524-4400134       GCF_019670005.1 729     AAA_5->DUF5682->*HSP70+TIR->VWA_CoxE->?->                                                                   Methylomagnum ishizawai                         Gammaproteobacteria         NZ_AP019783.1
WP_103974014.1  HSP70+TIR                       NZ_PGFZ01000003.1:221354-236864     GCF_002923755.1 708     *HSP70+TIR->Proton_antipo_M->?->                                                                            Methylovulum psychrotolerans                    Gammaproteobacteria         NZ_PGFZ01000003.1
MBV1850916.1    CASPASE+HSP70                   JAHRCY010000004.1:550579-560611     GCA_019083965.1 766     ?->Pepco->*CASPASE+HSP70->?->                                                                               Catellatospora tritici                          Micromonosporales           JAHRCY010000004.1
MBV1851169.1    CASPASE+HSP70                   JAHRCY010000005.1:269914-282590     GCA_019083965.1 766     ?->Pepco->*CASPASE+HSP70->?->                                                                               Catellatospora tritici                          Micromonosporales           JAHRCY010000005.1
WP_204024637.1  CASPASE+HSP70                   NZ_BOPE01000026.1:57380-71547       GCF_016863595.1 840     wHTH-4stranded->?->*CASPASE+HSP70->LysM+wHTH-4stranded+TPR->?->                                             Micromonospora andamanensis                     Micromonosporales           NZ_BOPE01000026.1
WP_082159525.1  Peptidase_C14+HSP70             NZ_KQ058837.1:5240-17592            GCF_000982955.1 803     Pepco->*Peptidase_C14+HSP70->                                                                               Micromonospora sp. HK10                         Micromonosporales           NZ_KQ058837.1
GFJ81049.1      CASPASE+NACHT+HSP70             BLPF01000002.1:372665-388323        GCA_011764425.1 1610    Methyltransf_25->*CASPASE+NACHT+HSP70->                                                                     Phytohabitans houttuyneae                       Micromonosporales           BLPF01000002.1
MCA2215450.1    Peptidase_C14+HSP70             JAIWNC010000017.1:139732-156008     GCA_020216025.1 798     Zeta_toxin->Pepco->*Peptidase_C14+HSP70->PSE->                                                              Wangella sp. NEAU-J3                            Micromonosporales           JAIWNC010000017.1
KAF3890434.1    STY-kinase+FHA+HSP70            JHEG04000001.1:9055099-9077826      GCA_000760695.4 968     DEAD+Helicase_C->RVT->PSE->*STY-kinase+FHA+HSP70->                                                          Tolypothrix bouteillei VB521301                 Nostocales                  JHEG04000001.1
MBD2356021.1    STY-kinase+HSP70                JACJRE010000021.1:23018-37119       GCA_014697075.1 834     STY-kinase+SPATA3+DUF4101->VanY->*STY-kinase+HSP70->Uma2->STY-kinase+GGN->                                  Tolypothrix sp. FACHB-123                       Nostocales                  JACJRE010000021.1
QGJ69840.1      HSP70+STY-kinase                CP043547.1:2429878-2445808          GCA_009664345.1 997     *HSP70+STY-kinase->DnaJ+DUF3552->STY-kinase->                                                               Planctomycetales bacterium 10988                Planctomycetia              CP043547.1
WP_216206977.1  CASPASE+HSP70                   NZ_CP076538.1:4948073-4959383       GCF_018885265.1 861     ?->*CASPASE+HSP70->DUF2185->                                                                                Amycolatopsis aidingensis                       Pseudonocardiales           NZ_CP076538.1
MBN6039996.1    STY-kinase+HSP70                JAFJMJ010000002.1:2480677-2500283   GCA_017309385.1 784     DUF4158+DDE_Tnp_Tn3->*STY-kinase+HSP70->GDResolvase+HIN-HTH->Mu-transpos_C->                                Amycolatopsis sp. 195334CR                      Pseudonocardiales           JAFJMJ010000002.1
SEC06487.1      CASPASE+HSP70                   FNSO01000004.1:280562-293835        GCA_900105945.1 938     Sel_put->EACC1->*CASPASE+HSP70->DUF2637->AlbA_2->                                                           Amycolatopsis tolypomycina                      Pseudonocardiales           FNSO01000004.1
CCQ36696.1      HSP70+GrpE+CR-Kinase            HF582854.1:1462738-1489090          GCA_000591055.1 1042    *HSP70+GrpE+CR-Kinase->repeat_region->                                                                      Natronomonas moolapensis 8.8.11                 Stenosarchaea group         HF582854.1
WP_030260581.1  CASPASE+HSP70                   NZ_JOEH01000022.1:99912-114141      GCF_000719095.1 967     ?->?->*CASPASE+HSP70->                                                                                      Streptacidiphilus jeojiense                     Streptomycetales            NZ_JOEH01000022.1
GGN81487.1      CASPASE+HSP70                   BMMM01000014.1:251259-271427        GCA_014645835.1 987     ?->?->*CASPASE+HSP70->?->                                                                                   Streptomyces albiflavescens                     Streptomycetales            BMMM01000014.1
WP_232626785.1  CASPASE+HSP70                   NZ_CP065959.1:4584186-4599981       GCF_016128295.1 865     ?->*CASPASE+HSP70->?->?->                                                                                   Streptomyces alfalfae                           Streptomycetales            NZ_CP065959.1
WP_105974528.1  CASPASE+HSP70                   NZ_PJME01000050.1:38442-61281       GCF_002954775.1 903     PRK->?->*CASPASE+HSP70->DUF389->                                                                            Streptomyces geranii                            Streptomycetales            NZ_PJME01000050.1
WP_190150711.1  CASPASE+HSP70                   NZ_BMTL01000016.1:108060-122342     GCF_014649655.1 893     PRK->?->*CASPASE+HSP70->DUF389->                                                                            Streptomyces humidus                            Streptomycetales            NZ_BMTL01000016.1
WP_190087750.1  CASPASE+HSP70                   NZ_BMTS01000001.1:796888-811708     GCF_014649795.1 949     Pepco->*CASPASE+HSP70->Ald_Xan_dh_C+Ald_Xan_dh_C2->Fer2_2+Ferritin-like->                                   Streptomyces melanogenes                        Streptomycetales            NZ_BMTS01000001.1
WP_107454213.1  CASPASE+HSP70                   NZ_PZKK01000001.1:1170885-1187083   GCF_003041235.1 868     Amidase->PSE->?->*CASPASE+HSP70->                                                                           Streptomyces sp. A244                           Streptomycetales            NZ_PZKK01000001.1
WP_067886010.1  Peptidase_C14+HSP70             NZ_BCQP01000010.1:176852-191611     GCF_001552135.1 788     DUF1801->Pepco->*Peptidase_C14+HSP70->TetR-HTH+TetR_C_32->MannoseP_isomer->                                 Actinomadura chibensis NBRC 106107              Streptosporangiales         NZ_BCQP01000010.1
OLT11182.1      STY-kinase+HSP70                MKJY01000592.1:40395-52010          GCA_001942465.1 801     RibD_C->*STY-kinase+HSP70->                                                                                 Actinomadura sp. CNU-125                        Streptosporangiales         MKJY01000592.1
WP_189649494.1  CASPASE+HSP70                   NZ_BMRC01000010.1:92244-112146      GCF_014648435.1 732     NAD_binding_8+GLF->EACC1->*CASPASE+HSP70->                                                                  Nonomuraea spiralis                             Streptosporangiales         NZ_BMRC01000010.1
GII55155.1      CASPASE+HSP70                   BOOR01000024.1:99918-112968         GCA_016863335.1 753     EACC1->*CASPASE+HSP70->FAD-NAD-dep-oxidoreductase->TIM-Barrel->                                             Planotetraspora thailandica                     Streptosporangiales         BOOR01000024.1
OQB22162.1      HSP70+TPR+STY-kinase            MWCT01000003.1:16537-35720          GCA_002070185.1 1190    FTSW_RODA_SPOVE->Response_reg+Response_reg->*HSP70+TPR+STY-kinase->FAD_binding_5+CO_deh_flav_C->Amidase_2-> candidate division BRC1 bacterium ADurb.Bin183  candidate division BRC1     MWCT01000003.1
PKO19586.1      HSP70+TPR+STY-kinase            PHCB01000003.1:30405-53299          GCA_002842095.1 1190    POR_N+PFOR_II+POR+EKR+Fer4_7+TPP_enzyme_C->DHO_dh->*HSP70+TPR+STY-kinase->TPR+TPR+TPR+TPR+TPR->             candidate division BRC1 bacterium HGW-BRC1-1    candidate division BRC1     PHCB01000003.1

#HSP90
pid             arch                        nucleotideID:position                   assembly            plen    compact                                                                                                                                                                                                             organism                                                        taxend                          NCBI
TAL13843.1      HD-CE+HSP90                 SCSZ01000037.1:43-13248                 GCA_004322265.1     921     *HD-CE+HSP90->?->                                                                                                                                                                                                   Patescibacteria group bacterium Bacteria.                                                       SCSZ01000037.1
RKI76756.1      HD-CE+HSP90                 RAYR01000042.1:86-10459                 GCA_003612405.1     814     Ferredoxin-RRM->Ferredoxin-RRM->*HD-CE+HSP90->?->?->PSE->                                                                                                                                                           bacterium 0.1xD8-71 Bacteria.                                                                   RAYR01000042.1
KUO63613.1      HD-CE+HSP90                 LOEU01000002.1:18-9485                  GCA_001516025.1     823     ?->SbcC+AAA_13->*HD-CE+HSP90->drhyd->?->                                                                                                                                                                            bacterium BRH_c32 Bacteria.                                                                     LOEU01000002.1
MBU0711636.1    Calcineurin-CE+TPR          JAHIZH010000148.1:1-7389                GCA_018814665.1     483     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->METHYLASE+TaqI_C->                                                                                                                                                           bacterium Bacteria.                                                                             JAHIZH010000148.1
HEC40968.1      HD-CE+HSP90                 DRIB01000875.1:514-8762                 GCA_011052925.1     999     *HD-CE+HSP90->LRR_8+LRR_8+TIR->                                                                                                                                                                                     bacterium Bacteria.                                                                             DRIB01000875.1
MBQ3641997.1    HD-CE+HSP90                 JAFPXM010000353.1:84-3916               GCA_017394685.1     666     *HD-CE+HSP90->?->Sigma70_r4->                                                                                                                                                                                       bacterium Bacteria.                                                                             JAFPXM010000353.1
MBR1461735.1    HD-CE+HSP90                 JAFUUT010000385.1:1-5742                GCA_017477685.1     235     APH->Abhydrolase_3->*HD-CE+HSP90->                                                                                                                                                                                  bacterium Bacteria.                                                                             JAFUUT010000385.1
MBR4532420.1    HD-CE+HSP90                 JAFXSZ010000037.1:52287-70151           GCA_017536025.1     1122    PEGA+PEGA->EGF_CA+DUF1566+DUF1566+DUF1566->*HD-CE+HSP90->DUF1016_N+DUF1016->zf-TFIIB+zf-TFIIB->                                                                                                                     bacterium Bacteria.                                                                             JAFXSZ010000037.1
MBO7128000.1    HD-CE+HSP90                 JAGCNV010000106.1:1-16653               GCA_017645765.1     1156    ?->DUF1566->*HD-CE+HSP90->                                                                                                                                                                                          bacterium Bacteria.                                                                             JAGCNV010000106.1
MBU0632382.1    HD-CE+HSP90                 JAHJAW010000041.1:6099-19426            GCA_018813945.1     970     *HD-CE+HSP90->PSE->MA->Lactamase_B->                                                                                                                                                                                bacterium Bacteria.                                                                             JAHJAW010000041.1
MBX9656863.1    HD-CE+HSP90                 JAIEPU010000323.1:9281-18965            GCA_019748235.1     852     ?->?->PSE->*HD-CE+HSP90->                                                                                                                                                                                           bacterium Bacteria.                                                                             JAIEPU010000323.1
MCD4652402.1    HD-CE+HSP90                 JAIOTS010000021.1:1-3293                GCA_021106715.1     837     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                bacterium Bacteria.                                                                             JAIOTS010000021.1
MBD8963935.1    HD-CE+HSP90                 RKDF01000044.1:23557-32061              GCA_014847185.1     935     *HD-CE+HSP90->DAM->Tox-HNH->                                                                                                                                                                                        bacterium Bacteria.                                                                             RKDF01000044.1
MBN9524212.1    HSP90+DUF5549               JAFKFQ010000653.1:1-8759                GCA_017308215.1     778     ?->*HSP90+DUF5549->?->?->                                                                                                                                                                                           bacterium Bacteria.                                                                             JAFKFQ010000653.1
MBX9654897.1    TPR-MalT                    JAIEPU010000170.1:1-7487                GCA_019748235.1     359     HSP90->*TPR-MalT->                                                                                                                                                                                                  bacterium Bacteria.                                                                             JAIEPU010000170.1
RKJ19855.1      HD-CE+MORC                  RAZA01000013.1:99552-114722             GCA_003612485.1     1452    DUF285+DUF285+DUF285+IG+LysM+LysM->?->*HD-CE+MORC->MPtase-IrrE->PSE->                                                                                                                                               bacterium D16-50 Bacteria.                                                                      RAZA01000013.1
MXV86080.1      Calcineurin-CE              VXXN01000004.1:11578-27437              GCA_009835365.1     473     Amidase->GatB_N+GatB_Yqey->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                      Acidimicrobiales bacterium                                      Acidimicrobiia                  VXXN01000004.1
MXZ69533.1      Calcineurin-CE+TPR          VXUD01000310.1:1-7379                   GCA_009837095.1     493     AbiEii->?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                  Acidimicrobiia bacterium                                        Acidimicrobiia                  VXUD01000310.1
WP_035193793.1  Calcineurin-CE+TPR          NZ_CCCS020000039.1:1-5926               GCF_000750615.1     486     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                             Acidithiobacillus ferrivorans                                   Acidithiobacillia               NZ_CCCS020000039.1
PYU18475.1      HD-CE                       QHYQ01000531.1:1-4200                   GCA_003224175.1     315     PSE->*HD-CE->HSP90->                                                                                                                                                                                                Acidobacteria bacterium                                         Acidobacteria                   QHYQ01000531.1
PYV54311.1      HD-CE+HSP90                 QHZR01000204.1:3-6708                   GCA_003224755.1     771     *HD-CE+HSP90->?->                                                                                                                                                                                                   Acidobacteria bacterium                                         Acidobacteria                   QHZR01000204.1
PYV77838.1      HD-CE+HSP90                 QHZT01000153.1:1361-6425                GCA_003224775.1     561     *HD-CE+HSP90->?->                                                                                                                                                                                                   Acidobacteria bacterium                                         Acidobacteria                   QHZT01000153.1
MBM3783836.1    HD-CE+HSP90                 VFZO01000026.1:1-8033                   GCA_016871155.1     618     Carboxypeptidase->*HD-CE+HSP90->                                                                                                                                                                                    Acidobacteria bacterium                                         Acidobacteria                   VFZO01000026.1
MBI4750099.1    TPR-MalT                    JACQXX010000082.1:25038-42910           GCA_016208495.1     364     ?->HSP90->*TPR-MalT->                                                                                                                                                                                               Acidobacteria bacterium                                         Acidobacteria                   JACQXX010000082.1
MBZ5617314.1    HD-CE+HSP90                 JAIQFL010000003.1:59978-75766           GCA_020073365.1     1137    *HD-CE+HSP90->HicB_lk_antitox+HTH->                                                                                                                                                                                 Acidobacteriia bacterium                                        Acidobacteria                   JAIQFL010000003.1
MBZ5622793.1    HD-CE+HSP90                 JAIQFL010000180.1:1-7281                GCA_020073365.1     496     *HD-CE+HSP90->                                                                                                                                                                                                      Acidobacteriia bacterium                                        Acidobacteria                   JAIQFL010000180.1
MBZ5616355.1    HD-CE+HSP90                 JAIQFO010000056.1:1-11116               GCA_020073215.1     993     *HD-CE+HSP90->Y1_Tnp->                                                                                                                                                                                              Acidobacteriia bacterium                                        Acidobacteria                   JAIQFO010000056.1
MBZ5533621.1    HD-CE+HSP90+ZnR             JAIQGE010000018.1:94894-108290          GCA_020072815.1     1044    *HD-CE+HSP90+ZnR->AidB_N+Acyl-CoA_dh_M+Acyl-CoA_dh_1->                                                                                                                                                              Acidobacteriia bacterium                                        Acidobacteria                   JAIQGE010000018.1
MBV9923547.1    HD-CE+HSP90                 JAFAZX010000005.1:1292-17773            GCA_019239425.1     991     Epimerase+DUF1731->DUF445->*HD-CE+HSP90->YkuD->                                                                                                                                                                     Acidobacteriota bacterium                                       Acidobacteriota                 JAFAZX010000005.1
MBV9925577.1    HD-CE+HSP90                 JAFAZX010000036.1:24116-38366           GCA_019239425.1     1006    Peptidase_M54->?->*HD-CE+HSP90->                                                                                                                                                                                    Acidobacteriota bacterium                                       Acidobacteriota                 JAFAZX010000036.1
MBV9927929.1    HD-CE+HSP90                 JAFAZX010000073.1:29100-38130           GCA_019239425.1     1036    ?->*HD-CE+HSP90->                                                                                                                                                                                                   Acidobacteriota bacterium                                       Acidobacteriota                 JAFAZX010000073.1
MBV8856552.1    HSP90+TIR-like              JAFAVK010000035.1:1-17398               GCA_019242475.1     858     PSE->*HSP90+TIR-like->?->Carboxypeptidase->                                                                                                                                                                         Acidobacteriota bacterium                                       Acidobacteriota                 JAFAVK010000035.1
MBO0822639.1    TPR-MalT                    JAFMRE010000024.1:4413-12279            GCA_017354255.1     984     ?->HSP90->*TPR-MalT->                                                                                                                                                                                               Actinobacteria bacterium                                        Actinobacteria                  JAFMRE010000024.1
MBI1352680.1    HD-CE+HSP90                 WGLX01000045.1:139-8086                 GCA_016125355.1     362     DUF1211->DLH->tRNA->*HD-CE+HSP90->                                                                                                                                                                                  Actinomycetales bacterium                                       Actinomycetales                 WGLX01000045.1
WP_203959945.1  TPR-MalT+TPR+TPR            NZ_AP023355.1:512661-530382             GCF_016865425.1     1026    HSP90->*TPR-MalT+TPR+TPR->PEPcase->PUA_2+ATP-sulfurylase+APS_kinase->                                                                                                                                               Actinocatenispora thailandica                                   Actinomycetes                   NZ_AP023355.1
WP_132123873.1  HD-CE+HSP90                 NZ_SLWS01000011.1:101759-118349         GCF_004345645.1     1106    SLATT->*HD-CE+HSP90->                                                                                                                                                                                               Actinocrispum wychmicini                                        Actinomycetes                   NZ_SLWS01000011.1
WP_051468425.1  TPR-MalT+TPR                NZ_KI912410.1:78032-93220               GCF_000518265.1     900     Ldh_1_N+Ldh_1_C->HSP90+HSP90->*TPR-MalT+TPR->DUF11->                                                                                                                                                                Actinomadura oligospora ATCC 43269                              Actinomycetes                   NZ_KI912410.1
WP_211288612.1  TPR-MalT+TPR                NZ_MSIF01000002.1:41719-56687           GCF_001921215.1     918     Tyr_Deacylase->HSP90->*TPR-MalT+TPR->Sigma70_r1_2+SIGMA-HTH->Fumerase+Fumerase_C->                                                                                                                                  Actinophytocola xinjiangensis                                   Actinomycetes                   NZ_MSIF01000002.1
WP_097322492.1  HD-CE+HSP90                 NZ_OBDY01000011.1:128641-145124         GCF_900215205.1     974     *HD-CE+HSP90->?->NUDIX->                                                                                                                                                                                            Actinoplanes atraurantiacus                                     Actinomycetes                   NZ_OBDY01000011.1
WP_097326868.1  TPR-MalT                    NZ_OBDY01000025.1:2385-16656            GCF_900215205.1     926     RHOD-CDC25+Rhodanese->HSP90->*TPR-MalT->TetR-HTH+TetR_C_24->Biotin_carb_N+CPSase_L_D2+Biotin_carb_C->                                                                                                               Actinoplanes atraurantiacus                                     Actinomycetes                   NZ_OBDY01000025.1
WP_215788549.1  HD-CE+HSP90                 NZ_JAHKKG010000005.1:480431-492002      GCF_018829635.1     1158    ?->*HD-CE+HSP90->                                                                                                                                                                                                   Actinoplanes bogorensis                                         Actinomycetes                   NZ_JAHKKG010000005.1
WP_133872231.1  HD-CE+HSP90                 NZ_BOMD01000094.1:6199-23354            GCF_016862015.1     1065    *HD-CE+HSP90->?->NUDIX->                                                                                                                                                                                            Actinoplanes brasiliensis                                       Actinomycetes                   NZ_BOMD01000094.1
WP_184998289.1  TPR-MalT+TPR                NZ_BOMK01000070.1:17189-31345           GCF_016862155.1     944     RHOD-CDC25+Rhodanese->HSP90->*TPR-MalT+TPR->TetR-HTH->Biotin_carb_N+CPSase_L_D2+Biotin_carb_C->                                                                                                                     Actinoplanes digitatis                                          Actinomycetes                   NZ_BOMK01000070.1
WP_164842353.1  HD-CE+HSP90                 NZ_RJAC01000005.1:254405-271182         GCF_003999975.1     1054    *HD-CE+HSP90->?->NUDIX->                                                                                                                                                                                            Actinoplanes solisilvae                                         Actinomycetes                   NZ_RJAC01000005.1
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WP_169180436.1  TPR-MalT+TPR                NZ_JABBNC010000041.1:51900-66221        GCF_012933445.1     887     RHOD-CDC25+Rhodanese->HSP90->*TPR-MalT+TPR->TetR-HTH->Biotin_carb_N+CPSase_L_D2+Biotin_carb_C->                                                                                                                     Actinoplanes sp. TBRC 11911                                     Actinomycetes                   NZ_JABBNC010000041.1
WP_208113277.1  TPR-MalT                    NZ_SNYN01000028.1:142-16006             GCF_004363075.1     902     tRNA-synt_1e->HSP90+HSP90->*TPR-MalT->ABATE->                                                                                                                                                                       Actinorugispora endophytica                                     Actinomycetes                   NZ_SNYN01000028.1
WP_211449425.1  HD-CE+HSP90                 NZ_CP070501.1:676183-688330             GCF_018308945.1     1036    Sugar_tr->UPF0029->*HD-CE+HSP90->UPF0029->                                                                                                                                                                          Agrococcus sp. Marseille-Q4369                                  Actinomycetes                   NZ_CP070501.1
WP_169523981.1  HD-CE+HSP90                 NZ_KB913037.1:2815861-2826656           GCF_000384295.1     1074    ?->NUDIX->*HD-CE+HSP90->                                                                                                                                                                                            Amycolatopsis balhimycina FH 1894                               Actinomycetes                   NZ_KB913037.1
WP_020647013.1  HD-CE+MORC                  NZ_KB913037.1:10114122-10124958         GCF_000384295.1     914     Glyco_transf_9->SLATT->*HD-CE+MORC->?->?->                                                                                                                                                                          Amycolatopsis balhimycina FH 1894                               Actinomycetes                   NZ_KB913037.1
WP_086839389.1  HD-CE+HSP90                 NZ_MUMI01000063.1:5811-15388            GCF_002155975.1     1055    ?->NUDIX->*HD-CE+HSP90->?->?->                                                                                                                                                                                      Amycolatopsis kentuckyensis                                     Actinomycetes                   NZ_MUMI01000063.1
WP_086844744.1  HD-CE+HSP90                 NZ_MUMI01000218.1:25022-38224           GCF_002155975.1     1020    Glyoxalase->PSE->Zn_ribbon_recom->*HD-CE+HSP90->Recombinase+Zn_ribbon_recom->                                                                                                                                       Amycolatopsis kentuckyensis                                     Actinomycetes                   NZ_MUMI01000218.1
WP_230468492.1  HD-CE+HSP90                 NC_014318.1:7337626-7348388             GCF_000196835.1     1214    *HD-CE+HSP90->                                                                                                                                                                                                      Amycolatopsis mediterranei U32                                  Actinomycetes                   NC_014318.1
WP_144587570.1  TPR-MalT+TPR+TPR            NZ_VJWX01000094.1:1-9066                GCF_007713715.1     951     HSP90->*TPR-MalT+TPR+TPR->?->                                                                                                                                                                                       Amycolatopsis rhizosphaerae                                     Actinomycetes                   NZ_VJWX01000094.1
WP_052371582.1  TPR-MalT+TPR+TPR            NZ_JAFB01000009.1:262961-274938         GCF_000519205.1     949     HSP90->*TPR-MalT+TPR+TPR->                                                                                                                                                                                          Amycolatopsis taiwanensis DSM 45107                             Actinomycetes                   NZ_JAFB01000009.1
WP_119927186.1  TPR-MalT+TPR                NZ_QZEY01000005.1:17928-30058           GCF_003594875.1     993     HSP90->*TPR-MalT+TPR->?->                                                                                                                                                                                           Bailinhaonella thermotolerans                                   Actinomycetes                   NZ_QZEY01000005.1
WP_134518221.1  HD-CE+HSP90                 NZ_SOHE01000016.1:185275-200358         GCF_004403305.1     910     RNR_N+Ribonuc_red_lgN+Ribonuc_red_lgC->Ribonuc_red_sm->*HD-CE+HSP90->                                                                                                                                               Cryobacterium frigoriphilum                                     Actinomycetes                   NZ_SOHE01000016.1
WP_170323967.1  HSP90+DrHyd                 NZ_VIRS01000030.1:54948-65654           GCF_006912135.1     880     *HSP90+DrHyd->?->                                                                                                                                                                                                   Cryptosporangium phraense                                       Actinomycetes                   NZ_VIRS01000030.1
WP_209132675.1  HD-CE+HSP90                 NZ_JAFJLV010000001.1:255952-268480      GCF_017700745.1     1075    ?->AAA_18->*HD-CE+HSP90->TerC->YceI->                                                                                                                                                                               Curtobacterium flaccumfaciens pv. flaccumfaciens                Actinomycetes                   NZ_JAFJLV010000001.1
WP_214528993.1  HD-CE+MORC                  NZ_JAHEWO010000005.1:68397-77847        GCF_018598545.1     906     ?->MMR_HSR1+YchF-GTPase_C->*HD-CE+MORC->                                                                                                                                                                            Curtobacterium flaccumfaciens pv. flaccumfaciens                Actinomycetes                   NZ_JAHEWO010000005.1
MBV9096494.1    HD-CE+HSP90                 JAFAQH010000017.1:8521-16872            GCA_019246515.1     346     SLATT->*HD-CE+HSP90->                                                                                                                                                                                               Frankiaceae bacterium                                           Actinomycetes                   JAFAQH010000017.1
WP_205329949.1  TPR-MalT+TPR                NZ_CP070351.1:3628650-3645173           GCF_016919385.1     944     PNTB->HSP90->*TPR-MalT+TPR->                                                                                                                                                                                        Gordonia sp. PDNC005                                            Actinomycetes                   NZ_CP070351.1
WP_029068116.1  TPR-MalT                    NZ_AUHN01000004.1:575340-590340         GCF_000423205.1     922     HSP90->*TPR-MalT->?->                                                                                                                                                                                               Jonesia quinghaiensis DSM 15701                                 Actinomycetes                   NZ_AUHN01000004.1
WP_104434354.1  HD-CE+HSP90                 NZ_PTJD01000012.1:144055-152646         GCF_002934625.1     1046    *HD-CE+HSP90->                                                                                                                                                                                                      Kineococcus xinjiangensis                                       Actinomycetes                   NZ_PTJD01000012.1
WP_141916614.1  TPR-MalT+TPR                NZ_VFPN01000001.1:1291736-1307470       GCF_006716695.1     943     HSP90->TPR-MalT+TPR->*TPR-MalT+TPR->                                                                                                                                                                                Klugiella xanthotipulae                                         Actinomycetes                   NZ_VFPN01000001.1
SBT44877.1      HD-CE+MORC                  LT594323.1:3183889-3196845              GCA_900089595.1     947     MFS_1->DUF2203->*HD-CE+MORC->                                                                                                                                                                                       Micromonospora auratinigra                                      Actinomycetes                   LT594323.1
WP_139135498.1  HD-CE+HSP90                 NZ_FMCQ01000009.1:209880-222987         GCF_900091605.1     886     *HD-CE+HSP90->                                                                                                                                                                                                      Micromonospora tulbaghiae                                       Actinomycetes                   NZ_FMCQ01000009.1
WP_067136900.1  TPR-MalT+TPR                NZ_BBYJ01000018.1:932-14615             GCF_001528665.1     881     HSP90->*TPR-MalT+TPR->                                                                                                                                                                                              Microtetraspora malaysiensis                                    Actinomycetes                   NZ_BBYJ01000018.1
WP_211301254.1  TPR-MalT                    NZ_PYGA01000006.1:146489-164910         GCF_003014485.1     902     tRNA-synt_1e->HSP90+HSP90->*TPR-MalT->ABATE->                                                                                                                                                                       Murinocardiopsis flavida                                        Actinomycetes                   NZ_PYGA01000006.1
WP_201846537.1  TPR-MalT                    NZ_JABBYC010000012.1:70443-84695        GCF_016742955.1     795     HSP90->*TPR-MalT->TetR-HTH+WHG->                                                                                                                                                                                    Myceligenerans indicum                                          Actinomycetes                   NZ_JABBYC010000012.1
WP_165608714.1  HD-CE+MORC                  NZ_LQOP01000034.1:105127-119135         GCF_002102065.1     881     *HD-CE+MORC->                                                                                                                                                                                                       Mycolicibacterium conceptionense                                Actinomycetes                   NZ_LQOP01000034.1
WP_069165767.1  TPR-MalT+TPR+TPR            NZ_BDAY01000071.1:1176-13984            GCF_001612685.1     937     ?->HSP90->*TPR-MalT+TPR+TPR->                                                                                                                                                                                       Nocardia altamirensis NBRC 108246                               Actinomycetes                   NZ_BDAY01000071.1
WP_022565947.1  TPR-MalT                    NZ_BAFO02000017.1:50862-64064           GCF_000308355.2     390     SWACOS+LuxR-HTH->HSP90->*TPR-MalT->?->STY-kinase+Med15->                                                                                                                                                            Nocardia asteroides NBRC 15531                                  Actinomycetes                   NZ_BAFO02000017.1
WP_114422852.1  HD-CE+MORC                  NZ_QPFD01000003.1:571064-587746         GCF_003333285.1     906     AAA_10->?->*HD-CE+MORC->Phage_integrase->                                                                                                                                                                           Nocardioides houyundeii                                         Actinomycetes                   NZ_QPFD01000003.1
SDJ74036.1      TPR-MalT                    FNFN01000001.1:217784-230550            GCA_900101045.1     910     SURF1->HSP90->*TPR-MalT->                                                                                                                                                                                           Nocardioides sp. YR527                                          Actinomycetes                   FNFN01000001.1
WP_184395023.1  TPR-MalT+TPR                NZ_JACHDB010000001.1:5160561-5176766    GCF_014200805.1     987     tRNA->HSP90->*TPR-MalT+TPR->                                                                                                                                                                                        Nocardiopsis composta                                           Actinomycetes                   NZ_JACHDB010000001.1
WP_214327812.1  HSP90+DrHyd                 NZ_JAHDTI010000030.1:26826-45233        GCF_018531495.1     863     *HSP90+DrHyd->?->Lipase_GDSL_2->                                                                                                                                                                                    Nonomuraea sediminis                                            Actinomycetes                   NZ_JAHDTI010000030.1
WP_185746271.1  HD-CE+HSP90                 NZ_VFOQ01000002.1:397941-410492         GCF_006716205.1     925     *HD-CE+HSP90->?->                                                                                                                                                                                                   Oryzihumus leptocrescens                                        Actinomycetes                   NZ_VFOQ01000002.1
WP_173072024.1  HSP90+DrHyd                 NZ_BLPF01000005.1:305074-322425         GCF_011764425.1     869     STY-kinase->?->*HSP90+DrHyd->TPR-MalT->                                                                                                                                                                             Phytohabitans houttuyneae                                       Actinomycetes                   NZ_BLPF01000005.1
WP_173055577.1  TPR-MalT                    NZ_BLPF01000001.1:2285744-2296850       GCF_011764425.1     391     YbjN->HSP90->*TPR-MalT->TY-Chap2->                                                                                                                                                                                  Phytohabitans houttuyneae                                       Actinomycetes                   NZ_BLPF01000001.1
WP_167923184.1  HD-CE+HSP90                 NZ_JAATVY010000001.1:191883-212325      GCF_011947195.1     1090    *HD-CE+HSP90->SLATT->DUF4240->                                                                                                                                                                                      Planosporangium thailandense                                    Actinomycetes                   NZ_JAATVY010000001.1
WP_132436046.1  HD-CE                       NZ_SLUS01000002.1:657398-674280         GCF_004341225.1     366     *HD-CE->HSP90->                                                                                                                                                                                                     Rathayibacter sp. PhB192                                        Actinomycetes                   NZ_SLUS01000002.1
WP_203910980.1  TPR-MalT                    NZ_BONY01000034.1:38099-49664           GCF_016862955.1     954     ?->HSP90->*TPR-MalT->?->?->                                                                                                                                                                                         Rhizocola hellebori                                             Actinomycetes                   NZ_BONY01000034.1
WP_080910936.1  HD-CE+HSP90                 NZ_MUZB01000021.1:14495-29610           GCF_002076325.1     1037    *HD-CE+HSP90->                                                                                                                                                                                                      Rhodococcus sp. 66b                                             Actinomycetes                   NZ_MUZB01000021.1
EFV14250.2      TPR-MalT                    KI391954.1:942683-952864                GCA_000185725.2     348     CMAS->HSP90+HSP90->*TPR-MalT->?->                                                                                                                                                                                   Segniliparus rugosus ATCC BAA-974                               Actinomycetes                   KI391954.1
WP_111506609.1  HD-CE+HSP90                 NZ_QKYN01000141.1:9326-21845            GCF_003258295.1     889     *HD-CE+HSP90->SLATT->                                                                                                                                                                                               Streptacidiphilus pinicola                                      Actinomycetes                   NZ_QKYN01000141.1
WP_046905454.1  TPR-MalT                    NZ_LAQS01000001.1:144152-158086         GCF_001008345.1     942     HSP90->*TPR-MalT->                                                                                                                                                                                                  Streptomyces showdoensis                                        Actinomycetes                   NZ_LAQS01000001.1
RPK94299.1      HD-CE+MORC                  ML123117.1:436239-445518                GCA_003846255.1     873     NUDIX->*HD-CE+MORC->                                                                                                                                                                                                Streptomyces sp. ADI98-10                                       Actinomycetes                   ML123117.1
WP_210868177.1  TPR-MalT+TPR                NZ_JAGPNL010000001.1:725373-743313      GCF_018069565.1     977     ?->HSP90+HSP90->*TPR-MalT+TPR->                                                                                                                                                                                     Streptomyces sp. RG38                                           Actinomycetes                   NZ_JAGPNL010000001.1
WP_163015864.1  HD-CE+HSP90                 NZ_QTSY01000059.1:325622-341345         GCF_003709145.1     1034    ?->?->*HD-CE+HSP90->PSE->                                                                                                                                                                                           Streptomyces sp. Tu 4128                                        Actinomycetes                   NZ_QTSY01000059.1
WP_181649592.1  HD-CE+HSP90                 NZ_MPHV02000001.1:4743876-4757421       GCF_001974775.1     1033    *HD-CE+HSP90->                                                                                                                                                                                                      Streptomyces sp. WAC00263                                       Actinomycetes                   NZ_MPHV02000001.1
WP_141311580.1  TPR-MalT+TPR_MalT           NZ_BJND01000033.1:112780-127719         GCF_006539505.1     985     HSP90->*TPR-MalT+TPR_MalT->                                                                                                                                                                                         Streptomyces spinoverrucosus                                    Actinomycetes                   NZ_BJND01000033.1
WP_003991341.1  HD-CE+MORC                  NZ_GG657757.1:4224062-4241788           GCF_000158955.1     908     FUSC_2->?->*HD-CE+MORC->                                                                                                                                                                                            Streptomyces viridochromogenes DSM 40736                        Actinomycetes                   NZ_GG657757.1
WP_012892203.1  HSP90+DrHyd                 NC_013595.1:6249090-6265355             GCF_000024865.1     872     *HSP90+DrHyd->?->DPPIV_N+Peptidase_S9->                                                                                                                                                                             Streptosporangium roseum DSM 43021                              Actinomycetes                   NC_013595.1
WP_203900711.1  TPR-MalT                    NZ_BOPF01000014.1:56564-69486           GCF_016863615.1     940     VanZ->HSP90->*TPR-MalT->TPR_12+TPR_12->Imm36->                                                                                                                                                                      Virgisporangium aliadipatigenens                                Actinomycetes                   NZ_BOPF01000014.1
WP_046205561.1  HD-CE+HSP90                 NZ_CP011246.1:1474483-1487338           GCF_000971565.1     879     *HD-CE+HSP90->                                                                                                                                                                                                      Agrobacterium fabacearum                                        Alphaproteobacteria             NZ_CP011246.1
WP_137394601.1  HD-CE+MORC                  NZ_CP124733.1:2058267-2069026           GCF_005144425.2     866     *HD-CE+MORC->tRNA->GPP34->Phage_portal->                                                                                                                                                                            Agrobacterium larrymoorei                                       Alphaproteobacteria             NZ_CP124733.1
WP_220359902.1  HD-CE+HSP90                 NZ_JAEUAI010000002.1:949680-955513      GCF_019511295.1     536     *HD-CE+HSP90->?->                                                                                                                                                                                                   Agrobacterium pusense                                           Alphaproteobacteria             NZ_JAEUAI010000002.1
WP_174028049.1  HD-CE+HSP90+YqzH            NZ_JAAMDC010000001.1:194-15119          GCF_013321185.1     851     AAA_13->*HD-CE+HSP90+YqzH->                                                                                                                                                                                         Agrobacterium rhizogenes                                        Alphaproteobacteria             NZ_JAAMDC010000001.1
NTE05705.1      HD-CE+HSP90                 JAAMBV010000083.1:153880-167110         GCA_013320435.1     881     ?->PcfJ->*HD-CE+HSP90->Sigma70_r2+Sigma70_r4_2->?->                                                                                                                                                                 Agrobacterium tumefaciens                                       Alphaproteobacteria             JAAMBV010000083.1
WP_174045535.1  HD-CE+HSP90                                                         GCF_013317895.1     1025    ?->*HD-CE+HSP90->SLATT->HTH_Tnp_1+HTH_21+rve->                                                                                                                                                                      Agrobacterium tumefaciens                                       Alphaproteobacteria             
MUZ73375.1      HD-CE+HSP90                 WPHR01000007.1:192247-202929            GCA_009744135.1     848     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Agrobacterium vitis                                             Alphaproteobacteria             WPHR01000007.1
MBF2715463.1    HD-CE+HSP90                 JACXXJ020000005.1:777370-787562         GCA_014926405.2     847     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Agrobacterium vitis                                             Alphaproteobacteria             JACXXJ020000005.1
MAS05419.1      HD-CE+HSP90                 NZXU01000056.1:11157-24986              GCA_002698425.1     912     ?->?->*HD-CE+HSP90->?->                                                                                                                                                                                             Ahrensia sp.                                                    Alphaproteobacteria             NZXU01000056.1
NCC23136.1      Calcineurin-CE              RZZS01000082.1:142-11154                GCA_009929775.1     595     Schlafen+HATPase_c_4+Penicillinase_R->?->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                        Alphaproteobacteria bacterium                                   Alphaproteobacteria             RZZS01000082.1
MBU0801805.1    Calcineurin-CE+TPR          JAHIXZ010000635.1:1-3538                GCA_018815425.1     395     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                             Alphaproteobacteria bacterium                                   Alphaproteobacteria             JAHIXZ010000635.1
MBF0395041.1    HD-CE                       JADFZP010000657.1:74-2207               GCA_015232485.1     233     *HD-CE->assembly_gap->HSP90->                                                                                                                                                                                       Alphaproteobacteria bacterium                                   Alphaproteobacteria             JADFZP010000657.1
MBF0375581.1    HD-CE+MORC                  JADFZR010000592.1:1-2314                GCA_015232435.1     451     *HD-CE+MORC->                                                                                                                                                                                                       Alphaproteobacteria bacterium                                   Alphaproteobacteria             JADFZR010000592.1
NYZ13274.1      HD-CE+HSP90                 JABFFR010000008.1:33716-41538           GCA_013423485.1     1029    ?->DUF4424->*HD-CE+HSP90->                                                                                                                                                                                          Azospirillum oleiclasticum                                      Alphaproteobacteria             JABFFR010000008.1
WP_091859249.1  HD-CE+HSP90                 NZ_FNBZ01000006.1:185459-199397         GCF_900102525.1     906     ABC-ATPase+UvrA_inter+UvrA_DNA-bind+SbcC+ABC-ATPase+ABC_tran->*HD-CE+HSP90->?->                                                                                                                                     Bosea robiniae                                                  Alphaproteobacteria             NZ_FNBZ01000006.1
WP_162261736.1  HD-CE+HSP90                 NZ_LMJT01000006.1:92854-109234          GCF_001429395.1     925     ISOCOT+AcetylCoA_hyd_C->ABC-ATPase+UvrA_inter+UvrA_DNA-bind+SbcC+ABC-ATPase+ABC_tran->*HD-CE+HSP90->?->                                                                                                             Bosea sp. Root381                                               Alphaproteobacteria             NZ_LMJT01000006.1
WP_157330190.1  HD-CE+HSP90                 NZ_JANADL010000029.1:89855-101922       GCF_024199785.1     1017    TctC->tRNA->*HD-CE+HSP90->                                                                                                                                                                                          Bradyrhizobium cajani                                           Alphaproteobacteria             NZ_JANADL010000029.1
WP_211403840.1  HD-CE+HSP90                 NZ_JAFCLP010000006.1:228984-244037      GCF_018129405.1     866     *HD-CE+HSP90->                                                                                                                                                                                                      Bradyrhizobium iriomotense                                      Alphaproteobacteria             NZ_JAFCLP010000006.1
WP_051379596.1  HD-CE+HSP90                 NZ_AXAU01000013.1:55603-68776           GCF_000472965.1     865     *HD-CE+HSP90->                                                                                                                                                                                                      Bradyrhizobium murdochi                                         Alphaproteobacteria             NZ_AXAU01000013.1
WP_084777296.1  HD-CE+HSP90                 NZ_LN901633.1:849722-862318             GCF_900011245.1     904     TnsC-ATPase->TniQ->*HD-CE+HSP90->ParBC->                                                                                                                                                                            Bradyrhizobium sp.                                              Alphaproteobacteria             NZ_LN901633.1
KYG23832.1      HD-CE+HSP90                 JXDL01000001.1:6302458-6315934          GCA_001590795.1     997     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Bradyrhizobium sp. AT1                                          Alphaproteobacteria             JXDL01000001.1
WP_212271587.1  HD-CE+HSP90                 NZ_JAFCMC010000001.1:11134-25209        GCF_018130085.1     869     DUF4892+OmpA->*HD-CE+HSP90->                                                                                                                                                                                        Bradyrhizobium sp. AUGA SZCCT0169                               Alphaproteobacteria             NZ_JAFCMC010000001.1
WP_156949115.1  HD-CE+MORC                  NZ_KI911783.1:7855623-7867158           GCF_000515415.1     906     ?->?->*HD-CE+MORC->                                                                                                                                                                                                 Bradyrhizobium sp. WSM1417                                      Alphaproteobacteria             NZ_KI911783.1
WP_213289305.1  Calcineurin-CE+TPR          NZ_JAGWDK010000020.1:494-16245          GCF_018398875.1     481     Glyoxalase+Glyoxalase->VapB_antitoxin->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                      Bradyrhizobium sp. sGM-13                                       Alphaproteobacteria             NZ_JAGWDK010000020.1
WP_066628649.1  Calcineurin-CE              NZ_BCWM01000018.1:1-13464               GCF_001592205.1     489     SbcC+SbcC->HATPase_c+DNA_gyraseB+Toprim+DNA_gyraseB_C->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                          Brevundimonas vesicularis NBRC 12165                            Alphaproteobacteria             NZ_BCWM01000018.1
WP_161495075.1  HD-CE+HSP90                 NZ_PEGH01000020.1:81784-94160           GCF_002737755.1     849     *HD-CE+HSP90->                                                                                                                                                                                                      Caulobacter sp. BP25                                            Alphaproteobacteria             NZ_PEGH01000020.1
WP_084295954.1  HD-CE+HSP90                 NZ_MABH01000164.1:6902-23054            GCF_001720585.1     958     *HD-CE+HSP90->ResIII+Helicase_C_2->Tox-RelA->                                                                                                                                                                       Cereibacter johrii                                              Alphaproteobacteria             NZ_MABH01000164.1
WP_218405480.1  HD-CE+HSP90                 NZ_JAGSPC010000002.1:62496-79656        GCF_019204045.1     859     GGDEF+EAL+PilZ->GTP_EFTU+GTP_EFTU_D2+EFG_II+EFG_C+LepA_C->*HD-CE+HSP90->                                                                                                                                            Erythrobacter sp. WH158                                         Alphaproteobacteria             NZ_JAGSPC010000002.1
WP_185798150.1  HD-CE+HSP90                 NZ_JACLQD010000004.1:2187-18985         GCF_014243445.1     891     ?->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                          Gemmobacter straminiformis                                      Alphaproteobacteria             NZ_JACLQD010000004.1
WP_007198061.1  HD-CE+HSP90                 NZ_CM002917.1:2991477-3005088           GCF_000154705.2     872     HTH_Tnp_1+HTH_21+rve->*HD-CE+HSP90->                                                                                                                                                                                Hoeflea phototrophica DFL-43                                    Alphaproteobacteria             NZ_CM002917.1
PZX15187.1      HD-CE+HSP90                 QKZL01000010.1:122-10522                GCA_003253995.1     465     ?->DEDD_Tnp_IS110+Transposase_20->*HD-CE+HSP90->?->                                                                                                                                                                 Hwanghaeicola aestuarii                                         Alphaproteobacteria             QKZL01000010.1
NRB13742.1      HD-CE+HSP90                 JABSRZ010000004.1:61059-76584           GCA_013214705.1     806     MFS_3->Autotransporter->*HD-CE+HSP90->?->                                                                                                                                                                           Hyphomicrobiales bacterium                                      Alphaproteobacteria             JABSRZ010000004.1
PPC99392.1      Calcineurin-CE+TPR          PERI01000004.1:260375-273542            GCA_002928515.1     481     REase+SWI2_SNF2->DUF45->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                     Hyphomicrobium sp.                                              Alphaproteobacteria             PERI01000004.1
CAA2141967.1    HD-CE+HSP90                 LR743509.1:3012608-3027289              LR743509.1          891     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Hyphomicrobium sp. ghe19                                        Alphaproteobacteria             LR743509.1
WP_194211536.1  HD-CE+HSP90                 NZ_CP061205.1:2069580-2081130           GCF_015240255.1     882     *HD-CE+HSP90->VirD4-TraG->                                                                                                                                                                                          Kordiimonas pumila                                              Alphaproteobacteria             NZ_CP061205.1
WP_149250577.1  HD-CE+HSP90                 NZ_CP043488.1:2048677-2067393           GCF_008330945.1     1027    ?->PAIREDC-HTH+DDE_3->*HD-CE+HSP90->SLATT->                                                                                                                                                                         Labrys sp. KNU-23                                               Alphaproteobacteria             NZ_CP043488.1
WP_222482620.1  HD-CE+HSP90                 NZ_JAHVJQ010000024.1:406-9226           GCF_019801145.1     968     ?->Phage_integrase->*HD-CE+HSP90->                                                                                                                                                                                  Leisingera aquaemixtae                                          Alphaproteobacteria             NZ_JAHVJQ010000024.1
WP_163678178.1  HD-CE+HSP90                 NZ_JAAIYP010000035.1:197060-209214      GCF_011022235.1     1044    DUF1127->?->*HD-CE+HSP90->                                                                                                                                                                                          Magnetospirillum aberrantis SpK                                 Alphaproteobacteria             NZ_JAAIYP010000035.1
WP_156520943.1  HD-CE+HSP90                 NZ_LWQU01000124.1:1-9006                GCF_001650635.1     767     GreA_GreB_N+GreA_GreB->CZB+GGDEF->*HD-CE+HSP90->                                                                                                                                                                    Magnetospirillum moscoviense                                    Alphaproteobacteria             NZ_LWQU01000124.1
MBI5162552.1    HD-CE+HSP90+Ntox27          JACRFY010000020.1:2587-18608            GCA_016212565.1     922     RADICAL-SAM->LPG_synthase_TM->*HD-CE+HSP90+Ntox27->Peptidase_M17_N+Peptidase_M17->DNA_pol3_chi->                                                                                                                    Magnetospirillum sp.                                            Alphaproteobacteria             JACRFY010000020.1
WP_173975076.1  HD-CE+HSP90                 NZ_CACVCE010000012.1:213765-226830      GCF_902729445.1     416     GreA_GreB_N+GreA_GreB->CZB+GGDEF->*HD-CE+HSP90->?->SGL->                                                                                                                                                            Magnetospirillum sp. LM-5                                       Alphaproteobacteria             NZ_CACVCE010000012.1
MBL4693041.1    HD-CE+HSP90                 JAESSV010000194.1:1-6988                GCA_016763895.1     846     ?->TylF->*HD-CE+HSP90->                                                                                                                                                                                             Magnetovibrio sp.                                               Alphaproteobacteria             JAESSV010000194.1
WP_155122084.1  HD-CE+HSP90                 NZ_AQWH01000045.1:366-13144             GCF_000376125.1     915     Ku->ATP-LIGASE+DNA_primase_S->*HD-CE+HSP90->                                                                                                                                                                        Martelella mediterranea DSM 17316                               Alphaproteobacteria             NZ_AQWH01000045.1
WP_152534471.1  HD-CE+HSP90                 NZ_AYGY02000054.1:69244-79933           GCF_000496305.1     1046    *HD-CE+HSP90->SLATT->                                                                                                                                                                                               Martelella sp. AD-3                                             Alphaproteobacteria             NZ_AYGY02000054.1
TYR33764.1      HD-CE+HSP90                 VSZS01000058.1:94877-110934             GCA_008180155.1     1040    *HD-CE+HSP90->PSE->DUF4096->                                                                                                                                                                                        Mesorhizobium microcysteis                                      Alphaproteobacteria             VSZS01000058.1
RWB00877.1      HD-CE                       SAJH01000012.1:86686-93168              GCA_004016855.1     429     ?->?->*HD-CE->HSP90->?->                                                                                                                                                                                            Mesorhizobium sp.                                               Alphaproteobacteria             SAJH01000012.1
MBX9450789.1    HD-CE+HSP90                 JAHHDP010000004.1:109231-123950         GCA_019739235.1     809     AraC_binding_2+HTH_18->CPSase_L_D2+CPSase_L_D3+DADA-Ligase+MGS->*HD-CE+HSP90->                                                                                                                                      Mesorhizobium sp.                                               Alphaproteobacteria             JAHHDP010000004.1
RWA62406.1      HD-CE+HSP90                 SAJC01000041.1:138-12280                GCA_004016595.1     938     *HD-CE+HSP90->                                                                                                                                                                                                      Mesorhizobium sp.                                               Alphaproteobacteria             SAJC01000041.1
RWD96980.1      HD-CE+HSP90                 SALC01000130.1:118-12658                GCA_004017945.1     886     *HD-CE+HSP90->                                                                                                                                                                                                      Mesorhizobium sp.                                               Alphaproteobacteria             SALC01000130.1
RWO68648.1      HD-CE+HSP90                 SART01000005.1:88543-96174              GCA_004021585.1     668     ?->?->*HD-CE+HSP90->PSE->                                                                                                                                                                                           Mesorhizobium sp.                                               Alphaproteobacteria             SART01000005.1
RWP40050.1      HD-CE+HSP90                 SASE01000024.1:41982-57217              GCA_004021185.1     974     *HD-CE+HSP90->                                                                                                                                                                                                      Mesorhizobium sp.                                               Alphaproteobacteria             SASE01000024.1
WP_141246616.1  HD-CE+HSP90                 NZ_CP048406.1:2405842-2417031           GCF_001672375.2     920     YacG->tRNA->Arm-DNA-bind_3+Phage_integrase->*HD-CE+HSP90->DUF1612->                                                                                                                                                 Mesorhizobium sp. AA22                                          Alphaproteobacteria             NZ_CP048406.1
TPK77955.1      HD-CE+HSP90                 VFUW01000004.1:442804-456231            GCA_006441385.1     1060    Cupin_2->Ribonuc_L-PSP->*HD-CE+HSP90->?->                                                                                                                                                                           Mesorhizobium sp. B2-4-18                                       Alphaproteobacteria             VFUW01000004.1
WP_140647548.1  HD-CE+HSP90                 NZ_VFTM01000041.1:21864-31298           GCF_006439555.1     931     *HD-CE+HSP90->                                                                                                                                                                                                      Mesorhizobium sp. B3-1-6                                        Alphaproteobacteria             NZ_VFTM01000041.1
WP_023805967.1  HD-CE+MORC                  NZ_AYWV01000009.1:95793-108933          GCF_000502355.1     884     DSBH->Ribonuc_L-PSP->*HD-CE+MORC->                                                                                                                                                                                  Mesorhizobium sp. L2C089B000                                    Alphaproteobacteria             NZ_AYWV01000009.1
CAA2104998.1    HD-CE+HSP90                 LR743504.1:3197777-3210849              LR743504.1          883     DUF3597->*HD-CE+HSP90->                                                                                                                                                                                             Methylobacterium bullatum                                       Alphaproteobacteria             LR743504.1
GJE15608.1      HD-CE+HSP90                 BPQT01000004.1:1767-10100               GCA_022179405.1     955     *HD-CE+HSP90->Resolvase+GDRESOLVASE-HTH->?->                                                                                                                                                                        Methylobacterium marchantiae                                    Alphaproteobacteria             BPQT01000004.1
WP_165084323.1  HD-CE+HSP90                 NZ_JAAKGV010000007.1:847-15657          GCF_011043735.1     1032    *HD-CE+HSP90->                                                                                                                                                                                                      Methylobacterium sp. DB0501                                     Alphaproteobacteria             NZ_JAAKGV010000007.1
WP_082531825.1  HD-CE+HSP90                 NZ_LMRE01000042.1:204183-214831         GCF_001424745.1     942     DUF2852->UPRTase->*HD-CE+HSP90->ADH_N+ADH_zinc_N->?->                                                                                                                                                               Methylobacterium sp. Leaf469                                    Alphaproteobacteria             NZ_LMRE01000042.1
MBO1022731.1    HD-CE+HSP90                 JADIJP010000041.1:1-7287                GCA_017355285.1     885     CoA_binding_2->*HD-CE+HSP90->                                                                                                                                                                                       Methylobacterium sp. SD274                                      Alphaproteobacteria             JADIJP010000041.1
POR40196.1      HD-CE+HSP90                 PDHT01000049.1:11777-22779              GCA_002917135.1     765     *HD-CE+HSP90->?->TIR->                                                                                                                                                                                              Methylobacterium sp. V23                                        Alphaproteobacteria             PDHT01000049.1
MBI5314003.1    HD-CE+HSP90+sinutoxin       JACRLL010000102.1:7250-18118            GCA_016219665.1     1035    RnaseT2->*HD-CE+HSP90+sinutoxin->                                                                                                                                                                                   Methylocystis sp.                                               Alphaproteobacteria             JACRLL010000102.1
MBL1241430.1    HD-CE+HSP90                 NVUS02000170.1:3906-14280               GCA_002402005.2     975     Phytase-like->CPT->*HD-CE+HSP90->?->                                                                                                                                                                                OCS116 cluster bacterium                                        Alphaproteobacteria             NVUS02000170.1
WP_099243474.1  HD-CE+HSP90                 NZ_FXXP01000001.1:1424028-1435364       GCF_900184825.1     892     ?->?->*HD-CE+HSP90->PCMT->OEP+OEP->                                                                                                                                                                                 Pelagimonas phthalicica                                         Alphaproteobacteria             NZ_FXXP01000001.1
WP_182551490.1  HD-CE+HSP90                 NZ_JACGXN010000009.1:186914-198492      GCF_014138285.1     849     *HD-CE+HSP90->                                                                                                                                                                                                      Phyllobacterium myrsinacearum                                   Alphaproteobacteria             NZ_JACGXN010000009.1
MBX3584609.1    HD-CE+HSP90                 JAHBYU010000020.1:24319-39670           GCA_019635775.1     875     ?->SMC_N+AAA_13->*HD-CE+HSP90->                                                                                                                                                                                     Rhizobiaceae bacterium                                          Alphaproteobacteria             JAHBYU010000020.1
WP_097595122.1  HD-CE+HSP90                 NZ_NWSN01000005.1:296697-307699         GCF_002531695.1     1043    *HD-CE+HSP90->                                                                                                                                                                                                      Rhizobium anhuiense                                             Alphaproteobacteria             NZ_NWSN01000005.1
WP_222011395.1  HD-CE+HSP90                 NZ_JAAXRL010000020.1:126990-135158      GCF_019778925.1     932     ResIII+UvrB_inter+Helicase_C+UvrB+UVR->*HD-CE+HSP90->                                                                                                                                                               Rhizobium laguerreae                                            Alphaproteobacteria             NZ_JAAXRL010000020.1
MBY3176543.1    HD-CE+HSP90                 JABCNT010000008.1:21968-37299           GCA_019778785.1     947     *HD-CE+HSP90->                                                                                                                                                                                                      Rhizobium leguminosarum                                         Alphaproteobacteria             JABCNT010000008.1
WP_128406231.1  HD-CE+HSP90                 NZ_SBHV01000023.1:61326-78023           GCF_004028055.1     865     ?->Amidase_2+PG-binding->*HD-CE+HSP90->SLATT->?->                                                                                                                                                                   Rhizobium leguminosarum                                         Alphaproteobacteria             NZ_SBHV01000023.1
WP_131589197.1  Calcineurin-CE+GAAD                                                 GCF_004330815.1     435     CHTH->*Calcineurin-CE+GAAD->GASH->DO-GTPase2->DO-GTPase1->?->                                                                                                                                                       Rhizobium leguminosarum bv. viciae                              Alphaproteobacteria             
WP_131589202.1  Calcineurin-CE+TPR                                                  GCF_004330815.1     920     CHTH->*Calcineurin-CE+GAAD->GASH->DO-GTPase2->DO-GTPase1->?->                                                                                                                                                       Rhizobium leguminosarum bv. viciae                              Alphaproteobacteria             
ASR05931.1      HD-CE+HSP90                 CP022564.1:292676-309130                GCA_002240185.1     939     ResIII+UvrB_inter+Helicase_C+UvrB+UVR->*HD-CE+HSP90->?->Acetyltransf_1->                                                                                                                                            Rhizobium leguminosarum bv. viciae                              Alphaproteobacteria             CP022564.1
WP_219746415.1  HD-CE+HSP90                 NZ_JAHYCB010000022.1:34200-53319        GCF_019430945.1     724     ENOYCOADEHYD+3HCDH_N+3HCDH+3HCDH->HD-CE->*HD-CE+HSP90->?->                                                                                                                                                          Rhizobium populisoli                                            Alphaproteobacteria             NZ_JAHYCB010000022.1
WP_209207684.1  HD-CE                       NZ_CP072157.1:175359-189643             GCF_019355735.1     291     BPD_transp_2->Peptidase_M20->*HD-CE->HSP90->                                                                                                                                                                        Rhizobium sp. B230/85                                           Alphaproteobacteria             NZ_CP072157.1
KQZ92149.1      HD-CE+HSP90                 LMGN01000023.1:132275-149658            GCA_001427405.1     923     Beta_elim_lyase->*HD-CE+HSP90->                                                                                                                                                                                     Rhizobium sp. Root564                                           Alphaproteobacteria             LMGN01000023.1
WP_111420059.1  HD-CE+HSP90                 NZ_NPEX01000107.1:2673-16044            GCF_003258865.1     972     META->*HD-CE+HSP90->?->                                                                                                                                                                                             Rhodoplanes roseus                                              Alphaproteobacteria             NZ_NPEX01000107.1
WP_104512619.1  HD-CE+HSP90                 NZ_NRSI01000011.1:155796-169235         GCF_002937155.1     867     Cys_Met_Meta_PP->PAS+GGDEF+EAL->*HD-CE+HSP90->                                                                                                                                                                      Rhodopseudomonas palustris                                      Alphaproteobacteria             NZ_NRSI01000011.1
ABE40592.1      HD-CE+MORC                  CP000283.1:3727093-3742805              GCA_000013685.1     833     *HD-CE+MORC->                                                                                                                                                                                                       Rhodopseudomonas palustris BisB5                                Alphaproteobacteria             CP000283.1
MBI4970064.1    HD-CE+MORC                  JACRPC010000048.1:73569-81216           GCA_016214125.1     506     MazE_antitoxin->PIN->*HD-CE+MORC->                                                                                                                                                                                  Rhodospirillales bacterium                                      Alphaproteobacteria             JACRPC010000048.1
MBI0534710.1    HD-CE+HSP90                 RCVR01000003.1:21970-34898              GCA_016107305.1     981     *HD-CE+HSP90->SLATT->DUF4096->                                                                                                                                                                                      Roseomonas sp. KE2513                                           Alphaproteobacteria             RCVR01000003.1
WP_170550434.1  HD-CE+HSP90                 NZ_WQBD01000002.1:338861-352204         GCF_013031985.1     971     *HD-CE+HSP90->?->                                                                                                                                                                                                   Ruegeria atlantica                                              Alphaproteobacteria             NZ_WQBD01000002.1
WP_170764864.1  HD-CE+HSP90                 NZ_WPZL01000025.1:398-11069             GCF_013031245.1     853     *HD-CE+HSP90->                                                                                                                                                                                                      Ruegeria lacuscaerulensis                                       Alphaproteobacteria             NZ_WPZL01000025.1
AUC52284.1      HD-CE+HSP90                 CP021913.1:690917-702720                GCA_002814095.1     486     Amidase_2+PG_binding_1->?->*HD-CE+HSP90->                                                                                                                                                                           Sagittula sp. P11                                               Alphaproteobacteria             CP021913.1
WP_224888748.1  HD-CE+HSP90                 NZ_JAIVMB010000059.1:1-4429             GCF_020177385.1     1042    *HD-CE+HSP90->HIN-HTH->                                                                                                                                                                                             Salipiger bermudensis                                           Alphaproteobacteria             NZ_JAIVMB010000059.1
WP_164213617.1  HD-CE+HSP90                 NZ_JAAGOZ010000036.1:32861-43095        GCF_010499845.1     882     PSE->*HD-CE+HSP90->                                                                                                                                                                                                 Salipiger sp. PrR007                                            Alphaproteobacteria             NZ_JAAGOZ010000036.1
WP_093019961.1  HD-CE+HSP90                 NZ_FOGE01000024.1:1-19146               GCF_900111125.1     912     DUF6118->SIR2->*HD-CE+HSP90->PSE->Tox-RES->REase+nSTAND3->                                                                                                                                                          Sphingobium sp. YR768                                           Alphaproteobacteria             NZ_FOGE01000024.1
WP_107934279.1  HD-CE+HSP90                 NZ_PZZN01000003.1:579710-593646         GCF_003046295.1     1051    *HD-CE+HSP90->                                                                                                                                                                                                      Sphingomonas aerolata                                           Alphaproteobacteria             NZ_PZZN01000003.1
WP_218149658.1  HD-CE+MORC                  NZ_FOXP01000009.1:1-9835                GCF_900115745.1     866     *HD-CE+MORC->DDE_Tnp_IS240->                                                                                                                                                                                        Sphingomonas rubra                                              Alphaproteobacteria             NZ_FOXP01000009.1
WP_235517024.1  HD-CE+HSP90                 NZ_LMKX01000010.1:312164-327275         GCF_001421685.1     968     *HD-CE+HSP90->SLATT->GDResolvase->                                                                                                                                                                                  Sphingomonas sp. Leaf28                                         Alphaproteobacteria             NZ_LMKX01000010.1
WP_055821718.1  HD-CE+HSP90                 NZ_LMKC01000004.1:287133-300264         GCF_001421355.1     854     GMT-wHTH->*HD-CE+HSP90->                                                                                                                                                                                            Sphingomonas sp. Leaf9                                          Alphaproteobacteria             NZ_LMKC01000004.1
SFO01801.1      HD-CE+HSP90                 FOVZ01000002.1:398504-416354            GCA_900115295.1     1047    *HD-CE+HSP90->DUF4096+DDE_Tnp_1->                                                                                                                                                                                   Sphingomonas sp. OK281                                          Alphaproteobacteria             FOVZ01000002.1
WP_138398742.1  HD-CE+HSP90                 NZ_VAUP01000015.1:474955-485761         GCF_005871085.1     897     *HD-CE+HSP90->                                                                                                                                                                                                      Xanthobacter autotrophicus                                      Alphaproteobacteria             NZ_VAUP01000015.1
WP_014466429.1  HD-CE+HSP90                 NC_017181.1:7546-24886                  GCF_000175255.2     904     ?->*HD-CE+HSP90->TIR_2+NACHT+TPR+CARD->                                                                                                                                                                             Zymomonas mobilis subsp. mobilis ATCC 10988                     Alphaproteobacteria             NC_017181.1
MBN1201936.1    HD-CE+HSP90                 JAFGNU010000060.1:33443-46490           GCA_016926875.1     1032    *HD-CE+HSP90->TIR+UDG->                                                                                                                                                                                             Anaerolineae bacterium                                          Anaerolineae                    JAFGNU010000060.1
MBN8655464.1    HD-CE+HSP90                 JAFLCF010000036.1:5793-23851            GCA_017303735.1     1066    *HD-CE+HSP90->                                                                                                                                                                                                      Anaerolineae bacterium                                          Anaerolineae                    JAFLCF010000036.1
NUQ06021.1      HSP90                       JABWBO010000084.1:7702-23918            GCA_013360465.1     853     TPR-MalT->*HSP90->                                                                                                                                                                                                  Anaerolineae bacterium                                          Anaerolineae                    JABWBO010000084.1
TEU22019.1      HSP90+HSP90                 SOHZ01000029.1:1-11154                  GCA_004377365.1     783     BPD_transp_2->URO-D->*HSP90+HSP90->TPR->                                                                                                                                                                            Anaerolineales bacterium                                        Anaerolineae                    SOHZ01000029.1
RLI78289.1      HD-CE+HSP90                 QMZB01000246.1:216-3659                 GCA_003662925.1     936     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Archaeoglobales archaeon                                        Archaeoglobi                    QMZB01000246.1
HDD35987.1      HD-CE+HSP90                 DQXK01000030.1:1-3669                   GCA_011039865.1     535     *HD-CE+HSP90->                                                                                                                                                                                                      Archaeoglobus veneficus                                         Archaeoglobi                    DQXK01000030.1
MBS1717042.1    HD-CE+HSP90                 JAFDWU010000001.1:967577-982287         GCA_018268315.1     925     *HD-CE+HSP90->                                                                                                                                                                                                      Armatimonadetes bacterium                                       Armatimonadetes                 JAFDWU010000001.1
MBS1718560.1    HD-CE+HSP90                 JAFDWU010000006.1:160826-172222         GCA_018268315.1     892     NTP_transf_2->*HD-CE+HSP90->                                                                                                                                                                                        Armatimonadetes bacterium                                       Armatimonadetes                 JAFDWU010000006.1
PGX55199.1      HD-CE+HSP90                 NUOP01000013.1:4201-17882               GCA_002584475.1     949     YyzF->SPOUT_MTase->*HD-CE+HSP90->Radical_SAM+SPASM->                                                                                                                                                                Bacillus anthracis                                              Bacilli                         NUOP01000013.1
PFL68859.1      HD-CE+HSP90                 NUXH01000048.1:82249-91396              GCA_002566425.1     861     CHTH->*HD-CE+HSP90->                                                                                                                                                                                                Bacillus anthracis                                              Bacilli                         NUXH01000048.1
PDY62148.1      Mrr_cat+HD-CE               NVKV01000168.1:304-9587                 GCA_002550265.1     595     ?->*Mrr_cat+HD-CE->HSP90->                                                                                                                                                                                          Bacillus cereus                                                 Bacilli                         NVKV01000168.1
WP_098635097.1  HD-CE+HSP90                 NZ_NVFI01000004.1:54333-73370           GCF_002569385.1     1160    fvmX6->REase-DndH+DUF87->PSE->*HD-CE+HSP90->DUF4231->DUF4870->                                                                                                                                                      Bacillus mycoides                                               Bacilli                         NZ_NVFI01000004.1
WP_059374470.1  HD-CE+HSP90                 NZ_LKCP01000003.1:17486-32829           GCF_001518755.1     1015    PGM_PMM_I+PGM_PMM_II+PGM_PMM_III+PGM_PMM_IV->GATase_6+SIS+SIS->*HD-CE+HSP90->ABC2_membrane_3->Ribonuc_L-PSP->                                                                                                       Bacillus sp. AM 13(2015)                                        Bacilli                         NZ_LKCP01000003.1
WP_010191746.1  HD-CE+MORC                  NZ_ACPC01000007.1:52032-66468           GCF_000175075.1     872     Cpn10->Cpn60_TCP1->*HD-CE+MORC->?->HTH+Peptidase_M78->                                                                                                                                                              Bacillus sp. m3-13                                              Bacilli                         NZ_ACPC01000007.1
WP_098564016.1  HD-CE+HSP90                 NZ_NUJG01000024.1:27946-45993           GCF_002576765.1     876     HD-CE+HSP90->DUF4231->*HD-CE+HSP90->HD-CE+HSP90->?->                                                                                                                                                                Bacillus thuringiensis                                          Bacilli                         NZ_NUJG01000024.1
EEM50402.1      HD-CE+HSP90                 CM000751.1:5132833-5153044              GCA_000161575.1     1163    ?->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                          Bacillus thuringiensis serovar kurstaki str. T03a001            Bacilli                         CM000751.1
WP_131849338.1  TPR-MalT                    NZ_SLXV01000032.1:9783-21335            GCF_004341445.1     348     HSP90+HSP90->*TPR-MalT->tRNA->                                                                                                                                                                                      Baia soyae                                                      Bacilli                         NZ_SLXV01000032.1
ATF13853.1      HD-CE+HSP90                 CP023474.1:3600044-3611318              GCA_000296715.2     820     *HD-CE+HSP90->                                                                                                                                                                                                      Brevibacillus brevis X23                                        Bacilli                         CP023474.1
WP_123041384.1  HD-CE+HSP90                 NZ_CP033433.1:2637318-2652754           GCF_003713065.1     1062    *HD-CE+HSP90->                                                                                                                                                                                                      Cohnella candidum                                               Bacilli                         NZ_CP033433.1
WP_069937842.1  HD-CE+HSP90                 NZ_MAMP01000012.1:393529-402296         GCF_001750285.1     867     *HD-CE+HSP90->                                                                                                                                                                                                      Domibacillus iocasae                                            Bacilli                         NZ_MAMP01000012.1
WP_131925568.1  TPR-MalT                    NZ_SMAG01000006.1:155366-167566         GCF_004341825.1     355     Gate+FeoB_C+Gate->HSP90->*TPR-MalT->                                                                                                                                                                                Hazenella coriacea                                              Bacilli                         NZ_SMAG01000006.1
WP_191138848.1  TPR-MalT                    NZ_JACXAG020000001.1:791746-802601      GCF_014773435.2     357     HSP90->*TPR-MalT->                                                                                                                                                                                                  Hazenella sp. IB182353                                          Bacilli                         NZ_JACXAG020000001.1
QKG85138.1      TPR-MalT                    CP048104.1:2569126-2578450              GCA_013265585.1     378     TauE->HSP90->*TPR-MalT->                                                                                                                                                                                            Kroppenstedtia pulmonis                                         Bacilli                         CP048104.1
WP_185394113.1  TPR-MalT                    NZ_JAARQE010000002.1:35169-47881        GCF_014223335.1     317     AP_endonuc_2->HSP90->*TPR-MalT->S1->Ribosomal_S7->                                                                                                                                                                  Listeria fleischmannii                                          Bacilli                         NZ_JAARQE010000002.1
EHP2984178.1    TPR-MalT                    ABASSW010000001.1:735866-744213         GCA_018752475.1     322     HSP90->*TPR-MalT->SUKH-SMI1->LMWPc->                                                                                                                                                                                Listeria monocytogenes                                          Bacilli                         ABASSW010000001.1
AVK86839.1      HD-CE+HSP90                 CP027224.1:5467304-5479371              GCA_002973635.1     848     Trypsin+PDZ->YyzF->PSE->*HD-CE+HSP90->                                                                                                                                                                              Lysinibacillus sp. B2A1                                         Bacilli                         CP027224.1
WP_223553443.1  HD-CE+HSP90                 NZ_JAHXYY010000004.1:161481-173460      GCF_019969665.1     839     ?->STY-kinase->*HD-CE+HSP90->Biotin_carb_C->?->                                                                                                                                                                     Lysinibacillus sphaericus                                       Bacilli                         NZ_JAHXYY010000004.1
TKI49797.1      HD-CE+HSP90                 SZPT01000001.1:174849-186152            GCA_005217585.1     834     dUTPase_2->Peptidase_M42->*HD-CE+HSP90->PSE->ZnR->DUF2975->                                                                                                                                                         Lysinibacillus tabacifolii                                      Bacilli                         SZPT01000001.1
WP_051865617.1  HD-CE+MORC                  NZ_JGVU02000006.1:371745-382797         GCF_000708755.2     870     OB_RNB+CSD2+RNASEII+S1->SmpB->tmRNA->*HD-CE+MORC->                                                                                                                                                                  Metabacillus indicus LMG 22858                                  Bacilli                         NZ_JGVU02000006.1
WP_101176495.1  HD-CE+HSP90+ASCH            NZ_PISE01000014.1:44353-61342           GCF_002835805.1     834     ?->HSDR_N_2+N6_Mtase->*HD-CE+HSP90+ASCH->Phage_integrase->                                                                                                                                                          Niallia nealsonii                                               Bacilli                         NZ_PISE01000014.1
WP_188531237.1  HD-CE+HSP90                 NZ_BMGR01000007.1:44790-58769           GCF_014640295.1     843     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Paenibacillus abyssi                                            Bacilli                         NZ_BMGR01000007.1
WP_126013342.1  HD-CE+HSP90                 NZ_CP034437.1:1136030-1157206           GCF_003952225.1     898     SmpB->tmRNA->HD-CE->*HD-CE+HSP90->Phosphonate-bd->IONCHANNEL+HAMP+GGDEF+EAL->                                                                                                                                       Paenibacillus albus                                             Bacilli                         NZ_CP034437.1
WP_127528319.1  HD-CE+HSP90                 NZ_BILU01000199.1:1606-8423             GCF_004000725.1     742     *HD-CE+HSP90->                                                                                                                                                                                                      Paenibacillus alginolyticus DSM 5050 = NBRC 15375               Bacilli                         NZ_BILU01000199.1
WP_134750822.1  HD-CE+HSP90                 NZ_MYFO02000001.1:59624-79685           GCF_004514475.2     763     *HD-CE+HSP90->CBM_6+F5_F8_type_C+CHB_HEX_C_1+Glyco_hydro_16+Fascin->Pentapeptide->                                                                                                                                  Paenibacillus athensensis                                       Bacilli                         NZ_MYFO02000001.1
RAV17820.1      HD-CE+HSP90                 QMFB01000017.1:48684-64664              GCA_003285015.1     819     *HD-CE+HSP90->                                                                                                                                                                                                      Paenibacillus contaminans                                       Bacilli                         QMFB01000017.1
GFN31497.1      TPR-MalT                    BLWM01000013.1:98592-109538             GCA_013391865.1     353     Thioredoxin->HSP90->*TPR-MalT->                                                                                                                                                                                     Paenibacillus curdlanolyticus                                   Bacilli                         BLWM01000013.1
WP_158306271.1  HD-CE+HSP90                 NZ_AEDD01000017.1:26783-34410           GCF_000179615.1     1055    *HD-CE+HSP90->?->?->                                                                                                                                                                                                Paenibacillus curdlanolyticus YK9                               Bacilli                         NZ_AEDD01000017.1
WP_006038402.1  TPR-MalT                    NZ_AEDD01000005.1:419265-435123         GCF_000179615.1     352     HSP90->*TPR-MalT->ABC_tran->FtsX->                                                                                                                                                                                  Paenibacillus curdlanolyticus YK9                               Bacilli                         NZ_AEDD01000005.1
WP_079414463.1  HD-CE+HSP90                 NZ_MBTG01000017.1:157545-172623         GCF_002027705.1     701     ?->HD-CE->*HD-CE+HSP90->AAA_15->                                                                                                                                                                                    Paenibacillus ferrarius                                         Bacilli                         NZ_MBTG01000017.1
WP_120746337.1  HD-CE+HSP90                 NZ_RBAH01000003.1:328486-340493         GCF_003626695.1     1007    Methyltransf_31->DUF6518->*HD-CE+HSP90->                                                                                                                                                                            Paenibacillus ginsengarvi                                       Bacilli                         NZ_RBAH01000003.1
WP_141503289.1  HD-CE                       NZ_SKCD01000022.1:568943-576773         GCF_006542765.1     195     HD-CE->*HD-CE->HSP90->?->                                                                                                                                                                                           Paenibacillus luteus                                            Bacilli                         NZ_SKCD01000022.1
WP_025680918.1  TPR-MalT                    NZ_ASSE01000213.1:5515-21390            GCF_000520695.1     349     B12-binding+RADICAL-SAM+DUF4080->HSP90->*TPR-MalT->GFO_IDH_MocA+GFO_IDH_MocA_C->                                                                                                                                    Paenibacillus massiliensis T7                                   Bacilli                         NZ_ASSE01000213.1
WP_025681829.1  HD-CE+HSP90                 NZ_ASRY01000002.1:83-9988               GCF_000520815.1     823     PSE->SPOUT_MTase->*HD-CE+HSP90->                                                                                                                                                                                    Paenibacillus maysiensis                                        Bacilli                         NZ_ASRY01000002.1
WP_076296186.1  HD-CE+HSP90                 NZ_MKQL01000003.1:40103-58028           GCF_001954375.1     813     *HD-CE+HSP90->Sigma70_r2+Sigma70_r4_2->?->                                                                                                                                                                          Paenibacillus odorifer                                          Bacilli                         NZ_MKQL01000003.1
WP_076297690.1  HD-CE+MORC                  NZ_MKQL01000079.1:28403-39307           GCF_001954375.1     882     *HD-CE+MORC->                                                                                                                                                                                                       Paenibacillus odorifer                                          Bacilli                         NZ_MKQL01000079.1
WP_068682582.1  TPR-MalT                    NZ_LYPA01000051.1:62443-81679           GCF_001675045.1     357     HSP90+HSP90->*TPR-MalT->                                                                                                                                                                                            Paenibacillus oryzae                                            Bacilli                         NZ_LYPA01000051.1
NOU78394.1      HD-CE+HSP90                 WHOB01000018.1:169914-182581            GCA_013141775.1     1017    ?->STY-kinase->*HD-CE+HSP90->                                                                                                                                                                                       Paenibacillus phytohabitans                                     Bacilli                         WHOB01000018.1
WP_233698180.1  HD-CE+HSP90                 NZ_JAJNBZ010000021.1:12457-34184        GCF_021369635.1     844     TRD+TRD->HEPN+SF2-DUF3427A+EcoEI_R_C->*HD-CE+HSP90->?->?->                                                                                                                                                          Paenibacillus profundus                                         Bacilli                         NZ_JAJNBZ010000021.1
UHA74669.1      TPR-MalT                    CP075175.1:1435046-1448757              GCA_021223605.1     352     TRANSGLUTAMINASE->HSP90->*TPR-MalT->                                                                                                                                                                                Paenibacillus sp. 481                                           Bacilli                         CP075175.1
WP_221414123.1  HD-CE+HSP90                 NZ_BFBX01000030.1:45669-53717           GCF_003851045.1     810     *HD-CE+HSP90->                                                                                                                                                                                                      Paenibacillus sp. 598K                                          Bacilli                         NZ_BFBX01000030.1
WP_064639267.1  HD-CE+HSP90                 NZ_LXQN01000007.1:3823896-3843642       GCF_001659845.1     846     *HD-CE+HSP90->Big_12+TIG+TIG+TIG+TIG+SLH->tRNA->REC+OmpR-HTH+ChAPs->                                                                                                                                                Paenibacillus sp. AD87                                          Bacilli                         NZ_LXQN01000007.1
WP_019913167.1  HD-CE+HSP90                 NZ_KB910518.1:4853787-4868508           GCF_000374185.1     1099    ?->Cellulase-like->*HD-CE+HSP90->PMSR+SelR->?->                                                                                                                                                                     Paenibacillus sp. HW567                                         Bacilli                         NZ_KB910518.1
WP_155615678.1  HD-CE+HSP90                 NZ_WNZX01000030.1:1141-6879             GCF_009725115.1     842     ?->Pro_isomerase->*HD-CE+HSP90->                                                                                                                                                                                    Paenibacillus validus                                           Bacilli                         NZ_WNZX01000030.1
WP_124051464.1  HD-CE+HSP90                 NZ_RPHD01000006.1:105129-119044         GCF_003833305.1     828     ?->REase-DUF4143->*HD-CE+HSP90->PSE->HNH->?->                                                                                                                                                                       Priestia endophytica                                            Bacilli                         NZ_RPHD01000006.1
NGY85046.1      HD-CE+HSP90                 JAAMPO010000042.1:90685-109507          GCA_008728575.2     1106    MFS_4->NMO->*HD-CE+HSP90->                                                                                                                                                                                          Priestia megaterium                                             Bacilli                         JAAMPO010000042.1
WP_129542430.1  HD-CE+HSP90                 NZ_CP032530.1:56655-71341               GCF_000334875.3     607     *HD-CE+HSP90->?->?->                                                                                                                                                                                                Priestia megaterium NCT-2                                       Bacilli                         NZ_CP032530.1
WP_111438062.1  HD-CE+HSP90                 NZ_QKZI01000001.1:515857-526809         GCF_003254155.1     824     SLATT_6->SMODS+AGS_C->*HD-CE+HSP90->XIS-HTH->Arm-DNA-bind_4+Phage_int_SAM_5+Phage_integrase->                                                                                                                       Psychrobacillus insolitus                                       Bacilli                         NZ_QKZI01000001.1
WP_073154638.1  TPR-MalT                    NZ_FQVL01000005.1:549-15259             GCF_900129355.1     349     HTH_1+LysR_substrate->HSP90->*TPR-MalT->GHL10->                                                                                                                                                                     Seinonella peptonophila                                         Bacilli                         NZ_FQVL01000005.1
WP_160801544.1  TPR-MalT                    NZ_WUUL01000006.1:172273-181359         GCF_009831235.1     349     HSP90->*TPR-MalT->DinB->ABM->                                                                                                                                                                                       Shimazuella alba                                                Bacilli                         NZ_WUUL01000006.1
CZQ95560.1      HD-CE+HSP90                 FJNE01000005.1:148027-161594            GCA_900067125.1     1169    MFS_1->LRP-HTH+AsnC_trans_reg->*HD-CE+HSP90->DOC->?->                                                                                                                                                               Trichococcus palustris                                          Bacilli                         FJNE01000005.1
WP_087458458.1  TPR-MalT                    NZ_CP021434.1:4472484-4481249           GCF_002162355.1     337     Peptidase_S26->HSP90->*TPR-MalT->                                                                                                                                                                                   Tumebacillus avium                                              Bacilli                         NZ_CP021434.1
MBQ6808381.1    HD-CE+HSP90                 JAFSHU010000089.1:1-4316                GCA_017440145.1     783     LepA_C->*HD-CE+HSP90->?->SpoIIID->                                                                                                                                                                                  Bacillota bacterium                                             Bacillota                       JAFSHU010000089.1
MBR2594039.1    HD-CE+HSP90                 JAFWDD010000065.1:18487-33498           GCA_017534115.1     936     *HD-CE+HSP90->                                                                                                                                                                                                      Bacillota bacterium                                             Bacillota                       JAFWDD010000065.1
MBP2659837.1    HD-CE+HSP90                 JAGFZY010000232.1:1091-5161             GCA_017889665.1     1098    *HD-CE+HSP90->                                                                                                                                                                                                      Bacillota bacterium                                             Bacillota                       JAGFZY010000232.1
MBO2525292.1    Calcineurin-CE+TPR          PITU01000027.1:1-8874                   GCA_017577265.1     490     ?->23S_rRNA_IVP->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->DUF6119->                                                                                                                                                   Bacteroidetes bacterium                                         Bacteroidetes                   PITU01000027.1
MBI3518625.1    HD-CE+HSP90                 JACQAK010000040.1:2124-17323            GCA_016194985.1     1152    DUF349+DUF349+DUF349+DUF349+DUF349->*HD-CE+HSP90->DSBA->DUF3810->                                                                                                                                                   Bacteroidetes bacterium                                         Bacteroidetes                   JACQAK010000040.1
MBS1662289.1    HD-CE+HSP90                 JAFDYG010000357.1:110-15067             GCA_018267545.1     993     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Bacteroidetes bacterium                                         Bacteroidetes                   JAFDYG010000357.1
MBS1663642.1    HD-CE+HSP90                 JAFDYG010000465.1:57109-79861           GCA_018267545.1     1013    Astacin->PspA->*HD-CE+HSP90->*HD-CE+HSP90->                                                                                                                                                                         Bacteroidetes bacterium                                         Bacteroidetes                   JAFDYG010000465.1
MBS1663643.1    HD-CE+HSP90                 JAFDYG010000465.1:57109-79861           GCA_018267545.1     1047    Astacin->PspA->*HD-CE+HSP90->*HD-CE+HSP90->                                                                                                                                                                         Bacteroidetes bacterium                                         Bacteroidetes                   JAFDYG010000465.1
MBI1225882.1    HD-CE+HSP90                 WGNL01000015.1:23498-35247              GCA_016124585.1     902     ?->?->*HD-CE+HSP90->PSE->Synaptojanin->CarboxypepD_reg->                                                                                                                                                            Bacteroidetes bacterium                                         Bacteroidetes                   WGNL01000015.1
MBP1629530.1    HD-CE+HSP90+HU-CCDC81       JAFNAQ010000002.1:179576-194676         GCA_017860275.1     973     VirE_N+VirE->*HD-CE+HSP90+HU-CCDC81->Y1_Tnp->Fer4_13->                                                                                                                                                              Bacteroidetes bacterium                                         Bacteroidetes                   JAFNAQ010000002.1
MCE3226078.1    TPR-MalT                    JAJONO010000006.1:59233-72129           GCA_021323535.1     374     Glyco_hydro_10->HSP90+HSP90->*TPR-MalT->DUF4180->                                                                                                                                                                   Bacteroidetes bacterium                                         Bacteroidetes                   JAJONO010000006.1
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WP_087264156.1  Calcineurin-CE+TPR          NZ_NFHT01000026.1:5827-17810            GCF_002161445.1     475     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                             Alistipes sp. An66                                              Bacteroidia                     NZ_NFHT01000026.1
WP_052180752.1  HD-CE+HSP90                 NZ_JTLD01000015.1:326-8716              GCF_000798815.1     867     LuxR-HTH->*HD-CE+HSP90->                                                                                                                                                                                            Alistipes sp. ZOR0009                                           Bacteroidia                     NZ_JTLD01000015.1
MBR4338270.1    Calcineurin-CE              JAFXXQ010000037.1:78272-92689           GCA_017542145.1     472     ?->?->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                                           Bacteroidaceae bacterium                                        Bacteroidia                     JAFXXQ010000037.1
MBR1377843.1    Calcineurin-CE+TPR          JAFUTG010000008.1:2052-13571            GCA_017484265.1     490     ?->23S_rRNA_IVP->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->?->                                                                                                                                                         Bacteroidaceae bacterium                                        Bacteroidia                     JAFUTG010000008.1
MBQ8969447.1    HD-CE+HSP90                 JAFUAH010000027.1:1-12646               GCA_017464345.1     962     AAA_21->RloB->*HD-CE+HSP90->?->PSE->PSE->PSE->?->                                                                                                                                                                   Bacteroidaceae bacterium                                        Bacteroidia                     JAFUAH010000027.1
MBO5084039.1    HD-CE+HSP90                 JAGAQY010000028.1:1-11628               GCA_017622495.1     1132    ?->N6_N4_Mtase->*HD-CE+HSP90->                                                                                                                                                                                      Bacteroidaceae bacterium                                        Bacteroidia                     JAGAQY010000028.1
HBN04175.1      HD-CE+HSP90                 DOCN01000004.1:40-7206                  GCA_003503875.1     906     TnsD->rve->PSE->*HD-CE+HSP90->?->                                                                                                                                                                                   Bacteroidales bacterium                                         Bacteroidia                     DOCN01000004.1
HBN05733.1      HD-CE+HSP90                 DOCN01000190.1:237-4723                 GCA_003503875.1     791     assembly_gap->?->assembly_gap->DUF3795->*HD-CE+HSP90->assembly_gap->?->assembly_gap->                                                                                                                               Bacteroidales bacterium                                         Bacteroidia                     DOCN01000190.1
MBN2893648.1    HD-CE+HSP90                 JAFGUD010000477.1:105-4117              GCA_016938685.1     904     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Bacteroidales bacterium                                         Bacteroidia                     JAFGUD010000477.1
MBQ3355057.1    HD-CE+HSP90                 JAFQZJ010000033.1:19258-33275           GCA_017405975.1     997     ?->KAP_NTPase->*HD-CE+HSP90->DegT_DnrJ_EryC1->GDP_Man_Dehyd->                                                                                                                                                       Bacteroidales bacterium                                         Bacteroidia                     JAFQZJ010000033.1
MBR4469123.1    HD-CE+HSP90                 JAFYHS010000018.1:83704-100013          GCA_017539045.1     952     DUF1016_N+DUF1016->Methylase_S+TRD->*HD-CE+HSP90->DOC+BirA-HTH->AAA_14+REase-DUF4143->                                                                                                                              Bacteroidales bacterium                                         Bacteroidia                     JAFYHS010000018.1
MBR5911730.1    HD-CE+HSP90                 JAFZIS010000057.1:15753-31160           GCA_017554225.1     858     AT-HTH-HYD2-2->AT-HTH-HYD2-1->*HD-CE+HSP90->HSDR_N_2+SnoC+N6_Mtase->TRD+Methylase_S->                                                                                                                               Bacteroidales bacterium                                         Bacteroidia                     JAFZIS010000057.1
MCD4794112.1    HD-CE+HSP90                 JAIORQ010000071.1:1-6869                GCA_021108035.1     870     *HD-CE+HSP90->                                                                                                                                                                                                      Bacteroidales bacterium                                         Bacteroidia                     JAIORQ010000071.1
MBR5630778.1    HD-CE+HSP90+DOC             JAFYYF010000014.1:40733-52255           GCA_017557685.1     913     *HD-CE+HSP90+DOC->?->                                                                                                                                                                                               Bacteroidales bacterium                                         Bacteroidia                     JAFYYF010000014.1
WP_042371597.1  HD-CE+HSP90                 NZ_CABKTA010000006.1:94103-105235       GCF_902375225.1     805     HTH->Mrr_cat_2->*HD-CE+HSP90->Type_ISP_C->SbcC+CCDC158+SbcC->                                                                                                                                                       Bacteroides neonati                                             Bacteroidia                     NZ_CABKTA010000006.1
MBR4048088.1    HD-CE+HSP90                 JAFXBD010000024.1:10025-28801           GCA_017516795.1     1047    Glyco_hydro_43+GH43_C2->METHYLASE+TaqI_C->*HD-CE+HSP90->                                                                                                                                                            Bacteroides sp.                                                 Bacteroidia                     JAFXBD010000024.1
MBD5328310.1    HD-CE+HSP90                 JAAVDD010000002.1:24613-34926           GCA_014801985.1     1133    ResIII+SF2-DUF3427A+RE_endonuc->N6_N4_Mtase->*HD-CE+HSP90->PSE->                                                                                                                                                    Bacteroides sp.                                                 Bacteroidia                     JAAVDD010000002.1
WP_163214709.1  TPR-MalT                    NZ_QVMJ01000023.1:41625-53403           GCF_010500955.1     360     Sel1+Sel1+Sel1+Sel1+Sel1+Sel1->HSP90->*TPR-MalT->                                                                                                                                                                   Bacteroides sp. 519                                             Bacteroidia                     NZ_QVMJ01000023.1
MBI5540758.1    HD-CE+HSP90                 JACREQ010000061.1:8033-15211            GCA_016218155.1     914     *HD-CE+HSP90->?->PIN_3->                                                                                                                                                                                            Bacteroidia bacterium                                           Bacteroidia                     JACREQ010000061.1
MBL7936342.1    HD-CE+HSP90                 JAEUTR010000456.1:1-14691               GCA_016787365.1     995     Ribonuc_red_sm->ATP-cone+Ribonuc_red_lgN+Ribonuc_red_lgC->*HD-CE+HSP90->ORF6N->TonBC->                                                                                                                              Bacteroidia bacterium                                           Bacteroidia                     JAEUTR010000456.1
MBP6426535.1    HD-CE+HSP90                 JAGNSG010000015.1:21938-36147           GCA_017988185.1     888     POR+POR_N+PFOR_II->TPP_enzyme_C->*HD-CE+HSP90->?->?->                                                                                                                                                               Bacteroidia bacterium                                           Bacteroidia                     JAGNSG010000015.1
MBJ7428609.1    TPR-MalT                    JAEMRS010000363.1:1-2729                GCA_016463205.1     310     HSP90+HSP90->*TPR-MalT->                                                                                                                                                                                            Bacteroidia bacterium                                           Bacteroidia                     JAEMRS010000363.1
WP_055431129.1  Calcineurin-CE+TPR          NZ_BBRU01000567.1:8385-21687            GCF_001431085.1     483     His_kinase->Response_reg+LYTTR->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->HTH->                                                                                                                                        Candidatus Symbiothrix dinenymphae                              Bacteroidia                     NZ_BBRU01000567.1
WP_045026894.1  HD-CE+HSP90                 NZ_JRHC01000001.1:1525484-1542861       GCF_000949475.1     963     *HD-CE+HSP90->                                                                                                                                                                                                      Draconibacterium sediminis                                      Bacteroidia                     NZ_JRHC01000001.1
WP_166201745.1  HD-CE+HSP90                 NZ_CP049858.1:3846045-3860702           GCF_011299335.1     1140    DUF1016_N+DUF1016->?->*HD-CE+HSP90->                                                                                                                                                                                Dysgonomonas sp. HDW5B                                          Bacteroidia                     NZ_CP049858.1
WP_165025904.1  HD-CE+HSP90                 NZ_JAAKEL010000020.1:33376-48128        GCF_011039205.1     994     HEPN->*HD-CE+HSP90->                                                                                                                                                                                                Dysgonomonas sp. ZJ279                                          Bacteroidia                     NZ_JAAKEL010000020.1
MBR2370285.1    HD-CE+HSP90                 JAFVRP010000048.1:11246-27943           GCA_017504215.1     850     *HD-CE+HSP90->Calcineurin-CE->putAbiC->                                                                                                                                                                             Paludibacteraceae bacterium                                     Bacteroidia                     JAFVRP010000048.1
MBR5678231.1    HD-CE+HSP90                 JAFYZR010000101.1:1-9309                GCA_017557345.1     947     ?->Acetyltransf_7->*HD-CE+HSP90->DrHyd->?->                                                                                                                                                                         Paludibacteraceae bacterium                                     Bacteroidia                     JAFYZR010000101.1
MBO7637320.1    HD-CE+HSP90                 JAGCCF010000301.1:1-3427                GCA_017651825.1     923     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Paludibacteraceae bacterium                                     Bacteroidia                     JAGCCF010000301.1
WP_118413715.1  HD-CE+HSP90                 NZ_JAKKXA010000042.1:30790-37283        GCF_021891035.1     985     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Phocaeicola vulgatus                                            Bacteroidia                     NZ_JAKKXA010000042.1
WP_112319653.1  HD-CE+HSP90                 NZ_UATO01000009.1:2054576-2070956       GCF_900454945.1     1140    ?->*HD-CE+HSP90->Cytidylate_kin2->ClpABN-AAA+UVR+ClpABC-AAA->                                                                                                                                                       Porphyromonas cangingivalis                                     Bacteroidia                     NZ_UATO01000009.1
WP_218432004.1  HD-CE+HSP90                 NZ_JAHRGD010000003.1:43736-62120        GCF_019249795.1     988     Sirtuin->?->*HD-CE+HSP90->PSE->DUF2971->?->                                                                                                                                                                         Prevotella copri                                                Bacteroidia                     NZ_JAHRGD010000003.1
WP_218419879.1  HD-CE+HSP90                 NZ_JAHRGH010000016.1:122-7478           GCF_019249805.1     652     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Prevotella copri                                                Bacteroidia                     NZ_JAHRGH010000016.1
WP_089544616.1  HD-CE+HSP90                 NZ_NMPZ01000019.1:69426-76914           GCF_002224675.1     871     ?->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                          Prevotella copri                                                Bacteroidia                     NZ_NMPZ01000019.1
WP_118416805.1  HD-CE+HSP90                                                         GCF_003474655.1     870     ?->?->*HD-CE+HSP90->?->Calcineurin-CE+MuB-ATPase->                                                                                                                                                                  Prevotella copri                                                Bacteroidia                     
WP_153091089.1  HD-CE+HSP90                 NZ_VZAH01000116.1:16629-28349           GCF_009495335.1     1017    DUF86->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                      Prevotella copri                                                Bacteroidia                     NZ_VZAH01000116.1
WP_153089078.1  HD-CE+HSP90                 NZ_VZBG01000079.1:853-12014             GCF_009494805.1     986     NTP_transferase->?->*HD-CE+HSP90->Glyco_tran_WecB->NTP_transf_5->                                                                                                                                                   Prevotella copri                                                Bacteroidia                     NZ_VZBG01000079.1
WP_153092578.1  HD-CE+HSP90                                                         GCF_009494485.1     871     DUF4868->*HD-CE+HSP90->PSE->PSE->RNaseH->                                                                                                                                                                           Prevotella copri                                                Bacteroidia                     
MBS5875818.1    HD-CE+HSP90                 JAHAJW010000032.1:9486-20381            GCA_018372025.1     765     ?->*HD-CE+HSP90->?->                                                                                                                                                                                                Prevotella sp.                                                  Bacteroidia                     JAHAJW010000032.1
MBQ3070464.1    HD-CE+HSP90                 JAFQNC010000012.1:4191-15378            GCA_017396085.1     960     *HD-CE+HSP90->Catalase+Catalase-rel->                                                                                                                                                                               Tidjanibacter sp.                                               Bacteroidia                     JAFQNC010000012.1
MBS1514805.1    HD-CE+HSP90                 JAFDZO010000014.1:62-10182              GCA_018266845.1     1073    *HD-CE+HSP90->Glyco_transf_9->ELFV_dehydrog_N+ELFV_dehydrog->                                                                                                                                                       Bacteroidetes bacterium                                         Bacteroidota                    JAFDZO010000014.1
MBS1902303.1    HD-CE+HSP90                 JAFDZW010000001.1:291949-304901         GCA_018266755.1     867     *HD-CE+HSP90->                                                                                                                                                                                                      Bacteroidetes bacterium                                         Bacteroidota                    JAFDZW010000001.1
WP_212312800.1  HD-CE+HSP90                 NZ_JAGTJY010000008.1:4275-22395         GCF_018195695.1     949     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Achromobacter sp. Marseille-Q0513                               Betaproteobacteria              NZ_JAGTJY010000008.1
RYH33694.1      HD-CE+HSP90                 SDYD01001030.1:1-1600                   GCA_004146305.1     532     *HD-CE+HSP90->                                                                                                                                                                                                      Alcaligenaceae bacterium                                        Betaproteobacteria              SDYD01001030.1
WP_150125145.1  HD-CE+HSP90                 NZ_CP019509.1:1780122-1796308           GCF_002002905.1     1032    *HD-CE+HSP90->                                                                                                                                                                                                      Aquaspirillum sp. LM1                                           Betaproteobacteria              NZ_CP019509.1
WP_076097203.1  HD-CE+HSP90                 NZ_MTHD01000007.1:13397-26279           GCF_001956855.1     853     sCache_like+HISKIN->Bro-N->*HD-CE+HSP90->CreD->Glyco_hydro_3->                                                                                                                                                      Azonexus hydrophilus                                            Betaproteobacteria              NZ_MTHD01000007.1
MBI3714792.1    HD-CE+HSP90                 JACQDY010000040.1:85-6967               GCA_016200885.1     463     ?->ABHYDROLASE->*HD-CE+HSP90->                                                                                                                                                                                      Betaproteobacteria bacterium                                    Betaproteobacteria              JACQDY010000040.1
MBK7645614.1    HD-CE+HSP90                 JADJLT010000001.1:11425-23318           GCA_016709965.1     854     tRNA->tRNA->*HD-CE+HSP90->                                                                                                                                                                                          Betaproteobacteria bacterium                                    Betaproteobacteria              JADJLT010000001.1
OGA48600.1      HD-CE+HSP90                 MERI01000180.1:12552-25990              GCA_001772005.1     856     ACET->AAA_13->*HD-CE+HSP90->TctC->NHase_alpha->                                                                                                                                                                     Betaproteobacteria bacterium RIFCSPLOWO2_12_FULL_62_58          Betaproteobacteria              MERI01000180.1
WP_197425031.1  HD-CE+HSP90                 NZ_CP013111.1:2769550-2793897           GCF_001433395.1     946     PP2A->REase->*HD-CE+HSP90->                                                                                                                                                                                         Bordetella sp. N                                                Betaproteobacteria              NZ_CP013111.1
WP_124846355.1  HD-CE+HSP90                 NZ_QTSC01000001.1:297111-312382         GCF_003858255.1     870     MotB_plug+OmpA->CACHE+HAMP+MA->*HD-CE+HSP90->                                                                                                                                                                       Burkholderia cenocepacia                                        Betaproteobacteria              NZ_QTSC01000001.1
WP_174907963.1  HD-CE+HSP90                 NZ_CADEVI010000008.1:181094-190918      GCF_902830815.1     930     Phage_lysozyme->DUF2514->*HD-CE+HSP90->                                                                                                                                                                             Burkholderia diffusa                                            Betaproteobacteria              NZ_CADEVI010000008.1
WP_143287978.1  HD-CE+HSP90                 NZ_ARZU01000072.1:21843-34051           GCF_001446125.1     948     *HD-CE+HSP90->                                                                                                                                                                                                      Burkholderia pseudomallei RNS3Bp1                               Betaproteobacteria              NZ_ARZU01000072.1
WP_175972508.1  Calcineurin-CE+TPR          NZ_CADFDX010000001.1:54957-72172        GCF_902833135.1     508     CACHE+HAMP+MA->?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                           Burkholderia stabilis                                           Betaproteobacteria              NZ_CADFDX010000001.1
WP_083282032.1  Calcineurin-CE+TPR          NZ_CP016443.1:3051725-3066089           GCF_001742165.1     508     CACHE+HAMP+MA->?->*Calcineurin-CE+TPR->HSP90->                                                                                                                                                                      Burkholderia stabilis                                           Betaproteobacteria              NZ_CP016443.1
WP_151003700.1  HD-CE+MORC                  NZ_CABVPO010000017.1:27125-39031        GCF_902499035.1     862     ?->?->*HD-CE+MORC->                                                                                                                                                                                                 Burkholderia territorii                                         Betaproteobacteria              NZ_CABVPO010000017.1
MBN8491038.1    Calcineurin-CE              JAFLDH010000033.1:8904-23186            GCA_017302505.1     593     N6_Mtase->TRD+TRD->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                              Burkholderiales bacterium                                       Betaproteobacteria              JAFLDH010000033.1
MBE0625786.1    HD-CE+HSP90                 JACZJV010000106.1:13963-24490           GCA_014860355.1     1124    *HD-CE+HSP90->                                                                                                                                                                                                      Burkholderiales bacterium                                       Betaproteobacteria              JACZJV010000106.1
WP_081889558.1  HD-CE+HSP90                 NZ_JNFG01000027.1:42091-55951           GCF_000729995.1     1034    *HD-CE+HSP90->?->                                                                                                                                                                                                   Caballeronia sordidicola                                        Betaproteobacteria              NZ_JNFG01000027.1
RFC32914.1      HD-CE+HSP90                 QFXG01000026.1:129884-141291            GCA_003402285.1     862     Unstab_antitox->RelE-ParE->*HD-CE+HSP90->PP_kinase_N+PP_kinase+PP_kinase_C_1+PP_kinase_C->OprB->                                                                                                                    Candidatus Nitrotoga sp. SPKER                                  Betaproteobacteria              QFXG01000026.1
WP_087083000.1  HD-CE+HSP90                 NZ_BDQJ01000001.1:2349382-2358044       GCF_002157685.1     862     *HD-CE+HSP90->                                                                                                                                                                                                      Comamonas thiooxydans                                           Betaproteobacteria              NZ_BDQJ01000001.1
WP_208583294.1  HD-CE+HSP90                 NZ_JAGFTW010000061.1:50100-65205        GCF_017598945.1     1001    TauE->*HD-CE+HSP90->                                                                                                                                                                                                Cupriavidus gilardii                                            Betaproteobacteria              NZ_JAGFTW010000061.1
WP_084382659.1  HD-CE+HSP90                 NZ_BCWP01000004.1:25-7698               GCF_001592265.1     849     tRNA-synt_1c+tRNA-synt_1c_C->*HD-CE+HSP90->NTP_transf_9->?->                                                                                                                                                        Curvibacter delicatus NBRC 14919                                Betaproteobacteria              NZ_BCWP01000004.1
NVD69158.1      HD-CE+HSP90                 JABWEF010000001.1:233769-245417         GCA_013369445.1     858     Classical-AAA+Peptidase_M41->tRNA->Arm-DNA-bind_3->*HD-CE+HSP90->rve_3->                                                                                                                                            Duganella sp. BJB1802                                           Betaproteobacteria              JABWEF010000001.1
WP_081769038.1  Calcineurin-CE+TPR          NZ_CBXX010000058.1:217-16117            GCF_000577615.1     483     DUF4011+AAA_11+AAA_12+MTES_1575+WGR->?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                     Herbaspirillum sp. RV1423                                       Betaproteobacteria              NZ_CBXX010000058.1
PHV07286.1      HD-CE+HSP90                 PDZP01000006.1:1743-11175               GCA_002735605.1     869     *HD-CE+HSP90->                                                                                                                                                                                                      Janthinobacterium sp. BJB412                                    Betaproteobacteria              PDZP01000006.1
WP_026182528.1  HD-CE+HSP90                 NZ_AQXU01000021.1:176783-190973         GCF_000376945.1     1024    ALS_ss_C->IlvN+IlvC->*HD-CE+HSP90->                                                                                                                                                                                 Leeia oryzae DSM 17879                                          Betaproteobacteria              NZ_AQXU01000021.1
WP_182990148.1  Calcineurin-CE+TPR          NZ_CP050451.1:505678-522987             GCF_014171595.1     489     RNA_pol_Rpb2_1+RNA_pol_Rpb2_3+RNA_pol_Rpb2_45+RNA_pol_Rpb2_6+RNA_pol_Rpb2_7->RNA_pol_Rpb1_1+RNA_pol_Rpb1_2+RNA_pol_Rpb1_3+RNA_pol_Rpb1_4+RNA_pol_Rpb1_5->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->RNA_pol_Rpb1_5->    Massilia sp. Se16.2.3                                           Betaproteobacteria              NZ_CP050451.1
WP_232411310.1  HD-CE+HSP90                 NZ_KB910519.1:1858712-1872577           GCF_000374225.1     814     adh_short_C2->DUF2726->*HD-CE+HSP90->                                                                                                                                                                               Methylophilus sp. 1                                             Betaproteobacteria              NZ_KB910519.1
WP_047534305.1  Calcineurin-CE              NZ_JUGE01000001.1:1780947-1794807       GCF_000799155.1     489     GNTR-HTH+Aminotran_1_2->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                         Methylotenera sp. N17                                           Betaproteobacteria              NZ_JUGE01000001.1
OWQ45930.1      HD-CE+HSP90                 NIOE01000010.1:57156-69622              GCA_002205125.1     849     *HD-CE+HSP90->?->                                                                                                                                                                                                   Mitsuaria noduli                                                Betaproteobacteria              NIOE01000010.1
WP_004179144.1  HD-CE+MORC                  NZ_CP021106.3:2725458-2741206           GCF_000355765.4     887     Proton_antipo_M->Proton_antipo_M->*HD-CE+MORC->                                                                                                                                                                     Nitrosospira lacus                                              Betaproteobacteria              NZ_CP021106.3
WP_074771442.1  HD-CE+HSP90                 NZ_FNKP01000003.1:247326-260856         GCF_900099835.1     1030    NMT1->?->*HD-CE+HSP90->                                                                                                                                                                                             Paraburkholderia fungorum                                       Betaproteobacteria              NZ_FNKP01000003.1
WP_186308697.1  Calcineurin-CE+TPR          NZ_CAAJGM010000239.1:5890-16898         GCF_900996235.1     479     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                             Paraburkholderia sp. BCC1885                                    Betaproteobacteria              NZ_CAAJGM010000239.1
OHC72819.1      HD-CE+HSP90                 MHZX01000011.1:10-9714                  GCA_001828935.1     869     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Rhodocyclales bacterium RIFCSPLOWO2_02_FULL_63_24               Betaproteobacteria              MHZX01000011.1
WP_153114990.1  HD-CE+HSP90                 NZ_JACIGE010000001.1:391070-410365      GCF_014197755.1     1027    ?->TLP1_add_C->*HD-CE+HSP90->AAA_13->                                                                                                                                                                               Rhodocyclus tenuis                                              Betaproteobacteria              NZ_JACIGE010000001.1
MBP7493540.1    HD-CE+HSP90                 JAGODZ010000297.1:1-3735                GCA_017997975.1     895     PSE->*HD-CE+HSP90->Transgly->                                                                                                                                                                                       Rhodoferax sp.                                                  Betaproteobacteria              JAGODZ010000297.1
WP_092755629.1  HD-CE+HSP90                 NZ_FNJA01000001.1:667278-686903         GCF_900104385.1     855     Proteasome->Biotin_lipoyl+Pyr_redox_2+Pyr_redox_dim->*HD-CE+HSP90->PSE->Gln-synt_N+Gln-synt_C->Aminotran_3->                                                                                                        Rhodoferax sp. OV413                                            Betaproteobacteria              NZ_FNJA01000001.1
WP_227334424.1  HD-CE+HSP90                 NZ_JAJCTH010000031.1:10036-16578        GCF_020594515.1     886     *HD-CE+HSP90->                                                                                                                                                                                                      Rhodoferax sp. U2-2l                                            Betaproteobacteria              NZ_JAJCTH010000031.1
WP_212686743.1  HD-CE+MORC                  NZ_JAGSPN010000002.1:223641-236977      GCF_018139685.1     833     Lipoprotein_9->DUF2214->*HD-CE+MORC->                                                                                                                                                                               Undibacterium luofuense                                         Betaproteobacteria              NZ_JAGSPN010000002.1
WP_126129327.1  HD-CE+MORC                  NZ_CP034464.1:4421002-4441501           GCF_003955735.1     867     Tim44->*HD-CE+MORC->                                                                                                                                                                                                Undibacterium parvum                                            Betaproteobacteria              NZ_CP034464.1
WP_189355158.1  HD-CE+HSP90                 NZ_BMYU01000001.1:237015-252586         GCF_014652435.1     1008    Phage_int_SAM_1+Phage_integrase->*HD-CE+HSP90->                                                                                                                                                                     Undibacterium squillarum                                        Betaproteobacteria              NZ_BMYU01000001.1
GHD81686.1      Calcineurin-CE+TPR          BMYP01000056.1:227-9667                 GCA_014652335.1     456     ?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->?->                                                                                                                                                                       Vogesella fluminis                                              Betaproteobacteria              BMYP01000056.1
WP_189354739.1  Calcineurin-CE+TPR          NZ_BMYP01000056.1:227-10293             GCF_014652335.1     479     ?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->Peptidase_C39+ABC_membrane+ABC_tran->                                                                                                                                     Vogesella fluminis                                              Betaproteobacteria              NZ_BMYP01000056.1
MBO5631143.1    HD-CE+HSP90                 JAGAGC010001021.1:1-1761                GCA_017627815.1     586     *HD-CE+HSP90->                                                                                                                                                                                                      Aeriscardovia sp.                                               Bifidobacteriales               JAGAGC010001021.1
MBD0372074.1    TPR-MalT                    JACVRN010000068.1:263-13615             GCA_014534425.1     370     ?->HSP90->*TPR-MalT->Abhydrolase_1->?->                                                                                                                                                                             Pyrinomonadaceae bacterium                                      Blastocatellia                  JACVRN010000068.1
MBY0503255.1    HD-CE+HSP90                 JAIEMJ010000005.1:82097-96352           GCA_019752335.1     1088    DUF305->?->*HD-CE+HSP90->                                                                                                                                                                                           Bryobacteraceae bacterium                                       Bryobacterales                  JAIEMJ010000005.1
MBL8233758.1    HD-CE+HSP90                 JAEUQE010000303.1:40-8479               GCA_016789785.1     1127    *HD-CE+HSP90->                                                                                                                                                                                                      Bryobacterales bacterium                                        Bryobacterales                  JAEUQE010000303.1
WP_194450200.1  HD-CE+HSP90                 NZ_CP063849.1:214168-230875             GCF_015277775.1     1084    Oxidored_q6->NiFeSe_Hases->*HD-CE+HSP90->                                                                                                                                                                           Paludibaculum fermentans                                        Bryobacterales                  NZ_CP063849.1
HDD71384.1      HD-CE+HSP90                 DQZH01000010.1:1-1941                   GCA_011039595.1     646     *HD-CE+HSP90->                                                                                                                                                                                                      Candidatus Aenigmarchaeota archaeon                             Candidatus Aenigmarchaeota      DQZH01000010.1
ODS36312.1      HD-CE+HSP90                 MCBE01000254.1:364-14128                GCA_001723845.1     963     *HD-CE+HSP90->?->                                                                                                                                                                                                   Candidatus Altiarchaeales archaeon WOR_SM1_SCG                  Candidatus Altiarchaeales       MCBE01000254.1
UCH95369.1      HD-CE+HSP90                 CP070627.1:189023-202298                GCA_020355945.1     881     DUF6516->HD-CE->*HD-CE+HSP90->                                                                                                                                                                                      Candidatus Aminicenantes bacterium                              Candidatus Aminicenantes        CP070627.1
TET19292.1      Calcineurin-CE+TPR          SOJZ01000031.1:37079-48962              GCA_004376295.1     501     IMPDH+CBS->LRP-HTH->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                         Candidatus Bathyarchaeota archaeon                              Candidatus Bathyarchaeota       SOJZ01000031.1
RLI18561.1      HD-CE+HSP90                 QMXW01000071.1:207-3177                 GCA_003662345.1     892     *HD-CE+HSP90->?->                                                                                                                                                                                                   Candidatus Bathyarchaeota archaeon                              Candidatus Bathyarchaeota       QMXW01000071.1
MBN1594072.1    HD-CE+HSP90                 JAFGIT010000393.1:9909-15828            GCA_016929465.1     766     *HD-CE+HSP90->?->                                                                                                                                                                                                   Candidatus Coatesbacteria bacterium                             Candidatus Coatesbacteria       JAFGIT010000393.1
MBL7646832.1    HD-CE+HSP90                 JAEUWI010000018.1:46662-71169           GCA_016791475.1     1040    BetaPropeller->Peptidase_M48_N+Peptidase_M48->*HD-CE+HSP90->Clp_N+Clp_N+ClpABN-AAA+ClpABC-AAA->                                                                                                                     Candidatus Hydrogenedentes bacterium                            Candidatus Hydrogenedentes      JAEUWI010000018.1
MBX7259338.1    HD-CE+HSP90                 JAIBAQ010000233.1:217-7971              GCA_019695095.1     1030    *HD-CE+HSP90->                                                                                                                                                                                                      Candidatus Hydrogenedentes bacterium                            Candidatus Hydrogenedentes      JAIBAQ010000233.1
HIJ72864.1      HSP90+HSP90                 DUZM01000023.1:593-11087                GCA_013349485.1     784     DUF4139->TPR+TPR_19->*HSP90+HSP90->TPR+TPR_12->                                                                                                                                                                     Candidatus Hydrogenedentes bacterium                            Candidatus Hydrogenedentes      DUZM01000023.1
MBI4558827.1    HSP90+Nuc_deoxyrib_tr       JACQVH010000192.1:19195-33660           GCA_016209895.1     794     *HSP90+Nuc_deoxyrib_tr->TPR+TPR+TPR->TPR_7+TPR+TPR+TPR->                                                                                                                                                            Candidatus Hydrogenedentes bacterium                            Candidatus Hydrogenedentes      JACQVH010000192.1
OGG93299.1      HD-CE+HSP90                 MFNE01000052.1:93581-104920             GCA_001783695.1     930     *HD-CE+HSP90->                                                                                                                                                                                                      Candidatus Lambdaproteobacteria bacterium RIFOXYD2_FULL_50_16   Candidatus Lambdaproteobacteria MFNE01000052.1
OGH03643.1      HD-CE+HSP90                 MFNF01000013.1:1687-8079                GCA_001783715.1     930     *HD-CE+HSP90->                                                                                                                                                                                                      Candidatus Lambdaproteobacteria bacterium RIFOXYD2_FULL_56_26   Candidatus Lambdaproteobacteria MFNF01000013.1
OLS14921.1      HD-CE+HSP90                 MBAA01000085.1:142-12445                GCA_001940655.1     1049    *HD-CE+HSP90->?->                                                                                                                                                                                                   Candidatus Lokiarchaeota archaeon CR_4                          Candidatus Lokiarchaeota        MBAA01000085.1
VUT25735.1      HD-CE+HSP90                 CABGHG010000081.1:1559-7495             GCA_902158735.1     975     HsdM_N+N6_Mtase->HATPase_c_4+HTH_24->*HD-CE+HSP90->                                                                                                                                                                 Candidatus Methanolliviera sp. GoM_oil                          Candidatus Methanoliparia       CABGHG010000081.1
MBX9567982.1    TPR-MalT                    JAIEQI010000015.1:187-10367             GCA_019747875.1     376     DDE_Tnp_ISL3->HSP90->*TPR-MalT->?->                                                                                                                                                                                 Candidatus Obscuribacterales bacterium                          Candidatus Obscuribacterales    JAIEQI010000015.1
MXZ01839.1      Calcineurin-CE+TPR          VXTF01000695.1:522-7864                 GCA_009837625.1     594     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->Pentapeptide+Pentapeptide->                                                                                                                                                  Candidatus Poribacteria bacterium                               Candidatus Poribacteria         VXTF01000695.1
MAF12853.1      HD-CE                       NYZG01000415.1:1-11854                  GCA_002687025.1     369     *HD-CE->HSP90->                                                                                                                                                                                                     Candidatus Poribacteria bacterium                               Candidatus Poribacteria         NYZG01000415.1
MAF08894.1      HD-CE+HSP90                 NYZG01000008.1:6993-16188               GCA_002687025.1     482     *HD-CE+HSP90->                                                                                                                                                                                                      Candidatus Poribacteria bacterium                               Candidatus Poribacteria         NYZG01000008.1
MAF10963.1      HD-CE+HSP90                 NYZG01000212.1:7366-13927               GCA_002687025.1     693     ?->PIN->*HD-CE+HSP90->                                                                                                                                                                                              Candidatus Poribacteria bacterium                               Candidatus Poribacteria         NYZG01000212.1
MBM3216750.1    HD-CE+HSP90                 VGLH01000187.1:211-5667                 GCA_016866785.1     851     TIMbarrel->*HD-CE+HSP90->                                                                                                                                                                                           Candidatus Poribacteria bacterium                               Candidatus Poribacteria         VGLH01000187.1
MBR6961893.1    HD-CE+HSP90                 JAFWSJ010000017.1:1-5666                GCA_017524405.1     526     MMR_HSR1->?->*HD-CE+HSP90->                                                                                                                                                                                         Candidatus Saccharibacteria bacterium                           Candidatus Saccharibacteria     JAFWSJ010000017.1
MBR6123223.1    HD-CE+HSP90+CDC27           JAFXYS010000091.1:316-4412              GCA_017541625.1     1092    ?->*HD-CE+HSP90+CDC27->                                                                                                                                                                                             Candidatus Saccharibacteria bacterium                           Candidatus Saccharibacteria     JAFXYS010000091.1
WP_151970219.1  TPR-MalT                    NZ_AP019860.1:6163131-6193536           GCF_009002475.1     362     *TPR-MalT->                                                                                                                                                                                                         Candidatus Uabimicrobium amorphum                               Candidatus Uabimicrobiia        NZ_AP019860.1
WP_113614290.1  HD-CE+HSP90                 NZ_QFFJ01000001.1:927066-937929         GCF_003308995.1     1056    *HD-CE+HSP90->                                                                                                                                                                                                      Chitinophaga flava                                              Chitinophagia                   NZ_QFFJ01000001.1
WP_169227533.1  HD-CE+HSP90                 NZ_JABBGC010000003.1:358017-372877      GCF_012927205.1     947     MNS->?->*HD-CE+HSP90->                                                                                                                                                                                              Chitinophaga fulva                                              Chitinophagia                   NZ_JABBGC010000003.1
WP_089910543.1  HD-CE+HSP90                 NZ_FOBB01000002.1:950797-968980         GCF_900109685.1     1069    FecR+DUF4974->?->*HD-CE+HSP90->                                                                                                                                                                                     Chitinophaga rupis                                              Chitinophagia                   NZ_FOBB01000002.1
WP_153659655.1  HD-CE+HSP90                 NZ_WJFD01000001.1:2836903-2850587       GCF_009647655.1     811     ?->AAA_13->*HD-CE+HSP90->?->Reg_prop+Reg_prop->                                                                                                                                                                     Chitinophaga sp. SYP-B3965                                      Chitinophagia                   NZ_WJFD01000001.1
WP_198315508.1  HD-CE+HSP90                 NZ_WRXN01000001.1:1415250-1429127       GCF_009758205.1     798     Imm-SUKH-SMI1->MaoC_dehydratas->*HD-CE+HSP90->?->                                                                                                                                                                   Chitinophaga tropicalis                                         Chitinophagia                   NZ_WRXN01000001.1
MBK8086733.1    Calcineurin-CE+TPR          JADJPV010000001.1:295552-311756         GCA_016713085.1     491     cNMP_binding+CRP-HTH->?->PSE->*Calcineurin-CE+TPR->HSP90->HSP90+HSP90-CTDs->                                                                                                                                        Chitinophagaceae bacterium                                      Chitinophagia                   JADJPV010000001.1
MBD0331731.1    HD-CE+HSP90                 JACVRT010000087.1:1-5971                GCA_014534275.1     1066    *HD-CE+HSP90->                                                                                                                                                                                                      Chitinophagaceae bacterium                                      Chitinophagia                   JACVRT010000087.1
RYZ21535.1      HD-CE+HSP90                 SEAK01000079.1:26-11177                 GCA_004173845.1     1054    *HD-CE+HSP90->?->                                                                                                                                                                                                   Chitinophagaceae bacterium                                      Chitinophagia                   SEAK01000079.1
MBK7884284.1    TPR-MalT                    JADJOC010000009.1:412587-432873         GCA_016713965.1     366     ?->HSP90+HSP90->*TPR-MalT->PSE->PSE->                                                                                                                                                                               Chitinophagaceae bacterium                                      Chitinophagia                   JADJOC010000009.1
MBN8666136.1    HD-CE+HSP90                 JAFLBJ010000001.1:345179-359857         GCA_017303415.1     898     ?->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                          Chitinophagales bacterium                                       Chitinophagia                   JAFLBJ010000001.1
NOT90275.1      HD-CE+HSP90                 JABFRP010000001.1:235058-257377         GCA_013141115.1     800     SASA->*HD-CE+HSP90->PSE->                                                                                                                                                                                           Ferruginibacter sp.                                             Chitinophagia                   JABFRP010000001.1
NOT93825.1      HD-CE+HSP90                 JABFRP010000003.1:614466-627292         GCA_013141115.1     676     YWFCY+VirD4-TraG->HD-CE->*HD-CE+HSP90->                                                                                                                                                                             Ferruginibacter sp.                                             Chitinophagia                   JABFRP010000003.1
WP_129005556.1  HD-CE+HSP90                 NZ_SDHZ01000004.1:179440-190983         GCF_004118675.1     877     ?->XIS-HTH->*HD-CE+HSP90->                                                                                                                                                                                          Filimonas effusa                                                Chitinophagia                   NZ_SDHZ01000004.1
MBL7767506.1    HD-CE+HSP90                 JAEUVF010000003.1:10959-33716           GCA_016787265.1     1014    ?->*HD-CE+HSP90->                                                                                                                                                                                                   Flavipsychrobacter sp.                                          Chitinophagia                   JAEUVF010000003.1
MBL7718377.1    HD-CE+HSP90                 JAEUVZ010000026.1:10110-22572           GCA_016786665.1     999     *HD-CE+HSP90->                                                                                                                                                                                                      Flavipsychrobacter sp.                                          Chitinophagia                   JAEUVZ010000026.1
MBX2904454.1    HD-CE+HSP90                 JAHBTQ010000001.1:74714-89216           GCA_019638495.1     964     *HD-CE+HSP90->CNMP->YiaAB+YiaAB->                                                                                                                                                                                   Taibaiella sp.                                                  Chitinophagia                   JAHBTQ010000001.1
NHQ60112.1      HD-CE+HSP90                 JAAORA010000002.1:483879-496827         GCA_011601315.1     1175    ?->AbiEii->*HD-CE+HSP90->?->                                                                                                                                                                                        Candidatus Chlorobium masyuteum                                 Chlorobia                       JAAORA010000002.1
TLU83499.1      HD-CE+HSP90                 SZXW01000010.1:906468-919314            GCA_005862285.1     756     HATPase_c+Response_reg+Response_reg+HPT->DNA_pol_B_exo2->PSE->*HD-CE+HSP90->                                                                                                                                        Chlorobium sp.                                                  Chlorobia                       SZXW01000010.1
MBO8092264.1    HD-CE+HSP90                 JAGGNF010000002.1:245335-254284         GCA_017655175.1     811     DUF6338->?->*HD-CE+HSP90->                                                                                                                                                                                          Prosthecochloris sp.                                            Chlorobia                       JAGGNF010000002.1
WP_139455984.1  HD-CE+HSP90                 NZ_VDCH01000002.1:65002-78553           GCF_006265165.1     1064    DUF21+CBS->*HD-CE+HSP90->AhpC-TSA->NDK->                                                                                                                                                                            Chlorobaculum thiosulfatiphilum                                 Chlorobiia                      NZ_VDCH01000002.1
MYD48410.1      Calcineurin-CE+TPR          VXLO01000032.1:776-10258                GCA_009841575.1     476     ?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->PDH->                                                                                                                                                                     Chloroflexi bacterium                                           Chloroflexi                     VXLO01000032.1
MXZ92425.1      Calcineurin-CE+TPR          VXTR01000075.1:174181-183663            GCA_009837355.1     476     ?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->PDH->                                                                                                                                                                     Chloroflexi bacterium                                           Chloroflexi                     VXTR01000075.1
MBI2906979.1    HD-CE+HSP90                 JACPQD010000023.1:4713-12636            GCA_016190665.1     1139    ?->MXAN4097-ATPgrasp+HTH->*HD-CE+HSP90->DUF5678->?->                                                                                                                                                                Chloroflexi bacterium                                           Chloroflexi                     JACPQD010000023.1
TAK30625.1      HD-CE+HSP90                 SCTZ01000190.1:18151-33157              GCA_004297765.1     991     HsdM_N+N6_Mtase->?->*HD-CE+HSP90->HigB-like_toxin->HTH+MPtase-IrrE->                                                                                                                                                Chloroflexi bacterium                                           Chloroflexi                     SCTZ01000190.1
MBO9368947.1    HSP90+HSP90+Nuc_deoxyrib_tr JAGHYK010000153.1:1-6077                GCA_017743695.1     836     TPR_12+TPR->HSP90->*HSP90+HSP90+Nuc_deoxyrib_tr->TPR->                                                                                                                                                              Chloroflexi bacterium                                           Chloroflexi                     JAGHYK010000153.1
NOK84385.1      HD-CE+HSP90                 WYDX01000016.1:174000-188180            GCA_013122385.1     980     MFS_3->DJ-1_PfpI->*HD-CE+HSP90->?->                                                                                                                                                                                 Chloroflexi bacterium AL-W                                      Chloroflexi                     WYDX01000016.1
NJO92435.1      HD-CE+HSP90                 JAAUQX010000875.1:147-3379              GCA_012033395.1     627     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Chloroflexia bacterium                                          Chloroflexia                    JAAUQX010000875.1
ABX07008.1      HSP90+HSP90                 CP000875.1:5583196-5598006              GCA_000018565.1     838     ?->HSP90+HSP90->*HSP90+HSP90->                                                                                                                                                                                      Herpetosiphon aurantiacus DSM 785                               Chloroflexia                    CP000875.1
WP_172454965.1  HD-CE+HSP90                 NZ_JANJZD010000004.1:276885-283959      GCF_024623325.1     498     AAA_21->HD-CE->*HD-CE+HSP90->                                                                                                                                                                                       Acetatifactor muris                                             Clostridia                      NZ_JANJZD010000004.1
WP_066538319.1  HD-CE+HSP90                 NZ_CP021422.1:3349327-3359595           GCF_002201475.1     582     ?->Cellulase->*HD-CE+HSP90->?->                                                                                                                                                                                     Acutalibacter muris                                             Clostridia                      NZ_CP021422.1
WP_217959991.1  HD-CE+HSP90                 NZ_CAJTCQ010000014.1:1-7758             GCF_910574985.1     1022    PSE->*HD-CE+HSP90->?->?->                                                                                                                                                                                           Acutalibacter muris                                             Clostridia                      NZ_CAJTCQ010000014.1
WP_147363092.1  HD-CE+HSP90                 NZ_QRNJ01000089.1:6850-12367            GCF_003473385.1     584     SLATT_4->SLATT->*HD-CE+HSP90->                                                                                                                                                                                      Anaerobutyricum hallii                                          Clostridia                      NZ_QRNJ01000089.1
WP_073282149.1  HD-CE+HSP90                 NZ_FRCP01000005.1:432282-444966         GCF_900142955.1     1023    ?->Aconitase+Aconitase_C->*HD-CE+HSP90->Tn916-Xis->?->                                                                                                                                                              Anaerosporobacter mobilis DSM 15930                             Clostridia                      NZ_FRCP01000005.1
WP_192926047.1  HD-CE+HSP90                 NZ_WWVR01000038.1:8299-26193            GCF_009883055.1     1354    ?->SLATT->*HD-CE+HSP90->                                                                                                                                                                                            Blautia sp. BIOML-A1                                            Clostridia                      NZ_WWVR01000038.1
CDE67572.1      HD-CE+HSP90                 FR900767.1:1209-13511                   GCA_000438275.1     1257    ?->HTH->*HD-CE+HSP90->AAA_21->?->                                                                                                                                                                                   Blautia sp. CAG:37                                              Clostridia                      FR900767.1
WP_173720619.1  HD-CE+HSP90                 NZ_JAAIPB010000021.1:37596-58645        GCF_013301875.1     1526    ?->?->*HD-CE+HSP90->?->?->?->?->*RVT+HD-CE->                                                                                                                                                                        Blautia wexlerae                                                Clostridia                      NZ_JAAIPB010000021.1
WP_173720614.1  RVT+HD-CE                   NZ_JAAIPB010000021.1:37596-58645        GCF_013301875.1     1203    ?->?->*HD-CE+HSP90->?->?->?->?->*RVT+HD-CE->                                                                                                                                                                        Blautia wexlerae                                                Clostridia                      NZ_JAAIPB010000021.1
WP_025579545.1  HD-CE+HSP90                 NZ_AXVN01000044.1:1-14217               GCF_000484655.1     1157    ?->?->*HD-CE+HSP90->HTH->Tox-ART-RSE+SLATT->                                                                                                                                                                        Blautia wexlerae DSM 19850                                      Clostridia                      NZ_AXVN01000044.1
MBS5145664.1    TPR-MalT                    JAGZIY010000017.1:29893-52956           GCA_018365995.1     375     HSP90+BRD2C->*TPR-MalT->TPR-MalT->*TPR-MalT->*TPR-MalT->Intg_mem_TP0381->                                                                                                                                           Butyricicoccus pullicaecorum                                    Clostridia                      JAGZIY010000017.1
MBS5145665.1    TPR-MalT                    JAGZIY010000017.1:29893-52956           GCA_018365995.1     365     HSP90+BRD2C->*TPR-MalT->TPR-MalT->*TPR-MalT->*TPR-MalT->Intg_mem_TP0381->                                                                                                                                           Butyricicoccus pullicaecorum                                    Clostridia                      JAGZIY010000017.1
MBS5145667.1    TPR-MalT                    JAGZIY010000017.1:29893-52956           GCA_018365995.1     355     HSP90+BRD2C->*TPR-MalT->TPR-MalT->*TPR-MalT->*TPR-MalT->Intg_mem_TP0381->                                                                                                                                           Butyricicoccus pullicaecorum                                    Clostridia                      JAGZIY010000017.1
MBE5833970.1    HD-CE+HSP90                 SVGC01000008.1:98113-110173             GCA_015056495.1     1097    HEPN_AbiU2->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                 Butyrivibrio sp.                                                Clostridia                      SVGC01000008.1
HJC45394.1      HD-CE+HSP90                 DWWN01000033.1:28866-35809              GCA_019119685.1     729     NiFeSe_Hases+Complex1_49kDa->Ferredoxin-RRM+Ferredoxin-RRM->PSE->*HD-CE+HSP90->                                                                                                                                     Candidatus Faecalibacterium faecigallinarum                     Clostridia                      DWWN01000033.1
HIX47869.1      HD-CE+HSP90                 DXFA01000044.1:1-12606                  GCA_019114685.1     1064    *HD-CE+HSP90->PBPI->                                                                                                                                                                                                Candidatus Mediterraneibacter caccavium                         Clostridia                      DXFA01000044.1
HIZ13516.1      HD-CE+HSP90                 DXCD01000165.1:1-2573                   GCA_019116185.1     738     rRNA->*HD-CE+HSP90->                                                                                                                                                                                                Candidatus Mediterraneibacter stercorigallinarum                Clostridia                      DXCD01000165.1
WP_013655404.1  HD-CE+HSP90                 NC_015275.1:444448-457630               GCF_000178835.2     1159    ACT_7->HAD_2->*HD-CE+HSP90->?->REC+OmpR-HTH->                                                                                                                                                                       Cellulosilyticum lentocellum DSM 5427                           Clostridia                      NC_015275.1
MBQ2604405.1    HD-CE+HSP90                 JAFPLH010000064.1:1-5787                GCA_017402845.1     833     *HD-CE+HSP90->                                                                                                                                                                                                      Clostridia bacterium                                            Clostridia                      JAFPLH010000064.1
MBR0414590.1    HD-CE+HSP90                 JAFRJB010000075.1:16642-29892           GCA_017432485.1     1155    AAA_14+DUF4143->*HD-CE+HSP90->                                                                                                                                                                                      Clostridia bacterium                                            Clostridia                      JAFRJB010000075.1
MBQ9534325.1    HD-CE+HSP90                 JAFTDT010000007.1:37-13771              GCA_017453985.1     974     PMSR->*HD-CE+HSP90->                                                                                                                                                                                                Clostridia bacterium                                            Clostridia                      JAFTDT010000007.1
MBR2954381.1    HD-CE+HSP90                 JAFVXV010000047.1:3657-17703            GCA_017500965.1     1094    *HD-CE+HSP90->?->DOC->                                                                                                                                                                                              Clostridia bacterium                                            Clostridia                      JAFVXV010000047.1
MBR5947613.1    HD-CE+HSP90                 JAFZJT010000083.1:156-11677             GCA_017553815.1     1026    ?->Peptidase_S8+Concanavalin-like+Concanavalin-like+Concanavalin-like+Dockerin_1->*HD-CE+HSP90->                                                                                                                    Clostridia bacterium                                            Clostridia                      JAFZJT010000083.1
MBO5369295.1    HD-CE+HSP90                 JAGALM010000064.1:302-7717              GCA_017625215.1     838     *HD-CE+HSP90->                                                                                                                                                                                                      Clostridia bacterium                                            Clostridia                      JAGALM010000064.1
MBQ7909706.1    HD-CE+HSP90+Pilt            JAFULU010000086.1:3520-20798            GCA_017483125.1     993     ABC_tran->ABC_tran->*HD-CE+HSP90+Pilt->                                                                                                                                                                             Clostridia bacterium                                            Clostridia                      JAFULU010000086.1
MBQ1389894.1    TPR-MalT                    JAFOJY010000353.1:206-9074              GCA_017425455.1     379     2-Hacid_dh_C->HSP90->*TPR-MalT->                                                                                                                                                                                    Clostridia bacterium                                            Clostridia                      JAFOJY010000353.1
HHV98478.1      HD-CE+HSP90                 DUMB01000015.1:13567-24148              GCA_012840085.1     1027    HTH_18+SHS2->?->*HD-CE+HSP90->?->ENOYCOADEHYD->                                                                                                                                                                     Clostridiaceae bacterium                                        Clostridia                      DUMB01000015.1
NLB81263.1      HD-CE+HSP90                 JAAZFB010000268.1:29-9193               GCA_012511915.1     1166    DUF6061->*HD-CE+HSP90->                                                                                                                                                                                             Clostridiaceae bacterium                                        Clostridia                      JAAZFB010000268.1
RHP51241.1      HD-CE+HSP90+Tox-PLOTU       QUEI01000003.1:14833-34531              GCA_003478105.1     1043    DrHyd->?->*HD-CE+HSP90+Tox-PLOTU->GDP_Man_Dehyd->CoA_binding_3+Bac_transf->                                                                                                                                         Clostridiaceae bacterium AF31-3BH                               Clostridia                      QUEI01000003.1
HBB27809.1      HD-CE+HSP90                 DNMP01000035.1:47-5338                  GCA_003489385.1     803     PSE->*HD-CE+HSP90->                                                                                                                                                                                                 Clostridiales bacterium                                         Clostridia                      DNMP01000035.1
NLX70667.1      HD-CE+HSP90                 JAAYFW010000098.1:27-7855               GCA_012728045.1     926     Resolvase+Recombinase+Zn_ribbon_recom+HD->HKD-Rease->*HD-CE+HSP90->                                                                                                                                                 Clostridiales bacterium                                         Clostridia                      JAAYFW010000098.1
MBE5815329.1    HD-CE+HSP90                 SVGN01000030.1:521-14023                GCA_015056315.1     1107    YhhN->Mem_trans->*HD-CE+HSP90->?->ABC_membrane+ABC_tran->                                                                                                                                                           Clostridiales bacterium                                         Clostridia                      SVGN01000030.1
MBE5815521.1    HD-CE+HSP90                 SVGN01000038.1:9726-24491               GCA_015056315.1     1055    ?->Beta-lactamase->*HD-CE+HSP90->Glyco_hydro_3+Glyco_hydro_3_C+Fn3-like->                                                                                                                                           Clostridiales bacterium                                         Clostridia                      SVGN01000038.1
MCC8138443.1    HD-CE+HSP90                 JAJBTU010000037.1:80560-93389           GCA_020860715.1     1107    ?->?->*HD-CE+HSP90->?->PglD_N->                                                                                                                                                                                     Clostridiales bacterium                                         Clostridia                      JAJBTU010000037.1
MBD5098955.1    HD-CE+HSP90+MORC            JAAVHV010000012.1:79002-94075           GCA_014799505.1     1455    YitT_membrane+DUF2179->Peptidase_M16_C+M16C_assoc->*HD-CE+HSP90+MORC->MPtase-IrrE->                                                                                                                                 Clostridiales bacterium                                         Clostridia                      JAAVHV010000012.1
WP_217078265.1  HD-CE+MORC                  NZ_JAGFNV010000005.1:59135-74352        GCF_019038295.1     875     ?->?->*HD-CE+MORC->zf-trcl->EIIA-man+PTSIIB-sorb->                                                                                                                                                                  Clostridium baratii                                             Clostridia                      NZ_JAGFNV010000005.1
WP_011968940.1  HD-CE+HSP90+Coatomer_WDAD   NC_009617.1:1891159-1903057             GCF_000016965.1     1075    SEC-C->?->*HD-CE+HSP90+Coatomer_WDAD->?->                                                                                                                                                                           Clostridium beijerinckii NCIMB 8052                             Clostridia                      NC_009617.1
WP_096044585.1  HD-CE+HSP90                 NZ_ABIBKW020000002.1:33192-48785        GCF_025030455.1     1167    PSE->*HD-CE+HSP90->DUF4231->*HD-CE+HSP90->?->?->                                                                                                                                                                    Clostridium botulinum                                           Clostridia                      NZ_ABIBKW020000002.1
WP_096044587.1  HD-CE+HSP90                 NZ_ABIBKW020000002.1:33192-48785        GCF_025030455.1     1062    PSE->*HD-CE+HSP90->DUF4231->*HD-CE+HSP90->?->?->                                                                                                                                                                    Clostridium botulinum                                           Clostridia                      NZ_ABIBKW020000002.1
WP_061330268.1  HD-CE+HSP90                 NZ_LFQZ01000069.1:29-2141               GCF_001574095.1     704     *HD-CE+HSP90->                                                                                                                                                                                                      Clostridium botulinum                                           Clostridia                      NZ_LFQZ01000069.1
NEZ74039.1      HD-CE+HSP90                 SGKT01000002.1:76360-89197              GCA_011010615.1     807     FRG->?->*HD-CE+HSP90->GDResolvase->?->                                                                                                                                                                              Clostridium botulinum                                           Clostridia                      SGKT01000002.1
NFJ57197.1      HD-CE+HSP90                 SWQC01000002.1:438077-452147            GCA_011013855.1     1033    Amidase_3+LysM->?->*HD-CE+HSP90->                                                                                                                                                                                   Clostridium botulinum                                           Clostridia                      SWQC01000002.1
WP_222637148.1  HD-CE+HSP90                 NZ_JACBBU010000025.1:4494-16066         GCF_019836785.1     835     LD-peptidase->NUDIX->*HD-CE+HSP90->?->?->                                                                                                                                                                           Clostridium botulinum                                           Clostridia                      NZ_JACBBU010000025.1
WP_039309988.1  HD-CE+HSP90                                                         GCF_000789355.1     958     Sigma70_r2+Sigma70_r4_2->DUF4179+DUF5643->*HD-CE+HSP90->SNARE_assoc->TPR->                                                                                                                                          Clostridium botulinum 202F                                      Clostridia                      
WP_039769702.1  HD-CE+HSP90                 NZ_BJLA01000013.1:227-10379             GCF_008580445.1     1032    *HD-CE+HSP90->                                                                                                                                                                                                      Clostridium diolis                                              Clostridia                      NZ_BJLA01000013.1
WP_220722882.1  HD-CE+HSP90                                                         GCF_019661225.1     1027    AA_permease->Helicase_C+SUV3_C->*HD-CE+HSP90->RVT_N+RVT+GIIM+HNH->?->                                                                                                                                               Clostridium estertheticum                                       Clostridia                      
WP_220704296.1  HD-CE+HSP90                                                         GCF_019661205.1     835     ?->?->*HD-CE+HSP90->TnsD->PHP+SbcC+SMC_N->                                                                                                                                                                          Clostridium estertheticum                                       Clostridia                      
WP_071611942.1  HD-CE+HSP90                 NZ_CP015756.1:1285114-1296907           GCF_001877035.1     1029    ?->ParB->*HD-CE+HSP90->                                                                                                                                                                                             Clostridium estertheticum subsp. estertheticum                  Clostridia                      NZ_CP015756.1
WP_216305552.1  HD-CE+HSP90                 NZ_JAHLEB010000005.1:106-13621          GCF_018861735.1     1084    Mbetalac->?->*HD-CE+HSP90->CTD11->MC7->                                                                                                                                                                             Clostridium lacusfryxellense                                    Clostridia                      NZ_JAHLEB010000005.1
HAT4363182.1    HD-CE+HSP90                 DACTCN010000004.1:72546-87545           GCA_015933745.1     1036    Fer4_12->DUF4231->*HD-CE+HSP90->                                                                                                                                                                                    Clostridium perfringens                                         Clostridia                      DACTCN010000004.1
HCW53222.1      HD-CE+HSP90                 DPOH01000142.1:1-10221                  GCA_003539755.1     405     MazE_antitoxin->DUF4231->*HD-CE+HSP90->HATPase_c_3->                                                                                                                                                                Clostridium sp.                                                 Clostridia                      DPOH01000142.1
NLM60075.1      TPR-MalT                    JAAYMH010000179.1:16595-25508           GCA_012521435.1     360     FHA->HSP90+HSP90->*TPR-MalT->DUF2982->?->                                                                                                                                                                           Clostridium sp.                                                 Clostridia                      JAAYMH010000179.1
WP_009171024.1  HD-CE+HSP90                 NZ_CM001240.1:4057838-4077135           GCF_000230835.1     1159    RADICAL-SAM+SPASM->SF2-DUF3427A+Preader1->*HD-CE+HSP90->DUF4231->*HD-CE+MORC->                                                                                                                                      Clostridium sp. DL-VIII                                         Clostridia                      NZ_CM001240.1
WP_009171022.1  HD-CE+MORC                  NZ_CM001240.1:4057838-4077135           GCF_000230835.1     1103    RADICAL-SAM+SPASM->SF2-DUF3427A+Preader1->*HD-CE+HSP90->DUF4231->*HD-CE+MORC->                                                                                                                                      Clostridium sp. DL-VIII                                         Clostridia                      NZ_CM001240.1
WP_105411039.1  HD-CE+HSP90                 NZ_CP014331.1:946204-954802             GCF_002969175.1     1048    *HD-CE+HSP90->2TM-FPasc+Sirtuin->DUF3916->                                                                                                                                                                          Clostridium sp. MF28                                            Clostridia                      NZ_CP014331.1
OCN02279.1      HD-CE+HSP90                 MBSV01000040.1:23465-34921              GCA_001695555.1     800     ?->Resolvase+Recombinase+Zn_ribbon_recom+DUF4368->*HD-CE+HSP90->AAA_15->?->                                                                                                                                         Clostridium sp. W14A                                            Clostridia                      MBSV01000040.1
MSS08182.1      HD-CE+MORC                  VUMC01000002.1:349-7667                 GCA_009696365.1     742     AC_N->HD-CE->*HD-CE+MORC->XIS-HTH+DOC->                                                                                                                                                                             Clostridium sp. WB02_MRS01                                      Clostridia                      VUMC01000002.1
WP_125005845.1  HD-CE+HSP90                 NZ_BHYK01000043.1:6042-21550            GCF_003865095.1     1150    *HD-CE+HSP90->                                                                                                                                                                                                      Clostridium tagluense                                           Clostridia                      NZ_BHYK01000043.1
WP_216277681.1  HD-CE+HSP90+APATPase        NZ_JAHLED010000056.1:121-13453          GCF_018861655.1     1076    Mbetalac->?->*HD-CE+HSP90+APATPase->PSE->?->?->                                                                                                                                                                     Clostridium tagluense                                           Clostridia                      NZ_JAHLED010000056.1
QCH27032.1      HD-CE+HSP90                 CP038158.1:618099-632348                GCA_004924375.1     1033    Nmad3->?->*HD-CE+HSP90->                                                                                                                                                                                            Clostridium tyrobutyricum                                       Clostridia                      CP038158.1
WP_175559969.1  HD-CE+HSP90                 NZ_FOMG01000015.1:51490-72582           GCF_900112485.1     866     ?->PSE->HD-CE+HSP90->*HD-CE+HSP90->DUF772+DDE_Tnp_1->?->DUF4231->*HD-CE+HSP90->                                                                                                                                     Clostridium uliginosum                                          Clostridia                      NZ_FOMG01000015.1
WP_090091642.1  HD-CE+HSP90                 NZ_FOMG01000015.1:51490-72582           GCF_900112485.1     1293    ?->PSE->HD-CE+HSP90->*HD-CE+HSP90->DUF772+DDE_Tnp_1->?->DUF4231->*HD-CE+HSP90->                                                                                                                                     Clostridium uliginosum                                          Clostridia                      NZ_FOMG01000015.1
WP_223038259.1  HD-CE+HSP90                 NZ_CP082326.1:395468-408440             GCF_019884785.1     1060    DUF1700->Toast-rack->*HD-CE+HSP90->SatD->DUF3307->                                                                                                                                                                  Crassaminicella profunda                                        Clostridia                      NZ_CP082326.1
WP_055665542.1  HD-CE+HSP90                 NZ_LN879452.1:177045-195133             GCF_001403615.1     813     ?->nSTAND4->*HD-CE+HSP90->ToxN_toxin->DUF2508->                                                                                                                                                                     Desnuesiella massiliensis                                       Clostridia                      NZ_LN879452.1
WP_073032439.1  HD-CE+HSP90                 NZ_FQXJ01000024.1:274-9906              GCF_900129935.1     1055    ?->AbiTii->*HD-CE+HSP90->ACET->Glyoxalase_2->                                                                                                                                                                       Desulfosporosinus lacus DSM 15449                               Clostridia                      NZ_FQXJ01000024.1
WP_161144404.1  HD-CE+HSP90                 NZ_WWSA01000040.1:19-15969              GCF_009875615.1     1272    ?->ChlI->*HD-CE+HSP90->?->*HD-CE+HSP90->?->?->                                                                                                                                                                      Dorea sp. BIOML-A1                                              Clostridia                      NZ_WWSA01000040.1
WP_161144406.1  HD-CE+HSP90                 NZ_WWSA01000040.1:19-15969              GCF_009875615.1     1163    ?->ChlI->*HD-CE+HSP90->?->*HD-CE+HSP90->?->?->                                                                                                                                                                      Dorea sp. BIOML-A1                                              Clostridia                      NZ_WWSA01000040.1
WP_002587024.1  HD-CE+HSP90                 NZ_BJLB01000001.1:4002074-4015671       GCF_006538465.1     1078    ?->GGGtGRT->*HD-CE+HSP90->Dus->                                                                                                                                                                                     Enterocloster clostridioformis                                  Clostridia                      NZ_BJLB01000001.1
WP_074664476.1  HD-CE+HSP90                 NZ_FOJH01000098.1:840-10383             GCF_900108895.1     933     TRAM+METHYLASE->*HD-CE+HSP90->Virulence_RhuM->                                                                                                                                                                      Enterocloster clostridioformis                                  Clostridia                      NZ_FOJH01000098.1
MBS6699788.1    HD-CE+HSP90                 JAGZWU010000024.1:23115-35269           GCA_018378795.1     1655    *HD-CE+HSP90->Peptidase_M78->?->                                                                                                                                                                                    Faecalibacterium prausnitzii                                    Clostridia                      JAGZWU010000024.1
MBS6699843.1    HD-CE+HSP90                 JAGZWU010000028.1:388-10417             GCA_018378795.1     1040    AAA_14+DUF4143->*HD-CE+HSP90->                                                                                                                                                                                      Faecalibacterium prausnitzii                                    Clostridia                      JAGZWU010000028.1
WP_069977590.1  TPR-MalT                    NZ_CP017269.1:3031554-3041795           GCF_001750685.1     366     DUF2812->HSP90->*TPR-MalT->PspA->TF_Zn_Ribbon->                                                                                                                                                                     Geosporobacter ferrireducens                                    Clostridia                      NZ_CP017269.1
WP_089722987.1  HD-CE+HSP90                 NZ_FNGB01000010.1:27154-38264           GCF_900102975.1     989     ASCH->?->*HD-CE+HSP90->AbiH->Classical-AAA->                                                                                                                                                                        Halanaerobium congolense                                        Clostridia                      NZ_FNGB01000010.1
WP_089862857.1  HD-CE+HSP90                 NZ_FOTI01000083.1:22-2646               GCF_900114545.1     874     *HD-CE+HSP90->                                                                                                                                                                                                      Halanaerobium salsuginis                                        Clostridia                      NZ_FOTI01000083.1
WP_188041702.1  HD-CE+HSP90                 NZ_JACVHF010000031.1:7875-21063         GCF_014502795.1     1166    Abi->*HD-CE+HSP90->?->?->                                                                                                                                                                                           Heliobacterium chlorum                                          Clostridia                      NZ_JACVHF010000031.1
WP_055658617.1  HD-CE+HSP90                 NZ_CABIXC010000015.1:47419-64966        GCF_902362405.1     842     *HD-CE+HSP90->Pro_CA->Glyco_hydro_3->                                                                                                                                                                               Hungatella hathewayi                                            Clostridia                      NZ_CABIXC010000015.1
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MTK07690.1      HD-CE+HSP90                 WASS01000015.1:659957-674516            GCA_009712635.1     888     ?->?->*HD-CE+HSP90->misc_binding->PSE->Acetyltransf_3->DO-GTPase1->                                                                                                                                                 Hungatella sp.                                                  Clostridia                      WASS01000015.1
MTK09595.1      HD-CE+HSP90                 WASS01000020.1:1370499-1389702          GCA_009712635.1     800     SF2-DUF3427A+D6+Helicase_C->KAP_NTPase->*HD-CE+HSP90->                                                                                                                                                              Hungatella sp.                                                  Clostridia                      WASS01000020.1
MBD5457208.1    HD-CE+HSP90                 JAAVAH010000036.1:2906-17648            GCA_014804205.1     1023    ParB->Relaxase->*HD-CE+HSP90->                                                                                                                                                                                      Lachnospiraceae bacterium                                       Clostridia                      JAAVAH010000036.1
NBI91647.1      HD-CE+HSP90                 QXWV01000106.1:25940-37714              GCA_009911195.1     679     *HD-CE+HSP90->?->ARSR-HTH->                                                                                                                                                                                         Lachnospiraceae bacterium                                       Clostridia                      QXWV01000106.1
MBE5946399.1    HD-CE+HSP90                 SVEE01000004.1:158215-168972            GCA_015057525.1     839     Phd-YefM->RelE-ParE->*HD-CE+HSP90->?->?->                                                                                                                                                                           Lachnospiraceae bacterium                                       Clostridia                      SVEE01000004.1
GFI19377.1      HD-CE+HSP90                 BLMA01000571.1:69-7447                  GCA_011959645.1     801     TraJ-RHH->*HD-CE+HSP90->CTD1->?->                                                                                                                                                                                   Lachnospiraceae bacterium                                       Clostridia                      BLMA01000571.1
MBD5532769.1    HD-CE+HSP90                 JAAUZE010000017.1:207474-225139         GCA_014804755.1     882     PIN7->Tox-RelA->*HD-CE+HSP90->                                                                                                                                                                                      Lachnospiraceae bacterium                                       Clostridia                      JAAUZE010000017.1
MBD5502874.1    HD-CE+HSP90                 JAAUZP010000010.1:182398-198946         GCA_014804545.1     942     N6_Mtase->TRD->PSE->*HD-CE+HSP90->MazE_antitoxin->PIN_3->                                                                                                                                                           Lachnospiraceae bacterium                                       Clostridia                      JAAUZP010000010.1
MBD5470129.1    HD-CE+HSP90                 JAAUZZ010000010.1:5194-14868            GCA_014804345.1     1075    ?->MRG->PSE->*HD-CE+HSP90->?->?->                                                                                                                                                                                   Lachnospiraceae bacterium                                       Clostridia                      JAAUZZ010000010.1
MBQ8327580.1    HD-CE+HSP90                 JAFTPP010000032.1:426593-439935         GCA_017463255.1     1158    Phd-YefM->RelE-ParE->*HD-CE+HSP90->                                                                                                                                                                                 Lachnospiraceae bacterium                                       Clostridia                      JAFTPP010000032.1
MBO4616849.1    HD-CE+HSP90                 JAFZWZ010000031.1:62069-78216           GCA_017617175.1     869     *HD-CE+HSP90+PRTRC_E->*HD-CE+HSP90->RnaseIII+DSRBD->?->                                                                                                                                                             Lachnospiraceae bacterium                                       Clostridia                      JAFZWZ010000031.1
MBO4616848.1    HD-CE+HSP90+PRTRC_E         JAFZWZ010000031.1:62069-78216           GCA_017617175.1     950     *HD-CE+HSP90+PRTRC_E->*HD-CE+HSP90->RnaseIII+DSRBD->?->                                                                                                                                                             Lachnospiraceae bacterium                                       Clostridia                      JAFZWZ010000031.1
MBD5493738.1    HD-CE+MORC                  JAAUZS010000043.1:1-10528               GCA_014804495.1     1532    ?->*HD-CE+MORC->MPtase-IrrE->LigB+AMMECR1->                                                                                                                                                                         Lachnospiraceae bacterium                                       Clostridia                      JAAUZS010000043.1
MBE5880010.1    TPR-MalT                    SVFH01000019.1:9350-22383               GCA_015056945.1     363     ?->HSP90->*TPR-MalT->?->Oxidored_FMN+Pyr_redox_2->                                                                                                                                                                  Lachnospiraceae bacterium                                       Clostridia                      SVFH01000019.1
MBQ3545572.1    TPR-MalT                    JAFQCK010000125.1:1508-14927            GCA_017416465.1     367     DHHW->HSP90+HSP90->*TPR-MalT->*TPR-MalT->TPR-MalT->HTH->                                                                                                                                                            Lachnospiraceae bacterium                                       Clostridia                      JAFQCK010000125.1
MBQ3545573.1    TPR-MalT                    JAFQCK010000125.1:1508-14927            GCA_017416465.1     369     DHHW->HSP90+HSP90->*TPR-MalT->*TPR-MalT->TPR-MalT->HTH->                                                                                                                                                            Lachnospiraceae bacterium                                       Clostridia                      JAFQCK010000125.1
MBR4413515.1    TPR-MalT                    JAFYHZ010000302.1:270-10299             GCA_017538925.1     371     Glyco_hydro_43+GH43_C2->HSP90->*TPR-MalT->GAF+GGDEF->                                                                                                                                                               Lachnospiraceae bacterium                                       Clostridia                      JAFYHZ010000302.1
MBP3204438.1    TPR-MalT                    JAGBKA010000062.1:4808-16379            GCA_017934165.1     383     HSP90->*TPR-MalT->?->Polysacc_deac_1->                                                                                                                                                                              Lachnospiraceae bacterium                                       Clostridia                      JAGBKA010000062.1
EOS30565.1      HD-CE+HSP90                 KE159599.1:611279-626242                GCA_000403275.2     1032    *HD-CE+HSP90->Peptidase_A8->                                                                                                                                                                                        Lachnospiraceae bacterium 28-4                                  Clostridia                      KE159599.1
EOS24269.1      HD-CE+HSP90                 KE159592.1:140504-160575                GCA_000403255.2     1272    TPR->?->*HD-CE+HSP90->?->HI0933_like->                                                                                                                                                                              Lachnospiraceae bacterium 3-1                                   Clostridia                      KE159592.1
EOS48046.1      HD-CE+HSP90                 KE159636.1:1114830-1128156              GCA_000403315.2     1021    Resolvase+Recombinase+Zn_ribbon_recom->Resolvase+Recombinase+CCDC158->*HD-CE+HSP90->Virulence_RhuM->?->                                                                                                             Lachnospiraceae bacterium A2                                    Clostridia                      KE159636.1
EOS46101.1      HD-CE+HSP90                 KE159636.1:2091820-2103871              GCA_000403315.2     1016    PCRF+RF-1->UPF0236->*HD-CE+HSP90->?->?->                                                                                                                                                                            Lachnospiraceae bacterium A2                                    Clostridia                      KE159636.1
RHO10760.1      HD-CE+HSP90                 QUCN01000019.1:37097-58380              GCA_003473725.1     1023    SF2-DUF3427A->NACHT->*HD-CE+HSP90->EVE+McrB->McrC-NTD->                                                                                                                                                             Lachnospiraceae bacterium AM21-21                               Clostridia                      QUCN01000019.1
WP_118558783.1  HD-CE+HSP90                 NZ_QUEE01000025.1:18620-32772           GCF_003477885.1     919     GGDEF_2+HTH_18->*HD-CE+HSP90->TspO_MBR->                                                                                                                                                                            Lachnotalea sp. AF33-28                                         Clostridia                      NZ_QUEE01000025.1
WP_205154842.1  HD-CE+HSP90                 NZ_JACJLR010000048.1:1-10261            GCF_016902345.1     1089    rRNA->?->*HD-CE+HSP90->Lyx_isomer->PTS-HPr->                                                                                                                                                                        Mediterraneibacter glycyrrhizinilyticus                         Clostridia                      NZ_JACJLR010000048.1
WP_187374339.1  HD-CE+HSP90                 NZ_CABJAT010000007.1:113684-131670      GCF_902363655.1     935     *HD-CE+HSP90->                                                                                                                                                                                                      Murimonas intestini                                             Clostridia                      NZ_CABJAT010000007.1
WP_068717939.1  HD-CE+HSP90                 NZ_LWDV01000009.1:362225-374186         GCF_001693735.1     919     *HD-CE+HSP90->                                                                                                                                                                                                      Orenia metallireducens                                          Clostridia                      NZ_LWDV01000009.1
MBQ9493560.1    HD-CE+HSP90                 JAFSRH010000054.1:1-2814                GCA_017446225.1     879     *HD-CE+HSP90->LysM->                                                                                                                                                                                                Oscillibacter sp.                                               Clostridia                      JAFSRH010000054.1
MBD5169663.1    HD-CE+HSP90+HATPase_c_3     JAAVHH010000033.1:272-12387             GCA_014799795.1     1397    SLATT->*HD-CE+HSP90+HATPase_c_3->MPtase-IrrE->                                                                                                                                                                      Oscillibacter sp.                                               Clostridia                      JAAVHH010000033.1
MBD5161882.1    HD-CE+HSP90+MORC            JAAVHC010000041.1:36538-45519           GCA_014799925.1     955     tRNA->*HD-CE+HSP90+MORC->                                                                                                                                                                                           Oscillibacter sp.                                               Clostridia                      JAAVHC010000041.1
MBQ1678118.1    HD-CE+HSP90                 JAFORA010000013.1:21960-33727           GCA_017393505.1     1031    OKR_DC_1+OKR_DC_1_C->*HD-CE+HSP90->Aminotran_5->NifU_N->                                                                                                                                                            Oscillospiraceae bacterium                                      Clostridia                      JAFORA010000013.1
MBE6772842.1    HD-CE+HSP90                 SVPE01000002.1:46864-61741              GCA_015066015.1     876     ABC_membrane+ABC_tran->ABC_membrane+ABC_tran->*HD-CE+HSP90->Sigma70_r4_2->?->                                                                                                                                       Oscillospiraceae bacterium                                      Clostridia                      SVPE01000002.1
MBE6690028.1    HD-CE+HSP90                 SVQY01000005.1:9250-26383               GCA_015065135.1     1013    RBFA->DHH->*HD-CE+HSP90->N6_N4_Mtase->                                                                                                                                                                              Oscillospiraceae bacterium                                      Clostridia                      SVQY01000005.1
MBR4425986.1    HD-CE+MORC                  JAFYIF010000349.1:1-4365                GCA_017538775.1     797     tRNA->*HD-CE+MORC->                                                                                                                                                                                                 Oscillospiraceae bacterium                                      Clostridia                      JAFYIF010000349.1
WP_057564092.1  HD-CE+HSP90                 NZ_CDNS01000003.1:695644-712666         GCF_001372995.1     1085    *HD-CE+HSP90->DUF4231->REase+SWI2_SNF2+EcoR124_C->                                                                                                                                                                  Paeniclostridium sordellii                                      Clostridia                      NZ_CDNS01000003.1
TGY91160.1      HD-CE+MORC                  SRYA01000068.1:15901-23457              GCA_004793545.1     811     *HD-CE+MORC->?->SLATT->                                                                                                                                                                                             Petralouisia muris                                              Clostridia                      SRYA01000068.1
SDI44109.1      HD-CE+HSP90                 FNDP01000014.1:67099-77393              GCA_900100545.1     887     *HD-CE+HSP90->Virulence_RhuM->SHS2->                                                                                                                                                                                Pseudobutyrivibrio sp. 49                                       Clostridia                      FNDP01000014.1
WP_204873245.1  HD-CE+HSP90                 NZ_JACLZC010000005.1:15343-31104        GCF_016901735.1     1043    *HD-CE+HSP90->HsdM_N+N6_Mtase->TRD+TRD->                                                                                                                                                                            Pseudoflavonifractor phocaeensis                                Clostridia                      NZ_JACLZC010000005.1
NJE73662.1      HD-CE+HSP90                 SJOS01000008.1:16742-26181              GCA_012027765.1     1041    Arc->?->*HD-CE+HSP90->                                                                                                                                                                                              Pseudoflavonifractor sp. SW1122                                 Clostridia                      SJOS01000008.1
WP_195523249.1  HD-CE+HSP90                 NZ_JADNLD010000060.1:1304-11448         GCF_015555785.1     1083    ?->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                          Roseburia intestinalis                                          Clostridia                      NZ_JADNLD010000060.1
WP_118093801.1  HD-CE+HSP90                 NZ_QSIQ01000048.1:4082-13970            GCF_003468625.1     1013    DNA_methylase->RE_EcoO109I->*HD-CE+HSP90->                                                                                                                                                                          Roseburia inulinivorans                                         Clostridia                      NZ_QSIQ01000048.1
MBD9191003.1    HD-CE+HSP90                 RKAH01000013.1:365-7034                 GCA_014845885.1     891     *HD-CE+HSP90->?->?->                                                                                                                                                                                                Roseburia inulinivorans                                         Clostridia                      RKAH01000013.1
WP_117920494.1  HD-CE+HSP90                 NZ_QSCK01000009.1:113475-125479         GCF_003463035.1     1053    MarR-HTH->?->*HD-CE+HSP90->AbiH->SbcC->                                                                                                                                                                             Roseburia sp. OF03-24                                           Clostridia                      NZ_QSCK01000009.1
MBD5146946.1    HD-CE+HSP90                 JAAVHI010000097.1:232-11836             GCA_014799785.1     1071    ?->ABC_tran->*HD-CE+HSP90->                                                                                                                                                                                         Ruminococcus sp.                                                Clostridia                      JAAVHI010000097.1
MBQ9514775.1    HD-CE+HSP90                 JAFSRK010000040.1:20571-34922           GCA_017446165.1     1096    Methyltransf_25->HTH->*HD-CE+HSP90->                                                                                                                                                                                Ruminococcus sp.                                                Clostridia                      JAFSRK010000040.1
MBS6316019.1    HD-CE+HSP90                 JAHADH010000034.1:3491-11823            GCA_018375435.1     845     ?->?->*HD-CE+HSP90->Recombinase->CR-ATPase8+CR-REase7->                                                                                                                                                             Ruminococcus sp.                                                Clostridia                      JAHADH010000034.1
RHO73514.1      HD-CE+HSP90                 QUDK01000042.1:10022-21357              GCA_003477475.1     847     PRTase->?->*HD-CE+HSP90->?->HTH->                                                                                                                                                                                   Ruminococcus sp. AF45-4BH                                       Clostridia                      QUDK01000042.1
WP_201426947.1  HD-CE+HSP90                 NZ_JAEQMG010000040.1:142006-158675      GCF_016680995.1     919     XIS-HTH+CR-ATPase8+CR-REase7->HD-CE->*HD-CE+HSP90->                                                                                                                                                                 Ruminococcus sp. M6(2020)                                       Clostridia                      NZ_JAEQMG010000040.1
WP_159751957.1  HD-CE+HSP90                 NZ_WUQX01000001.1:3247738-3256817       GCF_009830285.1     795     ?->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                          Sporofaciens musculi                                            Clostridia                      NZ_WUQX01000001.1
HHW40483.1      HD-CE+HSP90                 DULK01000039.1:1-9727                   GCA_012840385.1     781     PglD_N->DegT_DnrJ_EryC1->*HD-CE+HSP90->SbcC->Baseplate_J->PSE->                                                                                                                                                     Syntrophomonadaceae bacterium                                   Clostridia                      DULK01000039.1
CRL41214.1      HD-CE+HSP90                 CVRQ01000029.1:26215-36754              GCA_001406835.1     794     Osmo_CC->DUF4231->*HD-CE+HSP90->?->rve->                                                                                                                                                                            [Eubacterium] rectale                                           Clostridia                      CVRQ01000029.1
SCG90224.1      HD-CE+HSP90                 FMDP01000031.1:817-13466                GCA_900066135.1     823     Resolvase+Recombinase+Zn_ribbon_recom->AvrE->*HD-CE+HSP90->HEPN->HIN-HTH->                                                                                                                                          uncultured Clostridium sp.                                      Clostridia                      FMDP01000031.1
WP_222971446.1  HD-CE+HSP90                 NZ_JAINZY010000006.1:122890-137257      GCF_019890715.1     1035    ?->?->*HD-CE+HSP90->SLATT->?->                                                                                                                                                                                      Nocardia coffeae                                                Corynebacteriales               NZ_JAINZY010000006.1
WP_233068434.1  HD-CE+HSP90                 NZ_CP089225.1:3616793-3629215           GCF_021183645.1     917     DUF2637+HTH_38->?->*HD-CE+HSP90->SLATT->                                                                                                                                                                            Nocardia gipuzkoensis                                           Corynebacteriales               NZ_CP089225.1
WP_094710478.1  HD-CE+HSP90                 NZ_NPFN01000017.1:309-14962             GCF_002258685.1     918     *HD-CE+HSP90->                                                                                                                                                                                                      Rhodococcus sp. 15-649-1-2                                      Corynebacteriales               NZ_NPFN01000017.1
WP_212662954.1  TPR-MalT                    NZ_CP064923.1:4693285-4704256           GCF_018336915.1     368     DUF692->HSP90->*TPR-MalT->OppC_N+BPD_transp_1->                                                                                                                                                                     Acaryochloris marina S15                                        Cyanophyceae                    NZ_CP064923.1
WP_190413881.1  Mrr_cat+HD-CE+HSP90         NZ_JACJOI010000024.1:827-11083          GCF_014695485.1     686     ?->?->*Mrr_cat+HD-CE+HSP90->?->                                                                                                                                                                                     Coleofasciculus sp. FACHB-125                                   Cyanophyceae                    NZ_JACJOI010000024.1
WP_215608180.1  HD-CE+HSP90                 NZ_JADOES010000009.1:67827-86623        GCF_018739885.1     1115    AAA_22->TniQ->*HD-CE+HSP90->                                                                                                                                                                                        Leptothoe spongobia TAU-MAC 1115                                Cyanophyceae                    NZ_JADOES010000009.1
WP_103124678.1  HD-CE+HSP90                 NZ_DF978426.1:210487-228203             GCF_002897135.1     1074    DUF6297->NUDIX->*HD-CE+HSP90->                                                                                                                                                                                      Nostoc cycadae WK-1                                             Cyanophyceae                    NZ_DF978426.1
WP_190958664.1  HSP90+DrHyd                 NZ_JACJTK010000042.1:54069-64833        GCF_014698635.1     870     *HSP90+DrHyd->?->                                                                                                                                                                                                   Nostoc sp. FACHB-857                                            Cyanophyceae                    NZ_JACJTK010000042.1
WP_092729149.1  HD-CE+HSP90                 NZ_FMXE01000007.1:186228-197807         GCF_900103735.1     872     ?->NTP_transf_2->*HD-CE+HSP90->                                                                                                                                                                                     Algoriphagus alkaliphilus                                       Cytophagia                      NZ_FMXE01000007.1
MBL7854760.1    Calcineurin-CE+TPR          JAEUUC010000010.1:1701-16217            GCA_016787665.1     491     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->?->                                                                                                                                                                          Cyclobacteriaceae bacterium                                     Cytophagia                      JAEUUC010000010.1
WP_014021447.1  Calcineurin-CE+TPR          NC_015914.1:4039883-4054954             GCF_000222485.1     489     DEDD_Tnp_IS110+Transposase_20->?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->?->                                                                                                                                        Cyclobacterium marinum DSM 745                                  Cytophagia                      NC_015914.1
RYF50839.1      HD-CE+HSP90                 SEBG01000181.1:1-3044                   GCA_004145185.1     533     PSE->*HD-CE+HSP90->                                                                                                                                                                                                 Cytophagaceae bacterium                                         Cytophagia                      SEBG01000181.1
HAA15444.1      HD-CE+HSP90                 DLUS01000464.1:1-7780                   GCA_003444355.1     921     *HD-CE+HSP90->                                                                                                                                                                                                      Cytophagales bacterium                                          Cytophagia                      DLUS01000464.1
WP_115831556.1  HD-CE+HSP90                 NZ_QNUL01000010.1:82272-97159           GCF_003383615.1     1020    Asparaginase_2->Alpha_L_fucos->*HD-CE+HSP90->                                                                                                                                                                       Dyadobacter luteus                                              Cytophagia                      NZ_QNUL01000010.1
WP_181838864.1  HD-CE+HSP90                 NZ_JACETV010000001.1:297945-307784      GCF_013912375.1     972     *HD-CE+HSP90->                                                                                                                                                                                                      Emticicia sp. BO119                                             Cytophagia                      NZ_JACETV010000001.1
WP_166690719.1  HD-CE+HSP90                 NZ_WAEL01000001.1:504815-518265         GCF_011742925.1     832     *HD-CE+HSP90->                                                                                                                                                                                                      Fibrivirga algicola                                             Cytophagia                      NZ_WAEL01000001.1
WP_155179361.1  HD-CE                       NZ_SMLV01000270.1:1-8979                GCF_009711525.1     312     ?->*HD-CE->HSP90->                                                                                                                                                                                                  Fulvivirga lutimaris                                            Cytophagia                      NZ_SMLV01000270.1
WP_202246347.1  TPR-MalT                    NZ_JAESIY010000013.1:142403-154741      GCF_016757215.1     375     HSP90->*TPR-MalT->                                                                                                                                                                                                  Fulvivirga sediminis                                            Cytophagia                      NZ_JAESIY010000013.1
WP_157807497.1  HD-CE+HSP90                 NZ_PGFA01000002.1:84442-96916           GCF_002797555.1     1001    ?->*HD-CE+HSP90->?->                                                                                                                                                                                                Hymenobacter chitinivorans DSM 11115                            Cytophagia                      NZ_PGFA01000002.1
WP_166074776.1  HD-CE+HSP90                 NZ_CP049907.1:4350676-4365070           GCF_011305775.1     875     Response_reg+LYTTR->FMO-like->*HD-CE+HSP90->                                                                                                                                                                        Hymenobacter sp. HDW8                                           Cytophagia                      NZ_CP049907.1
WP_114408186.1  HD-CE+HSP90                 NZ_QOWE01000019.1:99236-111474          GCF_003334855.1     828     HTH->*HD-CE+HSP90->                                                                                                                                                                                                 Larkinella punicea                                              Cytophagia                      NZ_QOWE01000019.1
WP_161888375.1  HD-CE+HSP90                 NZ_CP047984.1:1040872-1054675           GCF_009931655.1     816     *HD-CE+HSP90->                                                                                                                                                                                                      Pontibacter russatus                                            Cytophagia                      NZ_CP047984.1
WP_182514392.1  HD-CE+HSP90                 NZ_JACJIQ010000024.1:576-21291          GCF_014138425.1     1049    CBM_48+Alpha-amylase+DUF3459->Alpha-amylase+Glyco_hydro_77->*HD-CE+HSP90->DUF2911->                                                                                                                                 Rufibacter quisquiliarum                                        Cytophagia                      NZ_JACJIQ010000024.1
WP_114066660.1  HD-CE+HSP90                 NZ_CP030850.1:2128520-2140478           GCF_003325355.1     819     tRNA->*HD-CE+HSP90->                                                                                                                                                                                                Runella rosea                                                   Cytophagia                      NZ_CP030850.1
WP_104710896.1  HD-CE+HSP90                 NZ_PTRA01000001.1:1739569-1752701       GCF_002943425.1     964     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Siphonobacter curvatus                                          Cytophagia                      NZ_PTRA01000001.1
WP_162389699.1  HD-CE+HSP90                 NZ_CP045997.1:7775797-7791546           GCF_010233585.1     956     ?->ENOYCOADEHYD->tRNA->*HD-CE+HSP90->                                                                                                                                                                               Spirosoma endbachense                                           Cytophagia                      NZ_CP045997.1
ADB41674.1      HD-CE+HSP90                 CP001769.1:6938635-6953077              GCA_000024525.1     939     *HD-CE+HSP90->?->PIN->                                                                                                                                                                                              Spirosoma linguale DSM 74                                       Cytophagia                      CP001769.1
WP_046576439.1  HD-CE+HSP90                 NZ_CP010429.1:5128486-5143344           GCF_000974425.1     978     *HD-CE+HSP90->                                                                                                                                                                                                      Spirosoma radiotolerans                                         Cytophagia                      NZ_CP010429.1
WP_142772582.1  HD-CE+HSP90                 NZ_CP041360.1:3307099-3316376           GCF_006965485.1     1142    ?->*HD-CE+HSP90->                                                                                                                                                                                                   Spirosoma sp. KCTC 42546                                        Cytophagia                      NZ_CP041360.1
UFH52226.1      HD-CE+MORC                  CP087139.1:4042216-4058901              CP087139.1          1065    tRNA->Trypsin->*HD-CE+MORC->                                                                                                                                                                                        Spirosoma sp. KNUC1025                                          Cytophagia                      CP087139.1
WP_020602704.1  HD-CE+HSP90                 NZ_KB893437.1:1-11533                   GCF_000374085.1     1023    *HD-CE+HSP90->?->                                                                                                                                                                                                   Spirosoma spitsbergense DSM 19989                               Cytophagia                      NZ_KB893437.1
MBN2240856.1    HD-CE+HSP90                 JAFGAN010000095.1:14687-31645           GCA_016933655.1     922     DHODB_Fe-S_bind->Fer4_20+Pyr_redox_2->*HD-CE+HSP90->?->?->                                                                                                                                                          Dehalococcoidales bacterium                                     Dehalococcoidia                 JAFGAN010000095.1
HEY33010.1      HD-CE+HSP90                 DUEV01000008.1:8346-18914               GCA_011170375.1     539     ACET->*HD-CE+HSP90->?->                                                                                                                                                                                             Dehalococcoidia bacterium                                       Dehalococcoidia                 DUEV01000008.1
MBC7646714.1    TPR-MalT                    JACMOA010000241.1:361-12595             GCA_014378225.1     387     HSP90->*TPR-MalT->*TPR-MalT->                                                                                                                                                                                       Deinococcales bacterium                                         Deinococci                      JACMOA010000241.1
MBC7646715.1    TPR-MalT                    JACMOA010000241.1:361-12595             GCA_014378225.1     398     HSP90->*TPR-MalT->*TPR-MalT->                                                                                                                                                                                       Deinococcales bacterium                                         Deinococci                      JACMOA010000241.1
WP_084049734.1  TPR-MalT                    NZ_FWWU01000009.1:2371616-2382561       GCF_900176165.1     356     HSP90->*TPR-MalT->RnaseHII->MOSC->                                                                                                                                                                                  Deinococcus hopiensis KR-140                                    Deinococci                      NZ_FWWU01000009.1
WP_155298935.1  HD-CE+HSP90                 NZ_BLBE01000001.1:2344915-2359107       GCF_009687825.1     1011    ?->PEGA->*HD-CE+HSP90->DSRBD+Phage_int_SAM_3+Phage_integrase->                                                                                                                                                      Deinococcus kurensis                                            Deinococci                      NZ_BLBE01000001.1
WP_184116016.1  HD-CE+HSP90                 NZ_BNAJ01000019.1:4346-17680            GCF_014653235.1     1038    NAD_Gly3P_dh_N+NAD_Gly3P_dh_C->Ribonuc_red_lgN+Ribonuc_red_lgC+ZnR->*HD-CE+HSP90->adh_short->                                                                                                                       Deinococcus metalli                                             Deinococci                      NZ_BNAJ01000019.1
WP_224605491.1  HD-CE+HSP90                 NZ_JAIQXV010000003.1:66009-78446        GCF_020166415.1     980     HD+HD_assoc->tRNA->*HD-CE+HSP90->?->                                                                                                                                                                                Deinococcus multiflagellatus                                    Deinococci                      NZ_JAIQXV010000003.1
GGJ18915.1      TPR-MalT                    BMOD01000001.1:135655-145548            GCA_014646895.1     369     DMRL_synthase->HSP90->*TPR-MalT->?->?->                                                                                                                                                                             Deinococcus roseus                                              Deinococci                      BMOD01000001.1
WP_136366130.1  TPR-MalT                    NZ_SSNW01000028.1:29307-42416           GCF_004801315.1     368     DUF72->PSE->HSP90->*TPR-MalT->*TPR-MalT->?->                                                                                                                                                                        Deinococcus sp. Arct2-2                                         Deinococci                      NZ_SSNW01000028.1
WP_136366131.1  TPR-MalT                    NZ_SSNW01000028.1:29307-42416           GCF_004801315.1     371     DUF72->PSE->HSP90->*TPR-MalT->*TPR-MalT->?->                                                                                                                                                                        Deinococcus sp. Arct2-2                                         Deinococci                      NZ_SSNW01000028.1
WP_174367387.1  HD-CE+HSP90                 NZ_SGWE01000004.1:1533610-1551385       GCF_013337115.1     1040    GGDEF->tRNA->Orn_Arg_deC_N+Arg_decarb_HB->*HD-CE+HSP90->                                                                                                                                                            Deinococcus sp. JMULE3                                          Deinococci                      NZ_SGWE01000004.1
GFH63351.1      Calcineurin-CE              BLLL01000013.1:16085-25210              GCA_013374015.1     581     ?->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                                              Candidatus Desulfovibrio kirbyi                                 Deltaproteobacteria             BLLL01000013.1
WP_139916894.1  HD-CE+HSP90                 NZ_JAAAPK010000003.1:519907-534573      GCF_009909105.1     1018    *HD-CE+HSP90->PSE->                                                                                                                                                                                                 Corallococcus exiguus                                           Deltaproteobacteria             NZ_JAAAPK010000003.1
WP_139917995.1  HD-CE+HSP90                 NZ_JAAAPK010000003.1:661046-678328      GCF_009909105.1     961     ACET->Transglut_core->*HD-CE+HSP90->                                                                                                                                                                                Corallococcus exiguus                                           Deltaproteobacteria             NZ_JAAAPK010000003.1
WP_120620496.1  HD-CE+HSP90                 NZ_RAWC01000115.1:7922-24999            GCF_003611685.1     973     SIGMA-HTH->DNA_binding_1->tRNA->*HD-CE+HSP90->?->PSBP+TPR+DUF3857+TRANSGLUTAMINASE->                                                                                                                                Corallococcus sp. CA049B                                        Deltaproteobacteria             NZ_RAWC01000115.1
WP_193429147.1  HD-CE+HSP90                 NZ_JAAIYO010000010.1:157388-185167      GCF_014930455.1     995     Glyco_transf_4+Glycos_transf_1->*HD-CE+HSP90->                                                                                                                                                                      Corallococcus sp. ZKHCc1 1396                                   Deltaproteobacteria             NZ_JAAIYO010000010.1
MBI5843726.1    HD-CE+HSP90                 JACRLG010000007.1:29132-53162           GCA_016235345.1     1034    *HD-CE+HSP90->                                                                                                                                                                                                      Deltaproteobacteria bacterium                                   Deltaproteobacteria             JACRLG010000007.1
MBF0525681.1    HD-CE+HSP90                 JADFXY010000177.1:314-9014              GCA_015233355.1     859     *HD-CE+HSP90->                                                                                                                                                                                                      Deltaproteobacteria bacterium                                   Deltaproteobacteria             JADFXY010000177.1
PKN65905.1      HD-CE+HSP90                 PHBH01000011.1:98090-111202             GCA_002840535.1     1065    *HD-CE+HSP90->                                                                                                                                                                                                      Deltaproteobacteria bacterium HGW-Deltaproteobacteria-15        Deltaproteobacteria             PHBH01000011.1
NTU50218.1      HD-CE+HSP90                 JAAXWB010000117.1:1-3443                GCA_013335225.1     838     *HD-CE+HSP90->                                                                                                                                                                                                      Desulfobulbaceae bacterium                                      Deltaproteobacteria             JAAXWB010000117.1
MBI5570652.1    HD-CE+HSP90                 JACRDG010000066.1:18349-37721           GCA_016218715.1     1018    drhyd+NACHT+TPR+TPR->ABhydrolase->*HD-CE+HSP90->                                                                                                                                                                    Desulfomonile tiedjei                                           Deltaproteobacteria             JACRDG010000066.1
MBK5276834.1    HD-CE+HSP90                 JAENWA010000111.1:16926-29521           GCA_016650295.1     871     *HD-CE+HSP90->?->A32->                                                                                                                                                                                              Desulfuromonadales bacterium                                    Deltaproteobacteria             JAENWA010000111.1
WP_088536019.1  HD-CE+HSP90                 NZ_LT896716.1:3207264-3227442           GCF_900187405.1     857     Classical-AAA->Peptidase_S8->*HD-CE+HSP90->                                                                                                                                                                         Geobacter sp. DSM 9736                                          Deltaproteobacteria             NZ_LT896716.1
WP_149210579.1  HD-CE+HSP90                 NZ_CP042466.1:2312127-2326315           GCF_008330225.1     966     ABC_tran->Nitroreductase->*HD-CE+HSP90->                                                                                                                                                                            Geobacter sp. FeAm09                                            Deltaproteobacteria             NZ_CP042466.1
TAK22845.1      HD-CE+HSP90                 SCUS01000138.1:176-9488                 GCA_004297725.1     1056    HTH_17->PSE->*HD-CE+HSP90->                                                                                                                                                                                         Myxococcaceae bacterium                                         Deltaproteobacteria             SCUS01000138.1
WP_194863195.1  HD-CE+HSP90                 NZ_VHLC01000052.1:2153-17302            GCF_006547355.1     874     WGR->?->*HD-CE+HSP90->                                                                                                                                                                                              Myxococcus sp. AB036A                                           Deltaproteobacteria             NZ_VHLC01000052.1
WP_146210339.1  HD-CE+MORC                  NZ_PZOX01000050.1:4615-15556            GCF_003044305.1     861     Tox-ALFMPTase+RicinB_lectin_2->?->*HD-CE+MORC->                                                                                                                                                                     Vitiosangium sp. GDMCC 1.1324                                   Deltaproteobacteria             NZ_PZOX01000050.1
WP_085814177.1  HD-CE+HSP90                 NZ_BDQG01000001.1:3122871-3138170       GCF_002117975.1     852     Band_7->AAA_15->*HD-CE+HSP90->Viral-MACRO->FRG->                                                                                                                                                                    Geoanaerobacter pelophilus                                      Desulfuromonadia                NZ_BDQG01000001.1
WP_151154883.1  HD-CE+HSP90+MEDS            NZ_VZRA01000001.1:490255-504109         GCF_008802355.1     1031    DEOR-HTH+WYL->*HD-CE+HSP90+MEDS->Methyltransf_28->Hydrolase->                                                                                                                                                       Oryzomonas sagensis                                             Desulfuromonadia                NZ_VZRA01000001.1
WP_130527228.1  HD-CE+HSP90                 NZ_QXNB01000005.1:34514-49886           GCF_004283115.1     550     *HD-CE+HSP90->?->                                                                                                                                                                                                   Aliarcobacter butzleri                                          Epsilonproteobacteria           NZ_QXNB01000005.1
WP_046994979.1  HD-CE+HSP90                 NZ_CABMIP010000053.1:132865-146433      GCF_902386335.1     953     AlcRN+HTH_18->*HD-CE+HSP90->Tox-ART-RSE->DSBH+HTH_18->                                                                                                                                                              Aliarcobacter butzleri                                          Epsilonproteobacteria           NZ_CABMIP010000053.1
WP_216818595.1  HD-CE+HSP90                 NZ_LRUY01000033.1:41-5253               GCF_001572945.1     910     *HD-CE+HSP90->                                                                                                                                                                                                      Aliarcobacter skirrowii                                         Epsilonproteobacteria           NZ_LRUY01000033.1
NQY53922.1      HD-CE+HSP90                 JABSON010000148.1:1-4466                GCA_013215915.1     536     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Campylobacteraceae bacterium                                    Epsilonproteobacteria           JABSON010000148.1
NQY54777.1      HD-CE+HSP90                 JABSON010000377.1:1-2008                GCA_013215915.1     669     *HD-CE+HSP90->                                                                                                                                                                                                      Campylobacteraceae bacterium                                    Epsilonproteobacteria           JABSON010000377.1
WP_108061629.1  HD-CE+HSP90                 NZ_PZYW01000002.1:438342-452085         GCF_003049765.1     833     *HD-CE+HSP90->                                                                                                                                                                                                      Poseidonibacter lekithochrous                                   Epsilonproteobacteria           NZ_PZYW01000002.1
WP_226068402.1  HD-CE+HSP90                 NZ_CP084578.1:591050-605203             GCF_020410885.1     959     ?->HSDR_N_2+SF2-DUF3427A+EcoEI_R_C->*HD-CE+HSP90->Fic_N+DOC+BirA-HTH->HsdM_N+N6_Mtase->                                                                                                                             Sulfurimonas sp. SWIR-19                                        Epsilonproteobacteria           NZ_CP084578.1
WP_041957559.1  HD-CE+HSP90                 NZ_BBQF01000002.1:138544-149991         GCF_000813345.1     979     *HD-CE+HSP90->?->?->                                                                                                                                                                                                Sulfurospirillum arsenophilum NBRC 109478                       Epsilonproteobacteria           NZ_BBQF01000002.1
WP_069477786.1  HD-CE+HSP90                 NZ_CP017111.1:1203897-1214570           GCF_001723605.1     556     35exo->*HD-CE+HSP90->                                                                                                                                                                                               Sulfurospirillum halorespirans DSM 13726                        Epsilonproteobacteria           NZ_CP017111.1
MBI5000998.1    HD-CE                       JACRNV010000037.1:1494-31967            GCA_016214785.1     390     CarboxypepD_reg->tRNA-synt_2b+HGTP_anticodon+ProRS-C_1->*HD-CE->                                                                                                                                                    Euryarchaeota archaeon                                          Euryarchaeota                   JACRNV010000037.1
MBU4223601.1    HD-CE+HSP90                 JAHIJV010000530.1:1-9444                GCA_018898145.1     1044    Fib_alpha->Y1_Tnp+REase->*HD-CE+HSP90->Aminotran_5->                                                                                                                                                                Euryarchaeota archaeon                                          Euryarchaeota                   JAHIJV010000530.1
MBQ7079170.1    HD-CE+HSP90                 JAFRZN010000043.1:53025-61452           GCA_017442555.1     735     HD-CE->*HD-CE+HSP90->                                                                                                                                                                                               Fibrobacter sp.                                                 Fibrobacterales                 JAFRZN010000043.1
MBR3852022.1    HD-CE+HSP90                 JAFWZY010000195.1:26528-39217           GCA_017517265.1     932     ABC_tran+Wzt_C->?->*HD-CE+HSP90->DrHyd+HATPase_c_4+HTH_24->Methyltransf_11->                                                                                                                                        Fibrobacter sp.                                                 Fibrobacterales                 JAFWZY010000195.1
MBO4829203.1    HD-CE+HSP90                 JAFZSE010000037.1:57018-73852           GCA_017619555.1     857     ?->?->*HD-CE+HSP90->nSTAND3->                                                                                                                                                                                       Fibrobacter sp.                                                 Fibrobacterales                 JAFZSE010000037.1
WP_088639618.1  HD-CE+HSP90                 NZ_MWQI01000001.1:789518-809832         GCF_002210345.1     864     *HD-CE+HSP90->HTH->                                                                                                                                                                                                 Fibrobacter sp. UWB4                                            Fibrobacterales                 NZ_MWQI01000001.1
MBK8803988.1    HD-CE+HSP90                 JADKBN010000029.1:192547-212269         GCA_016715065.1     826     *HD-CE+HSP90->ORC-AAA+CR-ATPase9+HEPN->RVT->                                                                                                                                                                        Fibrobacteres bacterium                                         Fibrobacteres                   JADKBN010000029.1
RHQ54516.1      HD-CE+HSP90                 QUFP01000060.1:4278-14562               GCA_003478935.1     1054    HD-CE+HSP90->SLATT->*HD-CE+HSP90->                                                                                                                                                                                  Firmicutes bacterium AF25-13AC                                  Firmicutes                      QUFP01000060.1
WP_158850103.1  HD-CE+HSP90                 NZ_CP047029.1:3702582-3720474           GCF_009796805.1     969     *HD-CE+HSP90->                                                                                                                                                                                                      Algibacter sp. L1A34                                            Flavobacteriia                  NZ_CP047029.1
WP_074410333.1  HD-CE+HSP90                 NZ_FLRG01000012.1:1278-13651            GCF_900089995.1     807     AAA_15+TOPRIM->?->*HD-CE+HSP90->?->?->                                                                                                                                                                              Aquimarina megaterium                                           Flavobacteriia                  NZ_FLRG01000012.1
WP_198319195.1  HD-CE+HSP90                 NZ_CP022515.1:654546-667631             GCF_002234495.1     848     PHP+SbcC+AAA_21->AlbA_2+HATPase_c_4->*HD-CE+HSP90->                                                                                                                                                                 Arenibacter algicola                                            Flavobacteriia                  NZ_CP022515.1
WP_166553922.1  HD-CE+HSP90                 NZ_JAAALB010000080.1:882-11299          GCF_009905545.1     1072    *HD-CE+HSP90->                                                                                                                                                                                                      Cellulophaga sp. BC115SP                                        Flavobacteriia                  NZ_JAAALB010000080.1
WP_142786087.1  Calcineurin-CE+TPR          NZ_CP039456.1:3584845-3598204           GCF_006974145.1     491     ?->?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                       Changchengzhania lutea                                          Flavobacteriia                  NZ_CP039456.1
WP_233111020.1  HD-CE+HSP90                 NZ_JAJTNP010000003.1:411092-426376      GCF_021311115.1     1141    *HD-CE+HSP90->AAA->Peptidase_S8->                                                                                                                                                                                   Chryseobacterium gwangjuense                                    Flavobacteriia                  NZ_JAJTNP010000003.1
WP_233111090.1  HD-CE+HSP90                 NZ_JAJTNP010000004.1:25276-40633        GCF_021311115.1     822     tRNA-synt_2c+tRNA_SAD+DHHA1->*HD-CE+HSP90->DUF5686->DUF5686->                                                                                                                                                       Chryseobacterium gwangjuense                                    Flavobacteriia                  NZ_JAJTNP010000004.1
WP_116096670.1  HD-CE                       NZ_QNVW01000022.1:59130-66018           GCF_003391035.1     325     *HD-CE->HSP90->                                                                                                                                                                                                     Chryseobacterium sp. 5_R23647                                   Flavobacteriia                  NZ_QNVW01000022.1
WP_120231219.1  HD-CE+HSP90                 NZ_RAQF01000002.1:1220425-1237841       GCF_003610675.1     1129    Mbetalac+Mbetalac->NACHT->*HD-CE+HSP90->cNMP_binding->?->                                                                                                                                                           Chryseobacterium sp. AG363                                      Flavobacteriia                  NZ_RAQF01000002.1
WP_202270914.1  HD-CE+HSP90                 NZ_JAESIT010000008.1:60218-74209        GCF_016756935.1     804     XIS-HTH->TVPOL->*HD-CE+HSP90->                                                                                                                                                                                      Chryseobacterium sp. KMC2                                       Flavobacteriia                  NZ_JAESIT010000008.1
WP_055981681.1  HD-CE+HSP90                 NZ_LMQN01000007.1:58643-66119           GCF_001425355.1     690     *HD-CE+HSP90->                                                                                                                                                                                                      Chryseobacterium sp. Leaf405                                    Flavobacteriia                  NZ_LMQN01000007.1
WP_149246241.1  HD-CE+HSP90                 NZ_VTSX01000006.1:39030-51996           GCF_008329705.1     1009    MPTase-Lit->*HD-CE+HSP90->                                                                                                                                                                                          Chryseobacterium sp. SN22                                       Flavobacteriia                  NZ_VTSX01000006.1
WP_109738379.1  HD-CE+HSP90                 NZ_PPEG02000004.1:248843-265138         GCF_002899945.2     1128    PRTase-CE+wHTH-PRTase->RVT_1->*HD-CE+HSP90->                                                                                                                                                                        Chryseobacterium viscerum                                       Flavobacteriia                  NZ_PPEG02000004.1
WP_100611604.1  HD-CE+HSP90                 NZ_NIHE01000003.1:393204-408893         GCF_002806995.1     942     ArabFuran-catal+NPCBM_assoc+LTD->*HD-CE+HSP90->?->?->                                                                                                                                                               Confluentibacter lentus                                         Flavobacteriia                  NZ_NIHE01000003.1
WP_179240922.1  HD-CE+HSP90                 NZ_CP058595.1:922803-936823             GCF_013402795.1     830     ?->VirE+DUF3874->*HD-CE+HSP90->                                                                                                                                                                                     Costertonia aggregata                                           Flavobacteriia                  NZ_CP058595.1
SNR38849.1      HD-CE+HSP90                 FZNY01000001.1:493801-504297            GCA_900188275.1     1032    2TM->DHFR_1->*HD-CE+HSP90->Methyltransf_12->Ferritin->                                                                                                                                                              Dokdonia pacifica                                               Flavobacteriia                  FZNY01000001.1
HAT4001770.1    HD-CE+HSP90                 DACSYE010000009.1:36904-47811           GCA_015930225.1     829     ?->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                          Elizabethkingia anophelis                                       Flavobacteriia                  DACSYE010000009.1
WP_078411808.1  HD-CE+HSP90                 NZ_CP016373.1:1006951-1019536           GCF_002022065.1     857     ?->?->*HD-CE+HSP90->NACHT+SNaCT->                                                                                                                                                                                   Elizabethkingia anophelis                                       Flavobacteriia                  NZ_CP016373.1
WP_019051254.1  HD-CE+HSP90                 NZ_BARD01000015.1:134075-144794         GCF_000367325.1     1010    Cpn60_TCP1->APH->*HD-CE+HSP90->HTH->?->                                                                                                                                                                             Elizabethkingia meningoseptica ATCC 13253 = NBRC 12535          Flavobacteriia                  NZ_BARD01000015.1
WP_121849122.1  HD-CE+HSP90                 NZ_CP032050.1:2860701-2883139           GCF_003687485.1     904     ANK->Acyl_transf_3->*HD-CE+HSP90->                                                                                                                                                                                  Euzebyella marina                                               Flavobacteriia                  NZ_CP032050.1
MBY0486269.1    TPR-MalT                    JAIEMH010000112.1:2352-9296             GCA_019752245.1     363     HSP90+HSP90->*TPR-MalT->                                                                                                                                                                                            Flavobacteriaceae bacterium                                     Flavobacteriia                  JAIEMH010000112.1
MBK7383308.1    HD-CE+HSP90                 JADJKO010000003.1:101429-112825         GCA_016705955.1     977     *HD-CE+HSP90->DEDD_Tnp_IS110->Transposase_20->                                                                                                                                                                      Flavobacteriales bacterium                                      Flavobacteriia                  JADJKO010000003.1
MBK9148849.1    HD-CE+HSP90                 JADJWA010000001.1:3346139-3361179       GCA_016716605.1     857     ?->FtsK_4TM+FtsK_alpha+FTSK+Ftsk_gamma->*HD-CE+HSP90->?->?->                                                                                                                                                        Flavobacteriales bacterium                                      Flavobacteriia                  JADJWA010000001.1
WP_055098086.1  HD-CE+HSP90                 NZ_JRLF01000015.1:343100-358236         GCF_001404985.1     926     ?->Thr_synth_N+PALP->*HD-CE+HSP90->                                                                                                                                                                                 Flavobacterium aquidurense                                      Flavobacteriia                  NZ_JRLF01000015.1
WP_072945058.1  HD-CE+HSP90                 NZ_FQWO01000010.1:72702-85557           GCF_900129705.1     811     ?->SbcC+AAA_21->*HD-CE+HSP90->?->?->                                                                                                                                                                                Flavobacterium granuli                                          Flavobacteriia                  NZ_FQWO01000010.1
WP_035626037.1  HD-CE+HSP90                 NZ_JPRM01000035.1:47322-65673           GCF_000737695.1     1004    ?->*HD-CE+HSP90->AbiJ_NTD3+AAA_21->HNH->                                                                                                                                                                            Flavobacterium hydatis                                          Flavobacteriia                  NZ_JPRM01000035.1
THD33060.1      Calcineurin-CE+TPR          SSMF01000002.1:4647-19827               GCA_004799385.1     493     Peptidase_M50->tRNA->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->?->                                                                                                                                                     Flavobacterium johnsoniae                                       Flavobacteriia                  SSMF01000002.1
WP_112084523.1  HD-CE+HSP90                 NZ_QLSV01000001.1:99824-115737          GCF_003268815.1     895     Methyltransf_10->?->*HD-CE+HSP90->ResIII+UvrB_inter+Helicase_C+UvrB+UVR->?->                                                                                                                                        Flavobacterium lacus                                            Flavobacteriia                  NZ_QLSV01000001.1
RZK09959.1      HD-CE+HSP90                 SEBO01000313.1:217-4120                 GCA_004295775.1     1099    *HD-CE+HSP90->NTP_transf_2->DUF86->                                                                                                                                                                                 Flavobacterium sp.                                              Flavobacteriia                  SEBO01000313.1
WP_159777403.1  TPR-MalT                    NZ_LR733556.1:372076-383939             GCF_902506265.1     363     ?->HSP90+HSP90->*TPR-MalT->Nuc-transf->?->                                                                                                                                                                          Flavobacterium sp. 9AF                                          Flavobacteriia                  NZ_LR733556.1
WP_131991657.1  HD-CE+HSP90                 NZ_SMLF01000002.1:117-7961              GCF_004349155.1     830     *HD-CE+HSP90->                                                                                                                                                                                                      Flavobacterium sp. GT3P67                                       Flavobacteriia                  NZ_SMLF01000002.1
WP_078229836.1  HD-CE+HSP90                 NZ_MUFW01000006.1:106388-120794         GCF_002017935.1     966     ?->Thr_synth_N+PALP->*HD-CE+HSP90->                                                                                                                                                                                 Flavobacterium sp. LM4                                          Flavobacteriia                  NZ_MUFW01000006.1
WP_078212985.1  HD-CE+HSP90                 NZ_MUFX01000005.1:30561-43742           GCF_002017945.1     940     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Flavobacterium sp. LM5                                          Flavobacteriia                  NZ_MUFX01000005.1
WP_182648595.1  HD-CE+HSP90                 NZ_QKNZ01000007.1:1-9121                GCF_014156605.1     635     KdpD->4HB_MCP_1+HAMP+PAS+HISKIN->*HD-CE+HSP90->                                                                                                                                                                     Flavobacterium sp. SOK18b                                       Flavobacteriia                  NZ_QKNZ01000007.1
WP_069677043.1  TPR-MalT                    NZ_CP017260.1:1854095-1865807           GCF_001735745.1     362     Glyoxalase_2->HSP90->*TPR-MalT->?->?->                                                                                                                                                                              Formosa sp. Hel1_33_131                                         Flavobacteriia                  NZ_CP017260.1
WP_130936094.1  HD-CE+HSP90                 NZ_BMEE01000001.1:1058151-1073677       GCF_014636335.1     973     *HD-CE+HSP90->RNA-Helicase+UvrD_C_2->DUF2290->                                                                                                                                                                      Hyunsoonleella pacifica                                         Flavobacteriia                  NZ_BMEE01000001.1
WP_117172619.1  HD-CE+HSP90                 NZ_CP022985.1:675086-687481             GCF_003425985.1     840     ?->SbcC+SbcC->*HD-CE+HSP90->                                                                                                                                                                                        Mariniflexile sp. TRM1-10                                       Flavobacteriia                  NZ_CP022985.1
WP_162521549.1  TPR-MalT                    NZ_WMJY01000002.1:70067-89483           GCF_009711055.1     358     Sel1+Sel1+Sel1+Sel1->HSP90+HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->                                                                                                                                      Myroides pelagicus                                              Flavobacteriia                  NZ_WMJY01000002.1
WP_155034574.1  TPR-MalT                    NZ_WMJY01000002.1:70067-89483           GCF_009711055.1     354     Sel1+Sel1+Sel1+Sel1->HSP90+HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->                                                                                                                                      Myroides pelagicus                                              Flavobacteriia                  NZ_WMJY01000002.1
WP_155034575.1  TPR-MalT                    NZ_WMJY01000002.1:70067-89483           GCF_009711055.1     357     Sel1+Sel1+Sel1+Sel1->HSP90+HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->                                                                                                                                      Myroides pelagicus                                              Flavobacteriia                  NZ_WMJY01000002.1
WP_155034576.1  TPR-MalT                    NZ_WMJY01000002.1:70067-89483           GCF_009711055.1     360     Sel1+Sel1+Sel1+Sel1->HSP90+HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->                                                                                                                                      Myroides pelagicus                                              Flavobacteriia                  NZ_WMJY01000002.1
WP_113966389.1  HD-CE+HSP90                 NZ_QNRP01000004.1:227354-238977         GCF_003315315.1     828     DEAM-SNAD3->TM2+WYL+TerB->*HD-CE+HSP90->?->DSBH+HTH_18->                                                                                                                                                            Oceanihabitans sediminis                                        Flavobacteriia                  NZ_QNRP01000004.1
WP_037321801.1  HD-CE+HSP90                 NZ_JQNQ01000001.1:4182727-4194680       GCF_000745315.1     1059    HTH->*HD-CE+HSP90->?->DeoC->                                                                                                                                                                                        Salegentibacter sp. Hel_I_6                                     Flavobacteriia                  NZ_JQNQ01000001.1
WP_216714194.1  TPR-MalT                    NZ_JACVEL010000006.1:39133-52179        GCF_014518315.1     371     HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->                                                                                                                                                                            Taishania pollutisoli                                           Flavobacteriia                  NZ_JACVEL010000006.1
WP_216714195.1  TPR-MalT                    NZ_JACVEL010000006.1:39133-52179        GCF_014518315.1     377     HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->                                                                                                                                                                            Taishania pollutisoli                                           Flavobacteriia                  NZ_JACVEL010000006.1
WP_216714196.1  TPR-MalT                    NZ_JACVEL010000006.1:39133-52179        GCF_014518315.1     371     HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->                                                                                                                                                                            Taishania pollutisoli                                           Flavobacteriia                  NZ_JACVEL010000006.1
MBV7440599.1    TPR-MalT                    JAHUUM010000007.1:33860-46889           GCA_019218445.1     354     Imm28+TPR+Sel1+Sel1+Sel1+Sel1+Sel1->HSP90+HSP90->*TPR-MalT->ParB->DAM->                                                                                                                                             Weeksellaceae bacterium TAE3-ERU29                              Flavobacteriia                  JAHUUM010000007.1
WP_088336922.1  HD-CE+HSP90                 NZ_CP021934.1:743535-758105             GCF_002202115.1     964     *HD-CE+HSP90->AhpC-TSA->                                                                                                                                                                                            Fusobacterium polymorphum                                       Fusobacteriia                   NZ_CP021934.1
WP_087876494.1  HD-CE+HSP90                 NZ_NEQH01000001.1:22560-29095           GCF_002184335.1     982     Ser_hydrolase->?->*HD-CE+HSP90->                                                                                                                                                                                    Acinetobacter baumannii                                         Gammaproteobacteria             NZ_NEQH01000001.1
WP_111848192.1  HD-CE+HSP90                 NZ_RHYH01000004.1:22656-36055           GCF_003939565.1     974     Ser_hydrolase->?->*HD-CE+HSP90->                                                                                                                                                                                    Acinetobacter baumannii                                         Gammaproteobacteria             NZ_RHYH01000004.1
WP_104889659.1  HD-CE+HSP90                 NZ_CP026761.1:1249723-1262903           GCF_002948925.1     1001    Ser_hydrolase->?->*HD-CE+HSP90->                                                                                                                                                                                    Acinetobacter baumannii                                         Gammaproteobacteria             NZ_CP026761.1
ABO10772.1      HD-CE+HSP90                 CP000521.1:325090-339963                GCA_000015425.1     992     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Acinetobacter baumannii ATCC 17978                              Gammaproteobacteria             CP000521.1
WP_199955597.1  HD-CE+HSP90                 NZ_JADWNR010000004.1:64665-79571        GCF_016502415.1     945     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Acinetobacter junii                                             Gammaproteobacteria             NZ_JADWNR010000004.1
WP_004647297.1  HD-CE+HSP90                 NZ_BBSQ01000020.1:18515-32615           GCF_000836095.1     1000    *HD-CE+HSP90->                                                                                                                                                                                                      Acinetobacter lwoffii                                           Gammaproteobacteria             NZ_BBSQ01000020.1
WP_004279440.1  HD-CE+HSP90+PEPTIDEKINASE   NZ_GG705057.1:289070-303914             GCF_000162095.1     957     *HD-CE+HSP90+PEPTIDEKINASE->gap->LexA-protease->?->                                                                                                                                                                 Acinetobacter lwoffii SH145                                     Gammaproteobacteria             NZ_GG705057.1
WP_083009339.1  HD-CE+HSP90                 NZ_CP020588.1:3921340-3934588           GCF_002082665.1     928     Ser_hydrolase->*HD-CE+HSP90->?->                                                                                                                                                                                    Acinetobacter nosocomialis                                      Gammaproteobacteria             NZ_CP020588.1
WP_228275401.1  HD-CE+HSP90                 NZ_BKUC01000127.1:1-5559                GCF_009006965.1     653     Ser_hydrolase->?->*HD-CE+HSP90->                                                                                                                                                                                    Acinetobacter oleivorans                                        Gammaproteobacteria             NZ_BKUC01000127.1
WP_089605936.1  HD-CE+HSP90                 NZ_NIFO01000011.1:119027-131941         GCF_002233755.1     974     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Acinetobacter piscicola                                         Gammaproteobacteria             NZ_NIFO01000011.1
WP_081318688.1  HD-CE+HSP90                 NZ_JAHNFB010000002.1:22659-34957        GCF_021384265.1     956     Ser_hydrolase->?->*HD-CE+HSP90->                                                                                                                                                                                    Acinetobacter pittii                                            Gammaproteobacteria             NZ_JAHNFB010000002.1
WP_076752938.1  HD-CE+HSP90+DUF5847         NZ_CP015615.1:220859-234427             GCF_001971565.1     998     *HD-CE+HSP90+DUF5847->                                                                                                                                                                                              Acinetobacter schindleri                                        Gammaproteobacteria             NZ_CP015615.1
WP_086496652.1  HD-CE+HSP90                 NZ_APCT01000026.1:5659-18900            GCF_002148925.1     1000    Ser_hydrolase->?->*HD-CE+HSP90->                                                                                                                                                                                    Acinetobacter seifertii                                         Gammaproteobacteria             NZ_APCT01000026.1
WP_004699131.1  HD-CE+HSP90                 NZ_KB851199.1:378659-391488             GCF_000368065.1     818     Ser_hydrolase->?->*HD-CE+HSP90->HTH_28+rve_3->?->                                                                                                                                                                   Acinetobacter seifertii                                         Gammaproteobacteria             NZ_KB851199.1
EXE59311.1      HD-CE+HSP90                 JEYA01000005.1:23135-35508              GCA_000581835.1     402     Ser_hydrolase->?->*HD-CE+HSP90->?->                                                                                                                                                                                 Acinetobacter sp. 1542444                                       Gammaproteobacteria             JEYA01000005.1
WP_056516532.1  HD-CE+HSP90                 NZ_LMED01000025.1:24700-38031           GCF_001425285.1     972     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Acinetobacter sp. Root1280                                      Gammaproteobacteria             NZ_LMED01000025.1
WP_180126275.1  HD-CE+HSP90                 NZ_VOZP01000002.1:86170-100133          GCF_013419735.1     944     Glutaminase+STAS->?->*HD-CE+HSP90->                                                                                                                                                                                 Acinetobacter sp. YH12064                                       Gammaproteobacteria             NZ_VOZP01000002.1
WP_180115447.1  HD-CE+HSP90                 NZ_VPBZ01000003.1:244627-261830         GCF_013418475.1     947     tRNA->Arm-DNA-bind_3+Phage_int_SAM_3+Phage_integrase->*HD-CE+HSP90->?->                                                                                                                                             Acinetobacter sp. YH12140                                       Gammaproteobacteria             NZ_VPBZ01000003.1
WP_142769676.1  HD-CE+HSP90                                                         GCF_006965565.1     967     *HD-CE+HSP90->                                                                                                                                                                                                      Acinetobacter tandoii                                           Gammaproteobacteria             
WP_082040808.1  Calcineurin-CE+TPR          NZ_CDCB01000119.1:699-9767              GCF_000820245.1     484     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->?->                                                                                                                                                                          Aeromonas allosaccharophila                                     Gammaproteobacteria             NZ_CDCB01000119.1
WP_169045724.1  HD-CE+HSP90                 NZ_CP051883.1:431433-444919             GCF_012931585.1     874     PALP->Trp_syntA->*HD-CE+HSP90->                                                                                                                                                                                     Aeromonas salmonicida                                           Gammaproteobacteria             NZ_CP051883.1
WP_216219142.1  HD-CE+HSP90                 NZ_MQSY01000023.1:13921-28824           GCF_001921245.1     923     *HD-CE+HSP90->                                                                                                                                                                                                      Aeromonas sp. YN13HZO-058                                       Gammaproteobacteria             NZ_MQSY01000023.1
WP_206875489.1  HD-CE+HSP90                 NZ_JAFLWQ010000017.1:25817-39054        GCF_017315455.1     954     DAGK_prokar->*HD-CE+HSP90->                                                                                                                                                                                         Aeromonas veronii                                               Gammaproteobacteria             NZ_JAFLWQ010000017.1
WP_130048395.1  HD-CE+HSP90                 NZ_JARACR010000001.1:129900-144646      GCF_028765505.1     919     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Aliivibrio sp. A6                                               Gammaproteobacteria             NZ_JARACR010000001.1
OES26287.1      HD-CE+HSP90                 MIPY01000035.1:423881-435146            GCA_001750365.1     1159    ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Alteromonas macleodii                                           Gammaproteobacteria             MIPY01000035.1
WP_083963905.1  HD-CE+HSP90                 NZ_LXEO01000017.1:164047-175910         GCF_001654865.1     918     ?->PC-Esterase->*HD-CE+HSP90->                                                                                                                                                                                      Buttiauxella noackiae ATCC 51607                                Gammaproteobacteria             NZ_LXEO01000017.1
VFJ64885.1      HSP90                       CAADFE010000006.1:59334-69615           CAADFE010000006.1   885     CR-REase5->cobW->*HSP90->DUF4926->?->                                                                                                                                                                               Candidatus Kentron sp. FW                                       Gammaproteobacteria             CAADFE010000006.1
VFM95296.1      HSP90+HSP90+TIR             CAADHE010000053.1:3-7834                GCA_900696175.1     804     *HSP90+HSP90+TIR->HicB_lk_antitox->HicA_toxin->                                                                                                                                                                     Candidatus Kentron sp. G                                        Gammaproteobacteria             CAADHE010000053.1
VFK11497.1      HD-CE+HSP90                 CAADFM010000056.1:1459-13367            CAADFM010000056.1   718     ?->?->*HD-CE+HSP90->?->?->                                                                                                                                                                                          Candidatus Kentron sp. LPFa                                     Gammaproteobacteria             CAADFM010000056.1
VFK38742.1      HD-CE+HSP90                 CAADFR010000027.1:7408-20117            CAADFR010000027.1   1055    *HD-CE+HSP90->?->                                                                                                                                                                                                   Candidatus Kentron sp. SD                                       Gammaproteobacteria             CAADFR010000027.1
VFK56918.1      HSP90                       CAADFY010000099.1:105-11217             CAADFY010000099.1   814     *HSP90->?->TPR->                                                                                                                                                                                                    Candidatus Kentron sp. TUN                                      Gammaproteobacteria             CAADFY010000099.1
WP_016957278.1  HD-CE+HSP90                 NZ_JH767535.1:131118-142888             GCF_000281085.1     968     RelA_SpoT->DUF4172+DOC+CITB-HTH->*HD-CE+HSP90->?->HTH->                                                                                                                                                             Catenovulum agarivorans YM01                                    Gammaproteobacteria             NZ_JH767535.1
WP_094986124.1  HD-CE+HSP90                 NZ_NHNI01000003.1:17614-28826           GCF_002268635.1     865     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Cellvibrio mixtus                                               Gammaproteobacteria             NZ_NHNI01000003.1
WP_039918758.1  HD-CE+MORC                  NZ_KN266218.1:23781-35395               GCF_000766945.1     964     *HD-CE+MORC->                                                                                                                                                                                                       Cellvibrio mixtus subsp. mixtus J3-8                            Gammaproteobacteria             NZ_KN266218.1
PZR30049.1      HD-CE+HSP90                 QFQQ01000001.1:184723-204250            GCA_003243445.1     922     *HD-CE+HSP90->?->Es2->                                                                                                                                                                                              Citrobacter freundii                                            Gammaproteobacteria             QFQQ01000001.1
WP_181688510.1  HD-CE+HSP90                 NZ_CP057258.1:4092441-4104209           GCF_013821695.1     862     Psu->*HD-CE+HSP90->                                                                                                                                                                                                 Citrobacter freundii                                            Gammaproteobacteria             NZ_CP057258.1
HAU4308714.1    HD-CE+MORC                  DACXHS010000007.1:58045-72728           GCA_016065555.1     876     ?->PSE->*HD-CE+MORC->                                                                                                                                                                                               Citrobacter freundii                                            Gammaproteobacteria             DACXHS010000007.1
RTM30629.1      HD-CE+HSP90                 RXSV01000004.1:265133-274094            GCA_003964825.1     909     HTH->*HD-CE+HSP90->                                                                                                                                                                                                 Enterobacter bugandensis                                        Gammaproteobacteria             RXSV01000004.1
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WP_080351354.1  HD-CE+HSP90                 NZ_JUZJ01000003.1:16011-24921           GCF_001077015.1     909     HTH->*HD-CE+HSP90->                                                                                                                                                                                                 Enterobacter cloacae                                            Gammaproteobacteria             NZ_JUZJ01000003.1
MBK4478943.1    HD-CE                       JAEPHC010000077.1:1-1227                GCA_016632985.1     408     *HD-CE->                                                                                                                                                                                                            Enterobacter hormaechei                                         Gammaproteobacteria             JAEPHC010000077.1
WP_080347049.1  HD-CE+HSP90                 NZ_KQ087577.1:223603-232659             GCF_001030145.1     931     HTH->*HD-CE+HSP90->                                                                                                                                                                                                 Enterobacter hormaechei                                         Gammaproteobacteria             NZ_KQ087577.1
WP_080343383.1  HD-CE+HSP90                 NZ_LBLX01000030.1:91628-104171          GCF_000981975.1     923     Ribosomal_S22->malic+Malic_M->*HD-CE+HSP90->                                                                                                                                                                        Enterobacter hormaechei subsp. hoffmannii                       Gammaproteobacteria             NZ_LBLX01000030.1
WP_080958714.1  HD-CE+HSP90                 NZ_LDCJ01000006.1:10634-27187           GCF_001011785.1     882     HTH_6+SIS->*HD-CE+HSP90->                                                                                                                                                                                           Enterobacter kobei                                              Gammaproteobacteria             NZ_LDCJ01000006.1
WP_087450534.1  HD-CE+HSP90                 NZ_NDIV01000146.1:94073-102445          GCF_002162415.1     839     HTH->HD-CE->*HD-CE+HSP90->                                                                                                                                                                                          Enterobacter roggenkampii                                       Gammaproteobacteria             NZ_NDIV01000146.1
WP_034935104.1  Calcineurin-CE+TPR          NZ_JFHN01000029.1:408-8714              GCF_000590885.1     484     PSE->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                        Erwinia mallotivora                                             Gammaproteobacteria             NZ_JFHN01000029.1
WP_039093661.1  HD-CE+HSP90                 NZ_JPJL01000026.1:1-12536               GCF_000772385.1     958     PSE->AAA_15->UvrD-helicase+UvrD_C_2->*HD-CE+HSP90->DOC+ZDNA-HTH->?->                                                                                                                                                Gallibacterium anatis 7990                                      Gammaproteobacteria             NZ_JPJL01000026.1
RLA46905.1      Calcineurin-CE              QNFQ01000328.1:1-5306                   GCA_003646365.1     604     35exo->*Calcineurin-CE->HSP90+HSP90-CTDs->Plasmid_RAQPRD->                                                                                                                                                          Gammaproteobacteria bacterium                                   Gammaproteobacteria             QNFQ01000328.1
MXY64789.1      Calcineurin-CE              VXSX01000059.1:65397-79001              GCA_009837765.1     593     Aminotran_3->BKACE->*Calcineurin-CE->HSP90+HSP90-CTDs->TatD_DNase->                                                                                                                                                 Gammaproteobacteria bacterium                                   Gammaproteobacteria             VXSX01000059.1
MBA2594131.1    HD-CE+HSP90                 JACCXJ010000325.1:1-8116                GCA_013697045.1     822     ?->GatB_N+GatB_Yqey->*HD-CE+HSP90->                                                                                                                                                                                 Gammaproteobacteria bacterium                                   Gammaproteobacteria             JACCXJ010000325.1
PKM09658.1      HD-CE+MORC                  PGYZ01000009.1:1-3894                   GCA_002839905.1     972     *HD-CE+MORC->                                                                                                                                                                                                       Gammaproteobacteria bacterium HGW-Gammaproteobacteria-7         Gammaproteobacteria             PGYZ01000009.1
WP_202693411.1  HD-CE+HSP90                 NZ_CAMTGD010000001.1:159462-172001      GCF_947072025.1     928     Ribosomal_S22->malic+Malic_M->*HD-CE+HSP90->ABC_tran+ABC_tran_Xtn+ABC_tran->                                                                                                                                        Lelliottia amnigena                                             Gammaproteobacteria             NZ_CAMTGD010000001.1
WP_109823737.1  HD-CE+HSP90                 NZ_QGKL01000033.1:44477-56913           GCF_003172895.1     858     CobN-Mg_chel->*HD-CE+HSP90->SLATT->CobN-Mg_chel->                                                                                                                                                                   Leucothrix arctica                                              Gammaproteobacteria             NZ_QGKL01000033.1
WP_142778339.1  HD-CE+HSP90+TIR             NZ_VAHX01000100.1:10239-24253           GCF_007003725.1     946     FecCD->ABC_tran->*HD-CE+HSP90+TIR->                                                                                                                                                                                 Mannheimia haemolytica                                          Gammaproteobacteria             NZ_VAHX01000100.1
BCD96572.1      HD-CE+HSP90                 AP023086.1:1006083-1022102              GCA_021655555.1     1009    ACET->?->*HD-CE+HSP90->                                                                                                                                                                                             Marinagarivorans cellulosilyticus                               Gammaproteobacteria             AP023086.1
WP_006889487.1  HD-CE+HSP90                 NZ_JH109152.1:267095-281586             GCF_000190755.2     862     *HD-CE+HSP90->                                                                                                                                                                                                      Methylobacter tundripaludum SV96                                Gammaproteobacteria             NZ_JH109152.1
WP_006891437.1  HD-CE+MORC                  NZ_JH109152.1:2286671-2299364           GCF_000190755.2     886     *HD-CE+MORC->                                                                                                                                                                                                       Methylobacter tundripaludum SV96                                Gammaproteobacteria             NZ_JH109152.1
NJA06153.1      HD-CE+HSP90                 JAATWI010000009.1:116285-129579         GCA_011882205.1     1001    ?->PSE->*HD-CE+HSP90->                                                                                                                                                                                              Methylococcaceae bacterium WWC4                                 Gammaproteobacteria             JAATWI010000009.1
WP_221047134.1  HD-CE+MORC                  NZ_AP019782.1:2742948-2757129           GCF_019669985.1     888     *HD-CE+MORC->?->                                                                                                                                                                                                    Methylogaea oryzae                                              Gammaproteobacteria             NZ_AP019782.1
WP_088620291.1  HD-CE+HSP90                 NZ_CP022129.1:3488888-3504071           GCF_002209385.1     1035    *HD-CE+HSP90->                                                                                                                                                                                                      Methylovulum psychrotolerans                                    Gammaproteobacteria             NZ_CP022129.1
WP_088617775.1  HD-CE+HSP90                 NZ_CP022129.1:429837-445864             GCF_002209385.1     1020    Glycos_transf_1->BACTERIALFRINGE->*HD-CE+HSP90->Hexapep->Wzy_C->                                                                                                                                                    Methylovulum psychrotolerans                                    Gammaproteobacteria             NZ_CP022129.1
WP_079324028.1  HD-CE+HSP90                 NZ_MXAP01000012.1:32815-44778           GCF_002027555.1     746     DUF4507->GTP_EFTU+GTP_EFTU_D2+RF3_C->*HD-CE+HSP90->?->?->                                                                                                                                                           Moraxella equi                                                  Gammaproteobacteria             NZ_MXAP01000012.1
WP_065255977.1  HD-CE+HSP90                 NZ_JADFCB010000047.1:6879-17508         GCF_015223165.1     1020    ?->GTP_EFTU+GTP_EFTU_D2+RF3_C->*HD-CE+HSP90->Methyltransf_25->                                                                                                                                                      Moraxella sp. K1664                                             Gammaproteobacteria             NZ_JADFCB010000047.1
WP_061057343.1  HD-CE+HSP90                 NZ_CP014026.2:807452-819563             GCF_001558895.2     954     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Morganella morganii                                             Gammaproteobacteria             NZ_CP014026.2
WP_017219813.1  HD-CE+HSP90                 NZ_AKXQ01000001.1:270387-287722         GCF_000276805.1     1135    ?->DUF2379->*HD-CE+HSP90->DUF45->                                                                                                                                                                                   Moritella dasanensis ArB 0140                                   Gammaproteobacteria             NZ_AKXQ01000001.1
WP_006034353.1  HD-CE+HSP90                 NZ_ABCQ01000077.1:1-15925               GCF_000170855.1     928     *HD-CE+HSP90->                                                                                                                                                                                                      Moritella sp. PE36                                              Gammaproteobacteria             NZ_ABCQ01000077.1
WP_143124016.1  HD-CE+HSP90                 NZ_JNGC01000005.1:29597-46838           GCF_000731125.1     527     PSE->*HD-CE+HSP90->?->Phage_integrase->                                                                                                                                                                             Pantoea agglomerans                                             Gammaproteobacteria             NZ_JNGC01000005.1
WP_158150916.1  HD-CE+HSP90                 NZ_WHOW01000032.1:323-10441             GCF_009765415.1     934     *HD-CE+HSP90->                                                                                                                                                                                                      Pantoea ananatis                                                Gammaproteobacteria             NZ_WHOW01000032.1
WP_163932574.1  HD-CE+HSP90                 NZ_WINH01000007.1:65256-81278           GCF_010993985.1     858     *HD-CE+HSP90->                                                                                                                                                                                                      Paraferrimonas sp. SM1919                                       Gammaproteobacteria             NZ_WINH01000007.1
WP_233080291.1  HD-CE+HSP90                 NZ_JAJOYU010000017.1:63154-73076        GCF_021290985.1     847     GFA->*HD-CE+HSP90->                                                                                                                                                                                                 Pararheinheimera soli                                           Gammaproteobacteria             NZ_JAJOYU010000017.1
WP_233080906.1  HD-CE+HSP90                 NZ_JAJOYU010000028.1:1-11112            GCF_021290985.1     915     *HD-CE+HSP90->                                                                                                                                                                                                      Pararheinheimera soli                                           Gammaproteobacteria             NZ_JAJOYU010000028.1
WP_205947329.1  HD-CE+HSP90                 NZ_CP032619.1:2428817-2441772           GCF_025809395.1     929     *HD-CE+HSP90->MFS_1->PTS_IIB->                                                                                                                                                                                      Pectobacterium carotovorum                                      Gammaproteobacteria             NZ_CP032619.1
WP_233965792.1  HD-CE+HSP90                 NZ_CAKLIY010000001.1:193143-206601      GCF_922037565.1     1061    RelE->CHTH->*HD-CE+HSP90->SLATT->PSE->                                                                                                                                                                              Pectobacterium polaris                                          Gammaproteobacteria             NZ_CAKLIY010000001.1
PSV99850.1      HD-CE+HSP90                 PYLW01000001.1:319567-330080            GCA_003026405.1     945     HigB_toxin->CHTH->*HD-CE+HSP90->                                                                                                                                                                                    Photobacterium iliopiscarium                                    Gammaproteobacteria             PYLW01000001.1
WP_205068625.1  HD-CE+HSP90                 NZ_PYNF01000021.1:73290-79691           GCF_003025915.1     715     *HD-CE+HSP90->                                                                                                                                                                                                      Photobacterium kishitanii                                       Gammaproteobacteria             NZ_PYNF01000021.1
WP_107282548.1  HD-CE+HSP90                 NZ_PYMC01000003.1:289695-298134         GCF_003026475.1     930     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Photobacterium lipolyticum                                      Gammaproteobacteria             NZ_PYMC01000003.1
WP_181317399.1  HD-CE+HSP90                 NZ_PYMV01000014.1:86189-100268          GCF_003026545.1     1136    *HD-CE+HSP90->                                                                                                                                                                                                      Photobacterium phosphoreum                                      Gammaproteobacteria             NZ_PYMV01000014.1
WP_219197822.1  HD-CE                       NZ_JAHWLI010000114.1:584-7458           GCF_019334285.1     412     Nitrate_red_del->Molybdop_Fe4S4+Molybdopterin->PSE->*HD-CE->                                                                                                                                                        Providencia rettgeri                                            Gammaproteobacteria             NZ_JAHWLI010000114.1
WP_126458165.1  HD-CE+HSP90                 NZ_LR134396.1:238180-250347             GCF_900637755.1     915     HTH->*HD-CE+HSP90->                                                                                                                                                                                                 Providencia rustigianii                                         Gammaproteobacteria             NZ_LR134396.1
WP_149603398.1  HD-CE+HSP90                 NZ_SEUH01000018.1:108896-128485         GCF_008370225.1     1003    GATase_6+SIS+SIS->Esterase+TPR->*HD-CE+HSP90->DEAD->                                                                                                                                                                Pseudoalteromonas distincta                                     Gammaproteobacteria             NZ_SEUH01000018.1
OPD76499.1      Calcineurin-CE+TPR          LLMH01000056.1:332193-348626            GCA_001449655.1     491     PSE->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->Phage_AlpA->                                                                                                                                                            Pseudomonas aeruginosa                                          Gammaproteobacteria             LLMH01000056.1
WP_071536931.1  Calcineurin-CE+TPR          NZ_CP090649.1:1367918-1384351           GCF_023066865.1     490     CoiA->PSE->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->Phage_AlpA->                                                                                                                                                      Pseudomonas aeruginosa                                          Gammaproteobacteria             NZ_CP090649.1
WP_203448155.1  HD-CE+MORC                  NZ_CP024024.1:313653-325596             GCF_016864415.1     846     *HD-CE+MORC->?->QslA_E->                                                                                                                                                                                            Pseudomonas aeruginosa                                          Gammaproteobacteria             NZ_CP024024.1
WP_181124491.1  HD-CE+HSP90                 NZ_JAAMRH010000010.1:677-8164           GCF_013522665.1     859     ?->AAA_15->*HD-CE+HSP90->                                                                                                                                                                                           Pseudomonas carnis                                              Gammaproteobacteria             NZ_JAAMRH010000010.1
WP_117165208.1  HD-CE+MORC                                                          GCF_003415775.1     851     HxlR->*HD-CE+MORC->?->?->                                                                                                                                                                                           Pseudomonas cichorii                                            Gammaproteobacteria             
WP_150675667.1  HD-CE+HSP90                                                         GCF_902497655.1     866     DUF2790->Ribonuc_red_sm->*HD-CE+HSP90->PSE->HAD->                                                                                                                                                                   Pseudomonas fluorescens                                         Gammaproteobacteria             
WP_207982679.1  HD-CE+HSP90                 NZ_CP071797.1:3374567-3389018           GCF_017498465.1     957     Cupin_3->SBP_bac_8->*HD-CE+HSP90->ASTACIN+Peptidase_M10_C->Inh->                                                                                                                                                    Pseudomonas fluorescens                                         Gammaproteobacteria             NZ_CP071797.1
WP_130175653.1  HD-CE+HSP90                                                         GCF_005930695.1     845     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Pseudomonas lactis                                              Gammaproteobacteria             
WP_082239641.1  HD-CE+HSP90                 NZ_LFQO01000114.1:352-11162             GCF_001238395.1     863     *HD-CE+HSP90->                                                                                                                                                                                                      Pseudomonas lini                                                Gammaproteobacteria             NZ_LFQO01000114.1
WP_070411564.1  HD-CE+HSP90                 NZ_MLCU01000033.1:128-4386              GCF_001806125.1     876     *HD-CE+HSP90->                                                                                                                                                                                                      Pseudomonas lundensis                                           Gammaproteobacteria             NZ_MLCU01000033.1
WP_105162947.1  HD-CE+HSP90                 NZ_CP023272.1:5410364-5424581           GCF_002966835.1     1031    LysR_substrate->*HD-CE+HSP90->?->                                                                                                                                                                                   Pseudomonas lurida                                              Gammaproteobacteria             NZ_CP023272.1
RZN98872.1      HD-CE+HSP90                 RXNH01000076.1:113-7469                 GCA_004212425.1     925     Cupin_3->SBP_bac_8->*HD-CE+HSP90->                                                                                                                                                                                  Pseudomonas moorei                                              Gammaproteobacteria             RXNH01000076.1
WP_198706989.1  HD-CE+HSP90                 NZ_JAEILM010000018.1:450-15695          GCF_016307195.1     1028    *HD-CE+HSP90->REase+NACHT->                                                                                                                                                                                         Pseudomonas paralactis                                          Gammaproteobacteria             NZ_JAEILM010000018.1
WP_105696566.1  HD-CE+HSP90                 NZ_PCQL01000008.1:143056-159486         GCF_002980135.1     873     *HD-CE+HSP90->REase+TPR+PIN->PSE->MPtase-IrrE->                                                                                                                                                                     Pseudomonas poae                                                Gammaproteobacteria             NZ_PCQL01000008.1
WP_079227533.1  HD-CE+HSP90                 NZ_CP018846.1:1991493-2005289           GCF_002025705.1     849     LysR_substrate->*HD-CE+HSP90->                                                                                                                                                                                      Pseudomonas putida                                              Gammaproteobacteria             NZ_CP018846.1
WP_069551711.1  HD-CE+HSP90                 NZ_LXJP01000011.1:139404-148730         GCF_001728855.1     1027    *HD-CE+HSP90->                                                                                                                                                                                                      Pseudomonas sp. AP19                                            Gammaproteobacteria             NZ_LXJP01000011.1
WP_169775075.1  HD-CE+HSP90                 NZ_JAAXLL010000054.1:20609-34010        GCF_012979115.1     601     ATPcone+ATP-cone+Ribonuc_red_lgN+Ribonuc_red_lgC->Ribonuc_red_sm->*HD-CE+HSP90->?->                                                                                                                                 Pseudomonas sp. CES                                             Gammaproteobacteria             NZ_JAAXLL010000054.1
WP_146015838.1  HD-CE+HSP90                 NZ_POGL01000107.1:1-1733                GCF_002883475.1     577     *HD-CE+HSP90->                                                                                                                                                                                                      Pseudomonas sp. FW305-53                                        Gammaproteobacteria             NZ_POGL01000107.1
WP_102716696.1  HD-CE+HSP90                 NZ_POHV01000002.1:21036-37003           GCF_002884345.1     1033    LGT->Thymidylat_synt->*HD-CE+HSP90->                                                                                                                                                                                Pseudomonas sp. GW456-12-10-14-LB2                              Gammaproteobacteria             NZ_POHV01000002.1
WP_131650976.1  HD-CE+HSP90                 NZ_SJSS01000005.1:7706-17231            GCF_004331835.1     834     ?->HNH->*HD-CE+HSP90->?->                                                                                                                                                                                           Pseudomonas sp. IC_126                                          Gammaproteobacteria             NZ_SJSS01000005.1
WP_176991305.1  HD-CE+HSP90                 NZ_JACAQL010000002.1:772571-787973      GCF_013385245.1     855     *HD-CE+HSP90->                                                                                                                                                                                                      Pseudomonas sp. IPO3747                                         Gammaproteobacteria             NZ_JACAQL010000002.1
WP_177305138.1  HD-CE+MORC                  NZ_FPKC01000028.1:40211-51738           GCF_900119425.1     861     Radical_SAM->Radical_SAM->*HD-CE+MORC->                                                                                                                                                                             Pseudomonas sp. NFACC47-1                                       Gammaproteobacteria             NZ_FPKC01000028.1
WP_092422149.1  HD-CE+MORC                  NZ_FOXG01000013.1:71242-84677           GCF_900115645.1     860     FAD_binding_4+FAD-oxidase_C+Fer4_17->?->tmRNA->*HD-CE+MORC->                                                                                                                                                        Pseudomonas sp. NFPP07                                          Gammaproteobacteria             NZ_FOXG01000013.1
NBB65248.1      HD-CE+HSP90                 JAAAKX010000163.1:798-14937             GCA_009905675.1     1024    PI-PLC-C1+PAP2->Plug+OmpA-beta-barrel+TonB_dep_Rec->*HD-CE+HSP90->SLATT->                                                                                                                                           Pseudomonas sp. ODNR1LW                                         Gammaproteobacteria             JAAAKX010000163.1
WP_084709909.1  Calcineurin-CE              NZ_AP014637.1:1930583-1946788           GCF_000829415.1     483     RraA-like->?->PSE->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                              Pseudomonas sp. StFLB209                                        Gammaproteobacteria             NZ_AP014637.1
BAP42480.1      Calcineurin-CE              AP014637.1:1931268-1945662              GCA_000829415.1     459     ?->DDE_Tnp_1->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                                   Pseudomonas sp. StFLB209                                        Gammaproteobacteria             AP014637.1
WP_081729458.1  HD-CE+HSP90                 NZ_AZVO01000001.1:10476-24021           GCF_000514255.1     880     DUF4172+DOC+ZDNA-HTH->NERD+TOPC->*HD-CE+HSP90->?->DinB_2+FGS->                                                                                                                                                      Pseudomonas sp. URMO17WK12:I3                                   Gammaproteobacteria             NZ_AZVO01000001.1
WP_125834863.1  HD-CE+HSP90                 NZ_RHQP01000010.1:64566-77735           GCF_003935465.1     948     NERD+TOPC->*HD-CE+HSP90->DinB_2+FGS->Methyltransf_33->                                                                                                                                                              Pseudomonas sp. o96-267                                         Gammaproteobacteria             NZ_RHQP01000010.1
SFD70516.1      HD-CE+HSP90                 FOMO01000003.1:391313-404240            GCA_900112645.1     891     ATPcone+ATP-cone+Ribonuc_red_lgN+Ribonuc_red_lgC->Ribonuc_red_sm->*HD-CE+HSP90->?->                                                                                                                                 Pseudomonas straminea                                           Gammaproteobacteria             FOMO01000003.1
WP_080392051.1  HD-CE+HSP90                 NZ_CP013183.1:106161-119310             GCF_001482725.1     863     Epsilon2AT->AAA_15->*HD-CE+HSP90->MFS_1->                                                                                                                                                                           Pseudomonas syringae pv. lapsa                                  Gammaproteobacteria             NZ_CP013183.1
KPY37940.1      HD-CE+HSP90                 LJRC01000107.1:44409-66198              GCA_001400635.1     1043    DUF4011+RNA-Helicase+MTES_1575+DUF3320->*HD-CE+HSP90->                                                                                                                                                              Pseudomonas syringae pv. primulae                               Gammaproteobacteria             LJRC01000107.1
WP_122419645.1  Calcineurin-CE+TPR          NZ_USZW01000068.1:82955-104177          GCF_900576725.1     483     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                             Pseudomonas viridiflava                                         Gammaproteobacteria             NZ_USZW01000068.1
WP_122673072.1  Calcineurin-CE+TPR          NZ_UWHJ01000541.1:1-1452                GCF_900602555.1     483     *Calcineurin-CE+TPR->                                                                                                                                                                                               Pseudomonas viridiflava                                         Gammaproteobacteria             NZ_UWHJ01000541.1
WP_162999740.1  HD-CE+HSP90                 NZ_USZP01000013.1:78268-93770           GCF_900576625.1     1024    TrbL->?->*HD-CE+HSP90->TnpB_IS66->PSE->PSE->                                                                                                                                                                        Pseudomonas viridiflava                                         Gammaproteobacteria             NZ_USZP01000013.1
WP_201566083.1  HD-CE+HSP90                 NZ_CAJGZT010000005.1:1-13584            GCF_904846115.1     1033    GATase->?->*HD-CE+HSP90->                                                                                                                                                                                           Psychrobacter immobilis                                         Gammaproteobacteria             NZ_CAJGZT010000005.1
WP_198334893.1  HD-CE+HSP90                 NZ_JABASS010000013.1:5277-21745         GCF_016107545.1     1046    Aminotran_1_2->ADH_N+ADH_zinc_N->*HD-CE+HSP90->                                                                                                                                                                     Psychrobacter namhaensis                                        Gammaproteobacteria             NZ_JABASS010000013.1
WP_201576213.1  HD-CE+HSP90                 NZ_CAJHAN010000002.1:178611-192476      GCF_904846385.1     1009    Phage_int_SAM_1+Phage_integrase->DUF3817->*HD-CE+HSP90->MTS->                                                                                                                                                       Psychrobacter okhotskensis                                      Gammaproteobacteria             NZ_CAJHAN010000002.1
WP_051584292.1  HD-CE+HSP90                 NZ_BCUH01000001.1:61154-78191           GCF_001591185.1     1014    Amidase_2->?->*HD-CE+HSP90->                                                                                                                                                                                        Psychrobacter phenylpyruvicus DSM 7000 = NBRC 102152            Gammaproteobacteria             NZ_BCUH01000001.1
WP_149408955.1  HD-CE+MORC                  NZ_VOBE01000002.1:261842-277149         GCF_008369225.1     1030    Amidase_2+PG-binding->?->*HD-CE+MORC->                                                                                                                                                                              Psychrobacter sp. ANT_H59                                       Gammaproteobacteria             NZ_VOBE01000002.1
WP_102083179.1  HD-CE+HSP90                 NZ_PJBF01000058.1:62905-79129           GCF_002836505.1     1023    Aminotran_1_2->ADH_N+ADH_zinc_N->*HD-CE+HSP90->                                                                                                                                                                     Psychrobacter sp. Choline-02u-9                                 Gammaproteobacteria             NZ_PJBF01000058.1
AGP47634.1      HD-CE+HSP90                 CP006265.1:4877-20449                   GCA_000418305.1     953     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Psychrobacter sp. G                                             Gammaproteobacteria             CP006265.1
WP_143515725.1  HD-CE+HSP90                 NZ_FUKN01000014.1:86162-101392          GCF_900163785.1     957     DSBH->*HD-CE+HSP90->                                                                                                                                                                                                Psychrobacter sp. JB385                                         Gammaproteobacteria             NZ_FUKN01000014.1
WP_025645646.1  HD-CE+HSP90                 NZ_AYUI01000028.1:67-3795               GCF_000508345.1     743     DDE_Tnp_IS1595->*HD-CE+HSP90->                                                                                                                                                                                      Psychrobacter sp. TB2                                           Gammaproteobacteria             NZ_AYUI01000028.1
WP_008897391.1  HD-CE+HSP90                 NZ_AFHI01000003.1:71706-88498           GCF_000217935.1     1002    *HD-CE+HSP90->                                                                                                                                                                                                      Rheinheimera sp. A13L                                           Gammaproteobacteria             NZ_AFHI01000003.1
TAM57183.1      HD-CE+HSP90                 SCRF01000127.1:1-3205                   GCA_004322005.1     917     N6_N4_Mtase->*HD-CE+HSP90->                                                                                                                                                                                         Rhodanobacter sp.                                               Gammaproteobacteria             SCRF01000127.1
WP_192164234.1  HD-CE+HSP90                 NZ_JACYXM010000004.1:166160-179136      GCF_014843005.1     1034    B12-binding+ArgK+MM_CoA_mutase->*HD-CE+HSP90->?->                                                                                                                                                                   Rhodanobacter sp. DHG33                                         Gammaproteobacteria             NZ_JACYXM010000004.1
WP_031580363.1  HD-CE+HSP90                 NZ_KL370835.1:48119-57606               GCF_000701925.1     852     SNaCT->SNaCT->*HD-CE+HSP90->DUF863->SEC-C->                                                                                                                                                                         Ruminobacter sp. RM87                                           Gammaproteobacteria             NZ_KL370835.1
HBE9179424.1    HD-CE+HSP90                 DAEHFB010000009.1:37242-62412           GCA_018627575.1     860     *HD-CE+HSP90->                                                                                                                                                                                                      Serratia fonticola                                              Gammaproteobacteria             DAEHFB010000009.1
MBH2533845.1    HD-CE+HSP90                 JADTXU010000001.1:3935-12404            GCA_016004955.1     935     *HD-CE+HSP90->                                                                                                                                                                                                      Serratia marcescens                                             Gammaproteobacteria             JADTXU010000001.1
WP_119969012.1  HD-CE+HSP90                 NZ_QPQU01000009.1:176141-188184         GCF_003605145.1     1005    ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Shewanella japonica                                             Gammaproteobacteria             NZ_QPQU01000009.1
PZP37344.1      Calcineurin-CE+TPR          QFOM01000005.1:90388-103426             GCA_003241225.1     482     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                             Shewanella oneidensis                                           Gammaproteobacteria             QFOM01000005.1
MAK44147.1      HD-CE+MORC                  NZLT01000045.1:10235-22286              GCA_002694315.1     852     Acyl-CoA_dh_N+Acyl-CoA_dh_M+Acyl-CoA_dh_1->Thiolase_N+Thiolase_C->*HD-CE+MORC->Glyoxalase_2->                                                                                                                       Spongiibacter sp.                                               Gammaproteobacteria             NZLT01000045.1
WP_150455097.1  HD-CE+HSP90                 NZ_VYKI01000016.1:12948-27316           GCF_008710035.1     1026    Transketolase_N+PDH_E1_M->*HD-CE+HSP90->?->EVE+HNH_2->                                                                                                                                                              Stenotrophomonas cyclobalanopsidis                              Gammaproteobacteria             NZ_VYKI01000016.1
VUL90686.1      HD-CE+MORC                  CABGBA010000652.1:154-13054             GCA_902156955.1     473     Transketolase_N+PDH_E1_M->*HD-CE+MORC->?->                                                                                                                                                                          Stenotrophomonas maltophilia                                    Gammaproteobacteria             CABGBA010000652.1
NIM55659.1      Calcineurin-CE+TPR          WVZJ01000039.1:583792-598074            GCA_011772525.1     483     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->Phage_integrase->                                                                                                                                                            Stutzerimonas stutzeri                                          Gammaproteobacteria             WVZJ01000039.1
NIM31647.1      Calcineurin-CE+TPR          WWBQ01000017.1:583792-598770            GCA_011771365.1     478     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->Phage_integrase->                                                                                                                                                            Stutzerimonas stutzeri                                          Gammaproteobacteria             WWBQ01000017.1
EGV16089.1      Calcineurin-CE              AFWV01000023.1:8976-30134               GCA_000223985.2     593     *Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                                                 Thiocapsa marina 5811                                           Gammaproteobacteria             AFWV01000023.1
WP_040733928.1  Calcineurin-CE              NZ_AFWV01000023.1:8976-30134            GCF_000223985.1     585     *Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                                                 Thiocapsa marina 5811                                           Gammaproteobacteria             NZ_AFWV01000023.1
WP_014777974.1  HD-CE+HSP90                 NC_018012.1:1646292-1657665             GCF_000227745.2     754     TraE->TraK->*HD-CE+HSP90->                                                                                                                                                                                          Thiocystis violascens DSM 198                                   Gammaproteobacteria             NC_018012.1
WP_093319445.1  HD-CE+HSP90                 NZ_FOHV01000010.1:91589-104549          GCF_900111395.1     1006    RE_HaeIII->nSTAND1->*HD-CE+HSP90->                                                                                                                                                                                  Thorsellia anophelis DSM 18579                                  Gammaproteobacteria             NZ_FOHV01000010.1
WP_068905405.1  HD-CE+HSP90                 NZ_LYBM01000061.1:13788-23750           GCF_001707825.1     865     *HD-CE+HSP90->                                                                                                                                                                                                      Veronia pacifica                                                Gammaproteobacteria             NZ_LYBM01000061.1
WP_207803672.1  HD-CE+HSP90                 NZ_MSSQ01000012.1:110280-126126         GCF_017426785.1     1025    Arm-DNA-bind_3->?->*HD-CE+HSP90->Phage_int_SAM_2->Integrase_1->                                                                                                                                                     Vibrio cholerae                                                 Gammaproteobacteria             NZ_MSSQ01000012.1
WP_162200899.1  HD-CE+HSP90                 NZ_AP025477.1:1624263-1635186           GCF_024347415.1     857     Biopterin_H->Pterin_4a->*HD-CE+HSP90->DUF3283->Transcrip_reg->                                                                                                                                                      Vibrio crassostreae                                             Gammaproteobacteria             NZ_AP025477.1
WP_132762055.1  HD-CE+HSP90                 NZ_JAFNBN010000002.1:283461-299073      GCF_017916825.1     979     ?->SF2-DUF3427A->*HD-CE+MORC->                                                                                                                                                                                      Vibrio crassostreae                                             Gammaproteobacteria             NZ_JAFNBN010000002.1
WP_132762053.1  HD-CE+MORC                  NZ_JAFNBN010000002.1:283461-299073      GCF_017916825.1     863     ?->SF2-DUF3427A->*HD-CE+MORC->                                                                                                                                                                                      Vibrio crassostreae                                             Gammaproteobacteria             NZ_JAFNBN010000002.1
WP_146448467.1  HD-CE+HSP90                 NZ_VFEI01000041.1:144639-162552         GCF_007858925.1     992     *HD-CE+HSP90->                                                                                                                                                                                                      Vibrio kanaloae                                                 Gammaproteobacteria             NZ_VFEI01000041.1
WP_047043711.1  HD-CE+HSP90                 NZ_JYJP01000027.1:10359-22475           GCF_001012815.1     423     ?->?->*HD-CE+HSP90->MORC->HTH_17->                                                                                                                                                                                  Vibrio mexicanus                                                Gammaproteobacteria             NZ_JYJP01000027.1
EGQ8194401.1    HD-CE+HSP90                 AAXMNO010000009.1:182351-196928         GCA_015960725.1     998     *HD-CE+HSP90->                                                                                                                                                                                                      Vibrio parahaemolyticus                                         Gammaproteobacteria             AAXMNO010000009.1
EGQ8757635.1    HD-CE+HSP90                 AAXMSP010000023.1:21592-31124           GCA_015781915.1     946     ?->Zot->*HD-CE+HSP90->                                                                                                                                                                                              Vibrio parahaemolyticus                                         Gammaproteobacteria             AAXMSP010000023.1
WP_024699529.1  HD-CE+HSP90                 NZ_AXNR01000006.1:21423-32660           GCF_000500485.1     1135    Phage_GPA->NERD->*HD-CE+HSP90->                                                                                                                                                                                     Vibrio parahaemolyticus VIP4-0444                               Gammaproteobacteria             NZ_AXNR01000006.1
WP_102500398.1  HD-CE+HSP90+IMP             NZ_MDAS01000019.1:236671-252105         GCF_002876645.1     972     ?->?->*HD-CE+HSP90+IMP->                                                                                                                                                                                            Vibrio splendidus                                               Gammaproteobacteria             NZ_MDAS01000019.1
WP_102258129.1  HD-CE+HSP90                 NZ_MDBP01000057.1:60518-73380           GCF_002875145.1     861     Peptidase_S24->*HD-CE+HSP90->                                                                                                                                                                                       Vibrio tasmaniensis                                             Gammaproteobacteria             NZ_MDBP01000057.1
HAS6309328.1    HD-CE+HSP90                 DACQHW010000072.1:159-3839              GCA_015777525.1     765     Arm-DNA-bind_3+Phage_integrase->*HD-CE+HSP90->                                                                                                                                                                      Vibrio vulnificus                                               Gammaproteobacteria             DACQHW010000072.1
HAS8488926.1    HD-CE+HSP90                 DACRBN010000001.1:103099-118852         GCA_015821285.1     990     *HD-CE+HSP90->                                                                                                                                                                                                      Vibrio vulnificus                                               Gammaproteobacteria             DACRBN010000001.1
HAT8542816.1    HD-CE+HSP90                 DACUSC010000007.1:90534-107301          GCA_015968795.1     854     HTH_CodY->HIN-HTH->*HD-CE+HSP90->                                                                                                                                                                                   Vibrio vulnificus                                               Gammaproteobacteria             DACUSC010000007.1
PPT18869.1      HD-CE+HSP90                 MIGI01000012.1:80262-91044              GCA_002940425.1     858     *HD-CE+HSP90->                                                                                                                                                                                                      Xanthomonas arboricola                                          Gammaproteobacteria             MIGI01000012.1
SYZ51175.1      HD-CE+MORC                  UNRN01000001.1:667201-685807            GCA_900537245.1     843     Glyco_hydro_53->Transketolase_N+PDH_E1_M->*HD-CE+MORC->HTH_Tnp_1->HTH_21+rve_3->                                                                                                                                    Xanthomonas arboricola pv. juglandis                            Gammaproteobacteria             UNRN01000001.1
WP_127168310.1  HD-CE+HSP90                 NZ_QEZH01000006.1:183764-201423         GCF_003993515.1     886     Glyco_hydro_53->Transketolase_N+PDH_E1_M->*HD-CE+HSP90->PSE->                                                                                                                                                       Xanthomonas sp. BRIP62415                                       Gammaproteobacteria             NZ_QEZH01000006.1
WP_080774729.1  HD-CE+HSP90                 NZ_CP009801.1:4752226-4760495           GCF_000834515.1     932     VRRNUC->EVE+HNH_2->*HD-CE+HSP90->?->DnaJ_CXXCXGXG->                                                                                                                                                                 Yersinia intermedia                                             Gammaproteobacteria             NZ_CP009801.1
ODT05158.1      Calcineurin-CE              MEDZ01000002.1:413-14161                GCA_001724275.1     595     REase+SWI2_SNF2+FUSC->DUF45->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                    Gemmatimonadetes bacterium SCN 70-22                            Gemmatimonadetes                MEDZ01000002.1
DAE59792.1      HD-CE+MORC                  BK019361.1:42002-49105                  BK019361.1          1085    *HD-CE+MORC->                                                                                                                                                                                                       Caudoviricetes sp.                                              Heunggongvirae                  BK019361.1
MYA09535.1      Calcineurin-CE+TPR          VXQW01000016.1:84724-95625              GCA_009838785.1     481     adh_short_C2->CMD->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                          Holophagales bacterium                                          Holophagae                      VXQW01000016.1
MBK9403547.1    HD-CE+HSP90                 JADKBA010000002.1:3477-18039            GCA_016718975.1     833     SnoaL_2->*HD-CE+HSP90->?->FRG->                                                                                                                                                                                     Ignavibacteria bacterium                                        Ignavibacteria                  JADKBA010000002.1
MBX7045664.1    HD-CE+HSP90                 JAIBBL010000003.1:205451-224783         GCA_019694695.1     941     *HD-CE+HSP90->                                                                                                                                                                                                      Ignavibacteria bacterium                                        Ignavibacteria                  JAIBBL010000003.1
MBI3259517.1    HD-CE+HSP90                 JACPWH010000160.1:414-6746              GCA_016197185.1     1069    Y1_Tnp->ABC_tran->*HD-CE+HSP90->                                                                                                                                                                                    Ignavibacteriae bacterium                                       Ignavibacteriae                 JACPWH010000160.1
MCB0743574.1    HD-CE+HSP90                 JAGQWE010000284.1:86-3256               GCA_020437615.1     862     Lysine_decarbox->*HD-CE+HSP90->                                                                                                                                                                                     Ignavibacteriae bacterium                                       Ignavibacteriae                 JAGQWE010000284.1
MCB0722397.1    HD-CE+HSP90                 JAGQWG010000003.1:78446-96356           GCA_020437585.1     887     ?->*HD-CE+HSP90->                                                                                                                                                                                                   Ignavibacteriae bacterium                                       Ignavibacteriae                 JAGQWG010000003.1
MCB0725059.1    HD-CE+HSP90+MED12           JAGQWI010000005.1:128137-147196         GCA_020437435.1     1118    HSP20->HSP70->*HD-CE+HSP90+MED12->                                                                                                                                                                                  Ignavibacteriae bacterium                                       Ignavibacteriae                 JAGQWI010000005.1
WP_161978005.1  HSP90+DrHyd                 NZ_BIFS01000002.1:2461191-2479931       GCF_003967555.1     879     ?->?->*HSP90+DrHyd->TPR+NARP1+TPR->TPR+TPR->                                                                                                                                                                        Dictyobacter kobayashii                                         Ktedonobacteria                 NZ_BIFS01000002.1
WP_162004878.1  HD-CE+MORC                  NZ_BKZW01000001.1:497733-509379         GCF_008974265.1     571     *HD-CE+MORC->?->?->                                                                                                                                                                                                 Dictyobacter vulcani                                            Ktedonobacteria                 NZ_BKZW01000001.1
WP_220209947.1  HSP90+DrHyd                 NZ_BNJK01000002.1:1800046-1814161       GCF_016587455.1     880     ?->DUF1211->*HSP90+DrHyd->TPR->?->                                                                                                                                                                                  Reticulibacter mediterranei                                     Ktedonobacteria                 NZ_BNJK01000002.1
NLG15221.1      HD-CE+HSP90                 JAAYYG010000186.1:3984-15596            GCA_012515425.1     515     DEAD->?->*HD-CE+HSP90->                                                                                                                                                                                             Lentisphaerae bacterium                                         Lentisphaerae                   JAAYYG010000186.1
WP_232397943.1  HD-CE+HSP90                 NZ_ANIM01000025.1:21833-42560           GCF_000346895.1     1008    PolyA_pol+tRNA_NucTran2_2->BBP2->*HD-CE+HSP90->                                                                                                                                                                     Leptospira kirschneri str. JB                                   Leptospirales                   NZ_ANIM01000025.1
WP_100908793.1  HD-CE+HSP90                 NZ_CP017768.1:196561-208205             GCF_002813695.1     878     MetJarc-HTH+NikR_C->HEPN_Apea->*HD-CE+HSP90->                                                                                                                                                                       Methanobacterium subterraneum                                   Methanomada group               NZ_CP017768.1
MBK6442005.1    TPR-MalT                    JADIZV010000002.1:273132-288220         GCA_016704565.1     934     ?->HSP90+HSP90->*TPR-MalT->ETF->ETF+ETF_alpha->                                                                                                                                                                     Candidatus Phosphoribacter baldrii                              Micrococcales                   JADIZV010000002.1
SJM62671.1      TPR-MalT                    FUIA01000019.1:413844-425429            GCA_900163665.1     924     DUF2017->HSP90->*TPR-MalT->                                                                                                                                                                                         Frigoribacterium sp. JB110                                      Micrococcales                   FUIA01000019.1
WP_015772705.1  TPR-MalT+TPR_MalT           NC_013174.1:2633455-2651143             GCF_000024065.1     942     HSP90->*TPR-MalT+TPR_MalT->                                                                                                                                                                                         Jonesia denitrificans DSM 20603                                 Micrococcales                   NC_013174.1
GGK73897.1      HD-CE+MORC                  BMLB01000004.1:430305-440039            GCA_014644955.1     907     *HD-CE+MORC->                                                                                                                                                                                                       Ornithinimicrobium pekingense                                   Micrococcales                   BMLB01000004.1
NYG06909.1      HD-CE+HSP90                 JACCAB010000001.1:1440765-1456485       GCA_013408925.1     879     HTH_38+rve->?->*HD-CE+HSP90->?->                                                                                                                                                                                    Pedococcus badiiscoriae                                         Micrococcales                   JACCAB010000001.1
WP_142057785.1  HD-CE+HSP90                 NZ_VHIJ01000009.1:145299-160395         GCF_006680095.1     1103    *HD-CE+HSP90->                                                                                                                                                                                                      Pseudarthrobacter sp. B4EP4b                                    Micrococcales                   NZ_VHIJ01000009.1
WP_168223513.1  HD-CE+MORC                  NZ_CP041188.1:2346259-2370512           GCF_006517235.1     856     *HD-CE+MORC->?->?->                                                                                                                                                                                                 Pseudarthrobacter sp. NIBRBAC000502772                          Micrococcales                   NZ_CP041188.1
SNY50889.1      HD-CE+HSP90                 OBDY01000011.1:129179-145124            GCA_900215205.1     974     *HD-CE+HSP90->?->NUDIX->                                                                                                                                                                                            Actinoplanes atraurantiacus                                     Micromonosporales               OBDY01000011.1
SNY63142.1      TPR-MalT                    OBDY01000025.1:2385-16656               GCA_900215205.1     926     RHOD-CDC25+Rhodanese->HSP90->*TPR-MalT->TetR-HTH+TetR_C_24->Biotin_carb_N+CPSase_L_D2+Biotin_carb_C->                                                                                                               Actinoplanes atraurantiacus                                     Micromonosporales               OBDY01000025.1
GID31792.1      HD-CE+HSP90                 BOMD01000094.1:6199-23354               GCA_016862015.1     1065    *HD-CE+HSP90->?->NUDIX->                                                                                                                                                                                            Actinoplanes brasiliensis                                       Micromonosporales               BOMD01000094.1
GID28888.1      HD-CE+MORC                  BOMD01000054.1:8718-17884               GCA_016862015.1     870     ?->*HD-CE+MORC->NDK->TPR->                                                                                                                                                                                          Actinoplanes brasiliensis                                       Micromonosporales               BOMD01000054.1
WP_014440143.1  TPR-MalT                    NC_017093.1:18685-33025                 GCF_000284295.1     934     RHOD-CDC25+Rhodanese->HSP90+HSP90->*TPR-MalT->TetR-HTH->Biotin_carb_N+CPSase_L_D2+Biotin_carb_C->                                                                                                                   Actinoplanes missouriensis 431                                  Micromonosporales               NC_017093.1
NUO55961.1      TPR-MalT                    JABFYB010000123.1:1-4936                GCA_013361475.1     956     HSP90->*TPR-MalT->TetR-HTH->                                                                                                                                                                                        Hamadaea sp.                                                    Micromonosporales               JABFYB010000123.1
WP_230651029.1  HD-CE+HSP90                 NZ_CP084582.1:6724201-6735902           GCF_020995455.1     988     *HD-CE+HSP90->?->HNH-DHNNK->                                                                                                                                                                                        Micromonospora aurantiaca                                       Micromonosporales               NZ_CP084582.1
WP_231931640.1  TPR-MalT                    NZ_LT607413.1:1565656-1580069           GCF_900091495.1     960     HSP90->*TPR-MalT->                                                                                                                                                                                                  Micromonospora echinospora                                      Micromonosporales               NZ_LT607413.1
MBB4959173.1    TPR-MalT+TPR                JACHJW010000001.1:3310832-3324438       GCA_014203835.1     976     HSP90->*TPR-MalT+TPR->TetR-HTH->CPSase_L_D2+Biotin_carb_C->                                                                                                                                                         Micromonospora polyrhachis                                      Micromonosporales               JACHJW010000001.1
NBE80878.1      HD-CE+MORC                  JAAALO010000002.1:696322-709715         GCA_009908295.1     925     GNTR-HTH->*HD-CE+MORC->?->                                                                                                                                                                                          Micromonospora rubida                                           Micromonosporales               JAAALO010000002.1
WP_099164971.1  HD-CE+HSP90                 NZ_CP024052.1:5876327-5890050           GCF_002688545.1     934     *HD-CE+HSP90->                                                                                                                                                                                                      Micromonospora sp. WMMA2032                                     Micromonosporales               NZ_CP024052.1
WP_254187864.1  TPR-MalT+TPR                NZ_JAHOPD010000020.1:2473404-2487338    GCF_019038635.1     932     HSP90->*TPR-MalT+TPR->TetR-HTH->Biotin_carb_N+CPSase_L_D2+Biotin_carb_C->                                                                                                                                           Micromonospora sp. WMMB482                                      Micromonosporales               NZ_JAHOPD010000020.1
WP_173036995.1  HD-CE+HSP90                 NZ_AP022870.1:3839242-3851490           GCF_011764545.1     660     Pup_ligase->?->*HD-CE+HSP90->?->SLATT->                                                                                                                                                                             Phytohabitans flavus                                            Micromonosporales               NZ_AP022870.1
WP_071901093.1  TPR-MalT                    NZ_MPIN01000007.1:113715-126407         GCF_001887355.1     372     HSP90->*TPR-MalT->                                                                                                                                                                                                  Cystobacter ferrugineus                                         Myxococcia                      NZ_MPIN01000007.1
WP_157774808.1  HD-CE+MORC                  NZ_CP022163.1:1862721-1875223           GCF_002305855.1     904     PSE->*HD-CE+MORC->                                                                                                                                                                                                  Melittangium boletus DSM 14713                                  Myxococcia                      NZ_CP022163.1
WP_004095623.1  HD-CE+HSP90                 NZ_AFGF01000092.1:58-4495               GCF_000219125.1     1001    PSE->*HD-CE+HSP90->                                                                                                                                                                                                 Acetonema longum DSM 6540                                       Negativicutes                   NZ_AFGF01000092.1
WP_083378095.1  HD-CE+HSP90                 NZ_FNWH01000006.1:536293-549559         GCF_900106585.1     1061    *HD-CE+HSP90->?->RVT_1->                                                                                                                                                                                            Acidaminococcus timonensis                                      Negativicutes                   NZ_FNWH01000006.1
WP_117976922.1  HD-CE+HSP90                 NZ_QRST01000020.1:6716-18013            GCF_003457635.1     928     Mem_trans->*HD-CE+HSP90->?->                                                                                                                                                                                        Megamonas rupellensis                                           Negativicutes                   NZ_QRST01000020.1
NCD08758.1      HD-CE+HSP90                 RZYP01000013.1:13532-29722              GCA_009930275.1     804     N6_N4_Mtase->ResIII+SF2-DUF3427A+RE_endonuc->*HD-CE+HSP90->LUD_dom->?->                                                                                                                                             Negativicutes bacterium                                         Negativicutes                   RZYP01000013.1
ERJ95872.1      HD-CE+HSP90                 KI260545.1:8603-21392                   GCA_000468035.1     1078    MBOAT->NTP_transferase+MannoseP_isomer->*HD-CE+HSP90->?->Epimerase->                                                                                                                                                Selenomonas sp. oral taxon 892 str. F0426                       Negativicutes                   KI260545.1
MBI5637767.1    HD-CE+HSP90                 JACRGQ010000044.1:122-5547              GCA_016217735.1     753     ABhydrolase->CobA_CobO_BtuR->*HD-CE+HSP90->                                                                                                                                                                         Nitrospinae bacterium                                           Nitrospinae                     JACRGQ010000044.1
PIR00615.1      Calcineurin-CE+TPR          PCWG01000022.1:4622-18478               GCA_002787235.1     490     TraJ-RHH->?->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->                                                                                                                                                                Nitrospinae bacterium CG11_big_fil_rev_8_21_14_0_20_45_15       Nitrospinae                     PCWG01000022.1
MBF0459533.1    HD-CE+HSP90                 JADFYO010000099.1:403-7999              GCA_015233015.1     855     *HD-CE+HSP90->MotA_ExbB->ExbD->                                                                                                                                                                                     Nitrospirae bacterium                                           Nitrospirae                     JADFYO010000099.1
MBK7417597.1    Calcineurin-CE              JADJMY010000001.1:21278-40207           GCA_016709365.1     587     XIS-HTH->?->*Calcineurin-CE->HSP90+HSP90-CTDs->                                                                                                                                                                     Nitrospira sp.                                                  Nitrospirales                   JADJMY010000001.1
HBH81503.1      HD-CE+HSP90                 DNUJ01000417.1:6-9368                   GCA_003508555.1     1111    HTH_37->DUF2130->*HD-CE+HSP90->DUF1810->                                                                                                                                                                            Nitrospira sp.                                                  Nitrospirales                   DNUJ01000417.1
MCA9470097.1    HSP90                       JAGQKD010001477.1:596-6209              GCA_020430305.1     868     ?->*HSP90->?->?->                                                                                                                                                                                                   Nitrospira sp.                                                  Nitrospirales                   JAGQKD010001477.1
MBP5974171.1    HSP90+HSP90                 JABXYX010000041.1:37223-55001           GCA_017982655.1     876     *HSP90+HSP90->TPR->ELFV_dehydrog_N+ELFV_dehydrog->                                                                                                                                                                  Brasilonema sp. CT11                                            Nostocales                      JABXYX010000041.1
PIP94315.1      HD-CE+HSP90                 PCTW01000049.1:22097-30940              GCA_002786715.1     732     *HD-CE+HSP90->                                                                                                                                                                                                      Bdellovibrio sp. CG22_combo_CG10-13_8_21_14_all_39_27           Oligoflexia                     PCTW01000049.1
WP_221032420.1  HD-CE+HSP90                 NZ_JAIEZO010000012.1:55001-65731        GCF_019679435.1     1179    ?->MerR-HTH->*HD-CE+HSP90->                                                                                                                                                                                         Opitutus sp. WL0086                                             Opitutae                        NZ_JAIEZO010000012.1
WP_190490833.1  TPR-MalT                    NZ_JACJON010000068.1:139264-152620      GCF_014695585.1     377     HSP90->*TPR-MalT->Imm-LRR->                                                                                                                                                                                         Microcoleus sp. FACHB-831                                       Oscillatoriophycideae           NZ_JACJON010000068.1
MCC3415938.1    HSP90+HSP90+TIR-like        JAEQBY010000187.1:2010-11009            GCA_020738905.1     866     ?->TPR->*HSP90+HSP90+TIR-like->Uma2+KfrA-HTH->                                                                                                                                                                      Microcoleus sp. PH2017_02_FOX_O_A                               Oscillatoriophycideae           JAEQBY010000187.1
MBN1345674.1    HD-CE+HSP90                 JAFGLZ010000193.1:1-11452               GCA_016927755.1     975     ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Phycisphaerae bacterium                                         Phycisphaerae                   JAFGLZ010000193.1
MAO24441.1      HD-CE+HSP90                 NZRF01000318.1:103-8920                 GCA_002696165.1     1048    *HD-CE+HSP90->?->?->                                                                                                                                                                                                Phycisphaerae bacterium                                         Phycisphaerae                   NZRF01000318.1
MCA9279795.1    HD-CE+HSP90                 JAGQOJ010000008.1:62104-76575           GCA_020427515.1     1050    DS->AP_endonuc_2->*HD-CE+HSP90->?->                                                                                                                                                                                 Phycisphaerales bacterium                                       Phycisphaerae                   JAGQOJ010000008.1
UCE47115.1      HD-CE+HSP90                 CP070747.1:3763497-3779029              GCA_020348325.1     890     ?->H_PPase->assembly_gap->*HD-CE+HSP90->assembly_gap->                                                                                                                                                              Phycisphaerales bacterium                                       Phycisphaerae                   CP070747.1
MCA9257314.1    TPR-MalT                    JAGQOQ010001114.1:85-3754               GCA_020427355.1     364     Pterin_bind->HSP90->*TPR-MalT->                                                                                                                                                                                     Phycisphaerales bacterium                                       Phycisphaerae                   JAGQOQ010001114.1
OHB54446.1      HD-CE+HSP90                 MHYA01000149.1:51-12941                 GCA_001825675.1     1071    *HD-CE+HSP90->                                                                                                                                                                                                      Planctomycetes bacterium GWF2_42_9                              Planctomycetes                  MHYA01000149.1
WP_145058711.1  TPR-MalT                    NZ_CP036263.1:1458100-1471184           GCF_007741515.1     366     HSP90->*TPR-MalT->?->?->                                                                                                                                                                                            Adhaeretor mobilis                                              Planctomycetia                  NZ_CP036263.1
WP_088251867.1  TPR-MalT                    NZ_NIDE01000001.1:429202-446520         GCF_002197845.1     367     HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->Clp_N+Clp_N->                                                                                                                                         Fimbriiglobus ruber                                             Planctomycetia                  NZ_NIDE01000001.1
WP_088251868.1  TPR-MalT                    NZ_NIDE01000001.1:429202-446520         GCF_002197845.1     367     HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->Clp_N+Clp_N->                                                                                                                                         Fimbriiglobus ruber                                             Planctomycetia                  NZ_NIDE01000001.1
WP_088251869.1  TPR-MalT                    NZ_NIDE01000001.1:429202-446520         GCF_002197845.1     367     HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->Clp_N+Clp_N->                                                                                                                                         Fimbriiglobus ruber                                             Planctomycetia                  NZ_NIDE01000001.1
WP_088251870.1  TPR-MalT                    NZ_NIDE01000001.1:429202-446520         GCF_002197845.1     384     HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->Clp_N+Clp_N->                                                                                                                                         Fimbriiglobus ruber                                             Planctomycetia                  NZ_NIDE01000001.1
WP_161967144.1  TPR-MalT                    NZ_NIDE01000001.1:429202-446520         GCF_002197845.1     367     HSP90->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->*TPR-MalT->Clp_N+Clp_N->                                                                                                                                         Fimbriiglobus ruber                                             Planctomycetia                  NZ_NIDE01000001.1
WP_162667987.1  HD-CE+HSP90                 NZ_LR593886.1:2947627-2961101           GCF_901538265.1     900     *HD-CE+HSP90->DDE_Tnp_1_assoc+DDE_Tnp_1->?->                                                                                                                                                                        Gemmata massiliana                                              Planctomycetia                  NZ_LR593886.1
MBX7102855.1    TPR-MalT                    JAIBBI010000005.1:74414-86605           GCA_019694755.1     370     N_methyl+SBP_bac_10->HSP90+HSP90->*TPR-MalT->                                                                                                                                                                       Gemmataceae bacterium                                           Planctomycetia                  JAIBBI010000005.1
WP_145180009.1  HSP90+DrHyd                 NZ_CP036266.1:247167-256119             GCF_007744075.1     861     ?->2OG-FeII_Oxy_3->*HSP90+DrHyd->?->?->                                                                                                                                                                             Gimesia chilikensis                                             Planctomycetia                  NZ_CP036266.1
MAX36112.1      HD-CE+HSP90                 PAJV01000016.1:38705-55902              GCA_002706765.1     981     Amidohydro_2->*HD-CE+HSP90->?->                                                                                                                                                                                     Gimesia sp.                                                     Planctomycetia                  PAJV01000016.1
WP_145054399.1  TPR-MalT                    NZ_CP036433.1:4666952-4682316           GCF_007751035.1     361     ?->HSP90->*TPR-MalT->2OG-FeII_Oxy_2->AP_endonuc_2->                                                                                                                                                                 Lignipirellula cremea                                           Planctomycetia                  NZ_CP036433.1
WP_149109718.1  HD-CE+HSP90                 NZ_CP042425.1:2055521-2066557           GCF_008254045.1     1013    HTH_32->DDE_3->*HD-CE+HSP90->SLATT->                                                                                                                                                                                Limnoglobus roseus                                              Planctomycetia                  NZ_CP042425.1
WP_146600782.1  HD-CE+HSP90                 NZ_SJPY01000005.1:393467-407027         GCF_007860185.1     1060    *HD-CE+HSP90->                                                                                                                                                                                                      Novipirellula aureliae                                          Planctomycetia                  NZ_SJPY01000005.1
MBA4018791.1    TPR-MalT                    PNKZ01000011.1:151002-165838            GCA_013822735.1     359     HSP90->*TPR-MalT->                                                                                                                                                                                                  Pirellula sp.                                                   Planctomycetia                  PNKZ01000011.1
MBC7856845.1    TPR-MalT                    JACNFG010001349.1:19-6093               GCA_014379445.1     368     HSP90+NNH2->*TPR-MalT->                                                                                                                                                                                             Pirellulaceae bacterium                                         Planctomycetia                  JACNFG010001349.1
MBX7167352.1    HD-CE+HSP90                 JAIBBZ010000016.1:85178-97651           GCA_019694435.1     1048    ?->*HD-CE+HSP90->                                                                                                                                                                                                   Pirellulales bacterium                                          Planctomycetia                  JAIBBZ010000016.1
MBL8813190.1    HD-CE+HSP90                 JAEUII010000380.1:4-15384               GCA_016795145.1     1045    F_bP_aldolase->*HD-CE+HSP90->                                                                                                                                                                                       Planctomycetaceae bacterium                                     Planctomycetia                  JAEUII010000380.1
MCA9030120.1    HD-CE+HSP90                 JAGQQJ010000142.1:1-5818                GCA_020426205.1     986     Methyltransf_23->*HD-CE+HSP90->                                                                                                                                                                                     Planctomycetaceae bacterium                                     Planctomycetia                  JAGQQJ010000142.1
MCA8992433.1    HD-CE+HSP90                 JAGQQN010000056.1:1700-16146            GCA_020426185.1     881     Trypsin+PDZ->*HD-CE+HSP90->                                                                                                                                                                                         Planctomycetaceae bacterium                                     Planctomycetia                  JAGQQN010000056.1
MBL8809700.1    TPR-MalT                    JAEUII010000102.1:14714-29042           GCA_016795145.1     361     HSP90->*TPR-MalT->Glyco_hydro_130->?->                                                                                                                                                                              Planctomycetaceae bacterium                                     Planctomycetia                  JAEUII010000102.1
MBL8873685.1    TPR-MalT                    JAEUIO010000571.1:1797-17600            GCA_016792705.1     374     DUF21+PTSEIIA2->HSP90+HSP90+NNH2->*TPR-MalT->                                                                                                                                                                       Planctomycetaceae bacterium                                     Planctomycetia                  JAEUIO010000571.1
MCA9169677.1    HD-CE+HSP90                 JAGQPL010000591.1:329-4297              GCA_020426745.1     842     ?->*HD-CE+HSP90->?->                                                                                                                                                                                                Planctomycetales bacterium                                      Planctomycetia                  JAGQPL010000591.1
WP_013110041.1  TPR-MalT                    NC_014148.1:2296691-2314569             GCF_000092105.1     363     GARS_A+GARS_C->HSP90->*TPR-MalT->Peptidase_M1->AA_permease_2->                                                                                                                                                      Planctopirus limnophila DSM 3776                                Planctomycetia                  NC_014148.1
WP_145122546.1  HD-CE+HSP90                 NZ_CP036292.1:4979401-5006391           GCF_007751715.1     884     Sulfatase+DUF4976->Virulence_RhuM->*HD-CE+HSP90->His_Phos_1->                                                                                                                                                       Rosistilla oblonga                                              Planctomycetia                  NZ_CP036292.1
WP_145168739.1  HD-CE+HSP90                 NZ_CP036525.1:1775728-1791105           GCF_007741535.1     870     *HD-CE+HSP90->?->HTH->                                                                                                                                                                                              Rubripirellula lacrimiformis                                    Planctomycetia                  NZ_CP036525.1
WP_194537975.1  TPR-MalT                    NZ_JACEFB010000006.1:169675-182605      GCF_013694095.1     373     HSP90->*TPR-MalT->?->                                                                                                                                                                                               Thermogemmata fonticola                                         Planctomycetia                  NZ_JACEFB010000006.1
MBM4034276.1    HD-CE                       VGYW01000257.1:4100-11840               GCA_016872875.1     414     HKD+HKD->DUF3160->*HD-CE->                                                                                                                                                                                          Planctomycetota bacterium                                       Planctomycetota                 VGYW01000257.1
MCB9892926.1    HD-CE+HSP90                 JACKID010000001.1:134601-149597         GCA_020638675.1     781     E1_dh+Transket_pyr+Transketolase_C->*HD-CE+HSP90->DUF4096+DDE_Tnp_1->?->                                                                                                                                            Planctomycetota bacterium                                       Planctomycetota                 JACKID010000001.1
WP_153824466.1  HD-CE+HSP90                 NZ_WJIE01000020.1:1-9919                GCF_009649845.1     852     SRC1-CRICH->S-methyl_trans+Pterin_bind+B12-binding_2+B12-binding->*HD-CE+HSP90->                                                                                                                                    Polyangium spumosum                                             Polyangia                       NZ_WJIE01000020.1
UJR87200.1      TPR-MalT                    CP070225.1:10733645-10746378            GCA_021631985.1     360     HSP90->*TPR-MalT->?->23S_rRNA_IVP->                                                                                                                                                                                 Sandaracinus amylolyticus                                       Polyangia                       CP070225.1
MBM7789229.1    TPR-MalT                    JAFBCM010000001.1:6185052-6198649       GCA_016907715.1     913     HSP90->*TPR-MalT->                                                                                                                                                                                                  Tenggerimyces flavus                                            Propionibacteriales             JAFBCM010000001.1
MBE9535031.1    HD-CE+HSP90                 JADFVT010000455.1:306-3431              GCA_015222695.1     1041    *HD-CE+HSP90->                                                                                                                                                                                                      Proteobacteria bacterium                                        Proteobacteria                  JADFVT010000455.1
OQW79830.1      HD-CE+HSP90                 MSXO01000002.1:8-6749                   GCA_002083615.1     875     PemK_toxin->ParD_antitoxin->PSE->*HD-CE+HSP90->                                                                                                                                                                     Proteobacteria bacterium ST_bin11                               Proteobacteria                  MSXO01000002.1
MBW4656886.1    Calcineurin-CE+TPR          JAHHHI010000105.1:195-12264             GCA_019359435.1     486     DUF6001->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->HTH_18->                                                                                                                                                            Kaiparowitsia implicata GSE-PSE-MK54-09C                        Pseudanabaenales                JAHHHI010000105.1
MBW4540408.1    HSP90+HSP90                 JAHHHP010000038.1:14948-31577           GCA_019359275.1     871     *HSP90+HSP90->TPR+TPR->                                                                                                                                                                                             Myxacorys chilensis ATA2-1-KO14                                 Pseudanabaenales                JAHHHP010000038.1
WP_094532863.1  Calcineurin-CE+TPR          NZ_NDHW01000120.1:373-5312              GCF_002251945.1     329     Calcineurin-CE->*Calcineurin-CE+TPR->HSP90+HSP90-CTDs->DUF433->                                                                                                                                                     Pseudanabaena sp. SR411                                         Pseudanabaenales                NZ_NDHW01000120.1
RYZ83612.1      HD-CE+HSP90                 SEDT01001129.1:1-1577                   SEDT01001129.1      525     *HD-CE+HSP90->                                                                                                                                                                                                      Pseudomonadota bacterium                                        Pseudomonadota                  SEDT01001129.1
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MBE8522880.1    HD-CE+HSP90                 JADDTO010000063.1:5997-18149            GCA_015163035.1     812     GNTR-HTH+Aminotran_1_2->*HD-CE+HSP90->Dala_Dala_lig_C->                                                                                                                                                             Amycolatopsis sp. H6(2020)                                      Pseudonocardiales               JADDTO010000063.1
MBE8524391.1    HD-CE+HSP90                 JADDTO010000096.1:32101-40184           GCA_015163035.1     1017    *HD-CE+HSP90->                                                                                                                                                                                                      Amycolatopsis sp. H6(2020)                                      Pseudonocardiales               JADDTO010000096.1
WP_054290881.1  HD-CE+HSP90                 NZ_CP012752.1:4451126-4462036           GCF_001302585.1     405     Acetyltransf_9+Acetyltransf_17+SCP2_2->Methyltransf_19->*HD-CE+HSP90->?->?->                                                                                                                                        Kibdelosporangium phytohabitans                                 Pseudonocardiales               NZ_CP012752.1
WP_226366624.1  HD-CE+HSP90                 NZ_JAHLJD010000019.1:14527-31027        GCF_020496225.1     895     ?->*HD-CE+HSP90->SLATT->                                                                                                                                                                                            Pseudonocardia sp. ICBG162                                      Pseudonocardiales               NZ_JAHLJD010000019.1
WP_232663297.1  TPR-MalT                    NZ_JAJGSX010000008.1:223595-242336      GCF_021245725.1     922     tRNA->HSP90->*TPR-MalT->                                                                                                                                                                                            Pseudonocardia sp. TRM90224                                     Pseudonocardiales               NZ_JAJGSX010000008.1
NQW22496.1      HD-CE+HSP90                 JABMNL010000022.1:134-12499             GCA_013204585.1     927     ?->?->*HD-CE+HSP90->?->tRNA->Phage_int_SAM_1+Phage_integrase->                                                                                                                                                      SAR202 cluster bacterium                                        SAR202 cluster                  JABMNL010000022.1
WP_090171786.1  TPR-MalT                    NZ_FOFB01000025.1:34198-50283           GCF_900110645.1     367     Glycos_transf_2->HSP90->*TPR-MalT->                                                                                                                                                                                 Neolewinella agarilytica                                        Saprospiria                     NZ_FOFB01000025.1
MBK8392041.1    HD-CE                       JADJSU010000055.1:52193-63580           GCA_016711515.1     210     DUF2695->?->*HD-CE->HSP90->?->                                                                                                                                                                                      Saprospiraceae bacterium                                        Saprospiria                     JADJSU010000055.1
MBK7808942.1    HD-CE+HSP90                 JADJNF010000009.1:483063-497059         GCA_016714445.1     804     *HD-CE+HSP90->?->Por_Secre_tail->                                                                                                                                                                                   Saprospiraceae bacterium                                        Saprospiria                     JADJNF010000009.1
MBK8621213.1    HD-CE+HSP90                 JADKBV010000001.1:1328051-1345656       GCA_016714895.1     926     OMP_b-brl_2->?->*HD-CE+HSP90->Por_Secre_tail->DUF6261->                                                                                                                                                             Saprospiraceae bacterium                                        Saprospiria                     JADKBV010000001.1
WP_006981066.1  HD-CE+HSP90                 NZ_ABVL01000011.1:63300-77129           GCF_000173075.1     857     *HD-CE+HSP90->                                                                                                                                                                                                      Chthoniobacter flavus Ellin428                                  Spartobacteria                  NZ_ABVL01000011.1
WP_144247495.1  HD-CE+HSP90                 NZ_VLPK01000001.1:1607189-1626419       GCF_007558865.1     1022    *HD-CE+HSP90->                                                                                                                                                                                                      Mucilaginibacter corticis                                       Sphingobacteriia                NZ_VLPK01000001.1
WP_112568691.1  HD-CE+HSP90                 NZ_CP043450.1:5541510-5556434           GCF_003286415.2     1021    ?->?->*HD-CE+HSP90->Flavin_Reduct->?->                                                                                                                                                                              Mucilaginibacter rubeus                                         Sphingobacteriia                NZ_CP043450.1
WP_179415836.1  HD-CE+HSP90                 NZ_JACCBZ010000011.1:125070-137504      GCF_013408825.1     928     ?->Phage_int_SAM_5+Phage_integrase->*HD-CE+HSP90->                                                                                                                                                                  Mucilaginibacter sp. E4BP6                                      Sphingobacteriia                NZ_JACCBZ010000011.1
WP_149074156.1  Calcineurin-CE+TPR          NZ_CP043329.1:1127838-1144194           GCF_008195825.1     493     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->DUF772->                                                                                                                                                                     Pedobacter aquae                                                Sphingobacteriia                NZ_CP043329.1
WP_184629146.1  HD-CE+HSP90                 NZ_JACHCC010000017.1:7702-28055         GCF_014207135.1     862     *HD-CE+HSP90->                                                                                                                                                                                                      Pedobacter cryoconitis                                          Sphingobacteriia                NZ_JACHCC010000017.1
WP_136878771.1  HD-CE+HSP90                 NZ_SWDX01000001.1:235032-250986         GCF_005144565.1     1013    *HD-CE+HSP90->Classical-AAA->Peptidase_S8->                                                                                                                                                                         Pedobacter hiemivivus                                           Sphingobacteriia                NZ_SWDX01000001.1
WP_187591760.1  HD-CE+HSP90                 NZ_CP060723.1:4529916-4548704           GCF_014395225.1     1109    *HD-CE+HSP90->                                                                                                                                                                                                      Pedobacter roseus                                               Sphingobacteriia                NZ_CP060723.1
WP_047801218.1  Calcineurin-CE+TPR          NZ_LECU01000010.1:119688-134288         GCF_001027745.1     493     *Calcineurin-CE+TPR->HSP90+HSP90-CTDs->?->                                                                                                                                                                          Pedobacter sp. BMA                                              Sphingobacteriia                NZ_LECU01000010.1
WP_090501330.1  HD-CE+HSP90                 NZ_FNCH01000011.1:197050-209514         GCF_900100705.1     1021    *HD-CE+HSP90->ResIII+Helicase_C_2->?->                                                                                                                                                                              Pedobacter terrae                                               Sphingobacteriia                NZ_FNCH01000011.1
RYE18664.1      HD-CE+HSP90                 SEFI01000880.1:965-3096                 GCA_004144285.1     489     *HD-CE+HSP90->?->                                                                                                                                                                                                   Sphingobacteriaceae bacterium                                   Sphingobacteriia                SEFI01000880.1
WP_130143368.1  HD-CE+HSP90                 NZ_SGIT01000006.1:4616-21330            GCF_004208525.1     1133    ?->*HD-CE+HSP90->NLPC->                                                                                                                                                                                             Sphingobacterium corticibacterium                               Sphingobacteriia                NZ_SGIT01000006.1
WP_148921152.1  HD-CE+HSP90                 NZ_VTAV01000024.1:187-12778             GCF_008180195.1     831     AAA_21->?->*HD-CE+HSP90->                                                                                                                                                                                           Sphingobacterium phlebotomi                                     Sphingobacteriia                NZ_VTAV01000024.1
WP_003001339.1  TPR-MalT                    NZ_CP068084.1:3660159-3677235           GCF_016725645.1     355     Sel1+Sel1+Sel1+Sel1+Sel1+Sel1+Sel1->HSP90+HSP90->*TPR-MalT->                                                                                                                                                        Sphingobacterium spiritivorum                                   Sphingobacteriia                NZ_CP068084.1
MBP3709107.1    HD-CE                       JAGAZO010000005.1:1551-13398            GCA_017940005.1     224     ?->?->*HD-CE->HSP90->DUF1016_N+DUF1016->                                                                                                                                                                            Treponema sp.                                                   Spirochaetales                  JAGAZO010000005.1
MBD5399449.1    HD-CE+HSP90                 JAAVBL010000011.1:3496-15252            GCA_014803565.1     820     AT-HTH-HYD2-2->DUF4917->*HD-CE+HSP90->VbhA+DOC+LRP-HTH->                                                                                                                                                            Treponema sp.                                                   Spirochaetales                  JAAVBL010000011.1
MBR5400537.1    HD-CE+HSP90                 JAFZOJ010000026.1:140-14069             GCA_017550685.1     826     HsdM_N+N6_Mtase->TRD+TRD->*HD-CE+HSP90->Sirtuin->?->                                                                                                                                                                Treponema sp.                                                   Spirochaetales                  JAFZOJ010000026.1
MBP3283502.1    HD-CE+HSP90                 JAGBIY010000060.1:7339-21201            GCA_017934745.1     909     HEPN->TRD+TRD->*HD-CE+HSP90->?->                                                                                                                                                                                    Treponema sp.                                                   Spirochaetales                  JAGBIY010000060.1
WP_135647357.1  HD-CE+HSP90                 NZ_RQGF01000002.1:906-14422             GCF_004769615.1     806     TIR-like->*HD-CE+HSP90->AAA_13+SbcC->?->                                                                                                                                                                            Leptospira sarikeiensis                                         Spirochaetia                    NZ_RQGF01000002.1
NQE05492.1      HD-CE+HSP90                 QBUL01000150.1:7878-19012               GCA_013180605.1     929     *HD-CE+HSP90->SepSecS->UPF0047->                                                                                                                                                                                    ANME-1 cluster archaeon GoMg1                                   Stenosarchaea group             QBUL01000150.1
NQE53392.1      HD-CE+HSP90                 QBUN01000309.1:405-7379                 GCA_013180565.1     813     ACT_8->?->*HD-CE+HSP90->                                                                                                                                                                                            ANME-1 cluster archaeon GoMg3.2                                 Stenosarchaea group             QBUN01000309.1
RLG38728.1      HD-CE+HSP90                 QMVQ01000021.1:16-7538                  GCA_003661185.1     940     *HD-CE+HSP90->                                                                                                                                                                                                      Candidatus Alkanophagales archaeon                              Stenosarchaea group             QMVQ01000021.1
WP_080506053.1  HD-CE+HSP90                 NZ_JQKV01000001.1:54044-62940           GCF_000746205.1     1029    *HD-CE+HSP90->                                                                                                                                                                                                      Halorubrum sp. BV1                                              Stenosarchaea group             NZ_JQKV01000001.1
NLK32867.1      HD-CE+HSP90                 JAAYQL010000049.1:1561-17854            GCA_012519275.1     992     *HD-CE+HSP90->                                                                                                                                                                                                      Methanosarcina flavescens                                       Stenosarchaea group             JAAYQL010000049.1
WP_011035056.1  HD-CE+HSP90                 NC_003901.1:3832921-3846722             GCF_000007065.1     495     *HD-CE+HSP90->?->                                                                                                                                                                                                   Methanosarcina mazei Go1                                        Stenosarchaea group             NC_003901.1
WP_048038735.1  HD-CE+HSP90                 NZ_CP009511.1:2764707-2782995           GCF_000970185.1     998     HATPase_c+DNA_gyraseB+Toprim+DNA_gyraseB_C->DNA_topoisoIV+DNA_gyraseA_C+DNA_gyraseA_C+DNA_gyraseA_C+DNA_gyraseA_C+DNA_gyraseA_C+DNA_gyraseA_C->*HD-CE+HSP90->                                                       Methanosarcina mazei SarPi                                      Stenosarchaea group             NZ_CP009511.1
HIH74739.1      HD-CE+HSP90                 DUIO01000192.1:1-2772                   GCA_013330315.1     581     FecCD->ABC_tran->*HD-CE+HSP90->                                                                                                                                                                                     Methanosarcina sp.                                              Stenosarchaea group             DUIO01000192.1
MCD4846236.1    HD-CE+MORC                  JAIOQW010000346.1:1-5737                GCA_021108405.1     838     DUF6444+zf-IS66+DDE_Tnp_IS66->DDE_Tnp_ISAZ013->*HD-CE+MORC->                                                                                                                                                        Methanosarcinales archaeon                                      Stenosarchaea group             JAIOQW010000346.1
WP_214421011.1  HD-CE+HSP90                 NZ_CP075546.1:1451504-1466651           GCF_018502485.1     1061    ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Methanospirillum sp. J.3.6.1-F.2.7.3                            Stenosarchaea group             NZ_CP075546.1
MBP7070736.1    HD-CE                       JAGOLL010000030.1:18015-26375           GCA_017994055.1     351     *HD-CE->HSP90->?->                                                                                                                                                                                                  Methanothrix sp.                                                Stenosarchaea group             JAGOLL010000030.1
WP_051939857.1  TPR-MalT+TPR+TPR            NZ_JQMQ01000005.1:1871552-1888318       GCF_000744815.1     1008    ?->HSP90->*TPR-MalT+TPR+TPR->                                                                                                                                                                                       Streptacidiphilus oryzae TH49                                   Streptomycetales                NZ_JQMQ01000005.1
GFE09654.1      HD-CE+HSP90                 BLIN01000005.1:2708020-2720300          GCA_009811555.1     832     *HD-CE+HSP90->?->                                                                                                                                                                                                   Streptomyces caniferus                                          Streptomycetales                BLIN01000005.1
GHE35110.1      HD-CE+MORC                  BNBH01000004.1:325592-336203            GCA_014655195.1     897     tRNA-synt_1g+Anticodon_3->?->*HD-CE+MORC->bPH_1->                                                                                                                                                                   Streptomyces cellulosae                                         Streptomycetales                BNBH01000004.1
WP_098244913.1  TPR-MalT+TPR                NZ_CP022685.1:6485681-6502760           GCF_002556545.1     1070    HSP90+Amelotin->*TPR-MalT+TPR->STY-kinase->                                                                                                                                                                         Streptomyces formicae                                           Streptomycetales                NZ_CP022685.1
GGY57364.1      HD-CE+HSP90                 BMWF01000001.1:308488-318556            GCA_014651095.1     895     ?->?->*HD-CE+HSP90->HTH+DUF5753->ST-Hiskin->                                                                                                                                                                        Streptomyces geysiriensis                                       Streptomycetales                BMWF01000001.1
WP_046506703.1  TPR-MalT+TPR                NZ_LATD01000365.1:4799-17834            GCF_000981895.1     1033    HSP90->*TPR-MalT+TPR->?->PIN->                                                                                                                                                                                      Streptomyces odonnellii                                         Streptomycetales                NZ_LATD01000365.1
WP_055704844.1  HD-CE+HSP90                 NZ_LIRI01000055.1:1-10305               GCF_001419685.1     898     tRNA-synt_1g+Anticodon_3->ThrE->*HD-CE+HSP90->                                                                                                                                                                      Streptomyces puniciscabiei                                      Streptomycetales                NZ_LIRI01000055.1
NUR41459.1      HSP90                       JABFXD010000559.1:1-9788                GCA_013361925.1     871     MreB_Mbl->GAF+GAF+HisKA_3->*HSP90->?->                                                                                                                                                                              Streptomyces sp.                                                Streptomycetales                JABFXD010000559.1
WP_071273682.1  TPR-MalT+TPR+TPR            NZ_MKXA01000731.1:7334-18705            GCF_001865255.1     978     Germane+Gmad2->HSP90->*TPR-MalT+TPR+TPR->                                                                                                                                                                           Streptomyces sp. CC77                                           Streptomycetales                NZ_MKXA01000731.1
WP_224283077.1  TPR-MalT                    NZ_JAHSQD010000363.1:1-5116             GCF_020103755.1     418     HSP90->*TPR-MalT->                                                                                                                                                                                                  Streptomyces sp. LS1784                                         Streptomycetales                NZ_JAHSQD010000363.1
WP_053754779.1  HSP90+DrHyd                 NZ_LGDG01000267.1:13876-30082           GCF_001279775.1     871     FAD_binding_3->PSE->*HSP90+DrHyd->?->                                                                                                                                                                               Streptomyces sp. MMG1533                                        Streptomycetales                NZ_LGDG01000267.1
WP_159049678.1  HD-CE+HSP90                 NZ_LGDW01000444.1:28391-39130           GCF_001280005.1     1039    ?->?->*HD-CE+HSP90->                                                                                                                                                                                                Streptomyces sp. NRRL WC-3618                                   Streptomycetales                NZ_LGDW01000444.1
WP_152772032.1  HD-CE+HSP90                 NZ_VJZC01000087.1:249-13269             GCF_009377185.1     915     PSE->tRNA->?->*HD-CE+HSP90->                                                                                                                                                                                        Streptomyces spongiae                                           Streptomycetales                NZ_VJZC01000087.1
ROO88776.1      PARM+HD-CE+HSP90            RJKE01000001.1:6942764-6960172          GCA_003751225.1     1128    *PARM+HD-CE+HSP90->?->NUDIX->                                                                                                                                                                                       Actinocorallia herbida                                          Streptosporangiales             RJKE01000001.1
WP_151558679.1  TPR-MalT+TPR+TPR            NZ_WBMT01000002.1:457740-471855         GCF_008923185.1     897     Ldh_1_N+Ldh_1_C->HSP90+HSP90->*TPR-MalT+TPR+TPR->DUF11->                                                                                                                                                            Actinomadura rudentiformis                                      Streptosporangiales             NZ_WBMT01000002.1
WP_144390269.1  TPR-MalT                    NZ_FUWS01000015.1:66388-84324           GCF_900167435.1     906     tRNA-synt_1e->HSP90->*TPR-MalT->?->                                                                                                                                                                                 Marinactinospora thermotolerans DSM 45154                       Streptosporangiales             NZ_FUWS01000015.1
WP_225271635.1  HD-CE+HSP90                 NZ_CP084058.1:1240322-1252417           GCF_020215645.1     919     *HD-CE+HSP90->?->                                                                                                                                                                                                   Nonomuraea gerenzanensis                                        Streptosporangiales             NZ_CP084058.1
WP_055502833.1  TPR-MalT                    NZ_BBZG01000001.1:2617537-2629987       GCF_001417755.1     367     Hydrolase->HSP90+HSP90-CTDs->*TPR-MalT->FN3+PhoD->                                                                                                                                                                  Nonomuraea pusilla                                              Streptosporangiales             NZ_BBZG01000001.1
WP_189235199.1  HD-CE+MORC                  NZ_BMQE01000003.1:50912-61481           GCF_014647955.1     916     *HD-CE+MORC->?->                                                                                                                                                                                                    Planomonospora parontospora subsp. antibiotica                  Streptosporangiales             NZ_BMQE01000003.1
SDR13757.1      TPR-MalT+TPR                FNKK01000002.1:3928894-3946618          GCA_900099985.1     884     ABhydrolase->HSP90->*TPR-MalT+TPR->?->FN3+PhoD->                                                                                                                                                                    Thermostaphylospora chromogena                                  Streptosporangiales             FNKK01000002.1
NJM11238.1      HD-CE                       JAAUTD010000030.1:3772-18773            GCA_012031845.1     391     *HD-CE->HSP90->?->                                                                                                                                                                                                  Synechococcaceae cyanobacterium SM1_2_3                         Synechococcales                 JAAUTD010000030.1
HAJ26871.1      HD-CE+HSP90                 DMAT01000197.1:406-13149                GCA_003451635.1     1100    HTH_18->*HD-CE+HSP90->                                                                                                                                                                                              Syntrophus sp. (in: bacteria)                                   Syntrophia                      DMAT01000197.1
WP_011763278.1  HD-CE+HSP90                 NC_008701.1:1411960-1421022             GCF_000015205.1     800     *HD-CE+HSP90->?->                                                                                                                                                                                                   Pyrobaculum islandicum DSM 4184                                 Thermoprotei                    NC_008701.1
RLE58127.1      HD-CE+HSP90+HetE-N1         QMRE01000213.1:1-2519                   GCA_003650635.1     799     *HD-CE+HSP90+HetE-N1->MNS->                                                                                                                                                                                         Thermoprotei archaeon                                           Thermoprotei                    QMRE01000213.1
MBI4662517.1    HD-CE+HSP90                 JACQWK010000536.1:2710-8749             GCA_016209525.1     832     PSE->*HD-CE+HSP90->                                                                                                                                                                                                 Verrucomicrobia bacterium                                       Verrucomicrobia                 JACQWK010000536.1
TAN35343.1      HD-CE+HSP90                 SCQF01000072.1:1-4160                   GCA_004321905.1     1192    *HD-CE+HSP90->                                                                                                                                                                                                      Verrucomicrobia bacterium                                       Verrucomicrobia                 SCQF01000072.1
MBD9278363.1    HD-CE+HSP90                 RKGX01000035.1:83095-97700              GCA_014848885.1     1118    *HD-CE+HSP90->                                                                                                                                                                                                      Akkermansia muciniphila                                         Verrucomicrobiae                RKGX01000035.1
MAS96472.1      HD-CE+HSP90                 PAAG01000055.1:7908-20623               GCA_002698785.1     986     ?->?->*HD-CE+HSP90->?->TPR+TPR+TPR+TPR+TPR_12+TPR+CHAT->                                                                                                                                                            Verrucomicrobiales bacterium                                    Verrucomicrobiae                PAAG01000055.1

#ISOCOT
pid             arch                        nucleotideID:position               assembly        plen    organism                                                taxend                          NCBI
HDP70471.1      ISOCOT                      DSBK01000096.1:1-5295               GCA_011046085.1 344 Actinobacteria bacterium                                Actinobacteria                  DSBK01000096.1
KUO69334.1      ISOCOT                                                          GCA_001516065.1 765 Alphaproteobacteria bacterium BRH_c36                   Alphaproteobacteria             
HFB54394.1      Rhodanese+ISOCOT            DRMN01000041.1:1-5196               GCA_011322615.1 478 Hellea balneolensis                                     Alphaproteobacteria             DRMN01000041.1
WP_132958116.1  ISOCOT                      NZ_SLUQ01000006.1:41676-51939       GCF_004345245.1 326 Rhizobium sp. BK251                                     Alphaproteobacteria             NZ_SLUQ01000006.1
MBO33775.1      ISOCOT                      PBQI01000145.1:58-9235              GCA_002725625.1 324 Rhodospirillaceae bacterium                             Alphaproteobacteria             PBQI01000145.1
MCC6904406.1    ISOCOT                      JADZAD010000032.1:1-7379            GCA_020852775.1 327 Anaerolineae bacterium                                  Anaerolineae                    JADZAD010000032.1
NHJ48206.1      ISOCOT                      VIKN01000099.1:14169-24562          GCA_011366245.1 284 Asgard group archaeon                                   Asgard group                    VIKN01000099.1
WP_145614039.1  ISOCOT                      NZ_JARAFA010000005.1:329377-341251  GCF_028857665.1 353 Bacillus licheniformis                                  Bacilli                         NZ_JARAFA010000005.1
MBL7139014.1    ISOCOT                      JADHVQ010000088.1:1-5608            GCA_016783905.1 359 Bacteroidales bacterium                                 Bacteroidia                     JADHVQ010000088.1
PLX23386.1      ISOCOT                      PKTE01000086.1:222-8926             GCA_002869335.1 348 Salinivirgaceae bacterium                               Bacteroidia                     PKTE01000086.1
MXY92447.1      ISOCOT                      VXRG01000034.1:2711-13957           GCA_009838625.1 322 Caldilineaceae bacterium SB0664_bin_27                  Caldilineae                     VXRG01000034.1
MCB0283757.1    ISOCOT                      JAGRBB010000061.1:19303-25490       GCA_020434265.1 296 Calditrichaeota bacterium                               Calditrichaeota                 JAGRBB010000061.1
HDD72717.1      ISOCOT                      DQZI01000097.1:121-2769             GCA_011039605.1 301 Candidatus Aenigmarchaeota archaeon                     Candidatus Aenigmarchaeota      DQZI01000097.1
MCD6402831.1    ISOCOT                      JAGHAA010000015.1:1773-10788        GCA_021161745.1 270 Candidatus Aenigmarchaeota archaeon                     Candidatus Aenigmarchaeota      JAGHAA010000015.1
RLJ07437.1      ISOCOT                      QMZZ01000040.1:1-4806               GCA_003663445.1 289 Candidatus Aenigmarchaeota archaeon                     Candidatus Aenigmarchaeota      QMZZ01000040.1
RLJ09226.1      ISOCOT                      QNAA01000005.1:7613-21283           GCA_003663475.1 297 Candidatus Aenigmarchaeota archaeon                     Candidatus Aenigmarchaeota      QNAA01000005.1
RLI90156.1      ISOCOT                      QMZI01000126.1:1-3062               GCA_003663105.1 231 Candidatus Altiarchaeales archaeon                      Candidatus Altiarchaeales       QMZI01000126.1
ODS41903.1      ISOCOT                      MCBF01000001.1:122986-134178        GCA_001742785.1 304 Candidatus Altiarchaeales archaeon IMC4                 Candidatus Altiarchaeales       MCBF01000001.1
MBU0761692.1    ISOCOT                      JAHIYG010000051.1:1-6484            GCA_018815265.1 297 Candidatus Altiarchaeota archaeon                       Candidatus Altiarchaeota        JAHIYG010000051.1
UCE95506.1      ISOCOT                      CP070730.1:1306980-1317936          GCA_020351305.1 328 Candidatus Bathyarchaeota archaeon                      Candidatus Bathyarchaeota       CP070730.1
MBS7642105.1    ISOCOT                      JAGTQC010000002.1:256673-267261     GCA_018396535.1 327 Candidatus Bathyarchaeota archaeon                      Candidatus Bathyarchaeota       JAGTQC010000002.1
RJS88718.1      ISOCOT                      PIYI01000114.1:261-7578             GCA_003601715.1 315 Candidatus Bathyarchaeota archaeon                      Candidatus Bathyarchaeota       PIYI01000114.1
KPV64797.1      ISOCOT                      LIHJ01000032.1:52728-60378          GCA_001399805.1 317 Candidatus Bathyarchaeota archaeon BA1                  Candidatus Bathyarchaeota       LIHJ01000032.1
PIE78416.1      SIR2_2+ISOCOT               PDTR01000134.1:1-2238               GCA_002748965.1 518 Candidatus Delongbacteria bacterium                     Candidatus Delongbacteria       PDTR01000134.1
WP_156469446.1  HD-CE+ISOCOT                NZ_CP013015.1:1952643-1962531       GCF_001577525.1 703 Candidatus Desulfofervidus auxilii                      Candidatus Desulfofervidia      NZ_CP013015.1
MBN1160173.1    ISOCOT                      JAFGOX010000041.1:1517-10166        GCA_016926295.1 297 Candidatus Diapherotrites archaeon                      Candidatus Diapherotrites       JAFGOX010000041.1
MBI5254643.1    ISOCOT                      JACRDX010000051.1:18501-28425       GCA_016212745.1 315 Candidatus Falkowbacteria bacterium                     Candidatus Falkowbacteria       JACRDX010000051.1
MBI2029338.1    ISOCOT                      JACOXO010000017.1:34731-45404       GCA_016182365.1 301 Candidatus Gottesmanbacteria bacterium                  Candidatus Gottesmanbacteria    JACOXO010000017.1
TET79037.1      ISOCOT                      SOIU01000261.1:71-1715              GCA_004376735.1 301 Candidatus Heimdallarchaeota archaeon                   Candidatus Heimdallarchaeota    SOIU01000261.1
NVM03456.1      NUDIX+ISOCOT                JABXJV010000312.1:1-3493            GCA_013375355.1 438 Candidatus Helarchaeota archaeon                        Candidatus Helarchaeota         JABXJV010000312.1
NQT49113.1      ISOCOT                      JABMRF010000003.1:2481-14829        GCA_013202715.1 312 Candidatus Kuenenbacteria bacterium                     Candidatus Kuenenbacteria       JABMRF010000003.1
NYZ79451.1      ISOCOT                      JACCLG010000050.1:23897-32801       GCA_013425335.1 306 Candidatus Micrarchaeota archaeon                       Candidatus Micrarchaeota        JACCLG010000050.1
MCD6227273.1    ISOCOT                      JAGGVH010000031.1:1-9142            GCA_021158105.1 314 Candidatus Micrarchaeota archaeon                       Candidatus Micrarchaeota        JAGGVH010000031.1
PUA34363.1      ISOCOT                      NDWU01000001.1:99297-113036         GCA_003056285.1 336 Candidatus Terraquivivens tikiterensis                  Candidatus Wolframiiraptoraceae NDWU01000001.1
MBD3343605.1    ISOCOT                      WJLZ01000014.1:245-11413            GCA_014728215.1 348 Chitinivibrionales bacterium                            Chitinivibrionia                WJLZ01000014.1
NTW83240.1      HD-CE+ISOCOT                JAAXXY010000017.1:18894-31380       GCA_013334225.1 845 Chlorobiaceae bacterium                                 Chlorobia                       JAAXXY010000017.1
NOY05049.1      ISOCOT                      JAADGX010000007.1:1-3903            GCA_013152135.1 286 Chlorobiota bacterium                                   Chlorobiota                     JAADGX010000007.1
HAJ05356.1      ISOCOT                      DMGP01000074.1:2197-8456            GCA_003449775.1 328 Chloroflexi bacterium                                   Chloroflexi                     DMGP01000074.1
MBH27944.1      ISOCOT                      PBBO01000011.1:15694-25716          GCA_002716675.1 362 Chloroflexi bacterium                                   Chloroflexi                     PBBO01000011.1
TME01603.1      ISOCOT                      VBHI01000311.1:8788-21052           GCA_005881495.1 309 Chloroflexi bacterium                                   Chloroflexi                     VBHI01000311.1
WP_148133469.1  ISOCOT                      NZ_CP017634.1:1124840-1134018       GCF_002777255.1 284 Candidatus Formimonas warabiya                          Clostridia                      NZ_CP017634.1
NLD47199.1      ISOCOT                      JAAZCB010000391.1:51-2068           GCA_012513545.1 324 Clostridiaceae bacterium                                Clostridia                      JAAZCB010000391.1
WP_110461678.1  ISOCOT                      NZ_QKMR01000008.1:11165-25371       GCF_003208175.1 329 Ruminiclostridium sufflavum DSM 19573                   Clostridia                      NZ_QKMR01000008.1
SCJ18197.1      HAD_2+HET+SIR2              FMGJ01000023.1:919-14229            GCA_900066845.1 914 uncultured Ruminococcus sp.                             Clostridia                      FMGJ01000023.1
SCJ18322.1      HET+ISOCOT                  FMGJ01000023.1:919-14229            GCA_900066845.1 742 uncultured Ruminococcus sp.                             Clostridia                      FMGJ01000023.1
MBM4401338.1    ISOCOT                      VGPL01000416.1:1-1206               GCA_016875485.1 258 Crenarchaeota archaeon                                  Crenarchaeota                   VGPL01000416.1
MBN2076623.1    ISOCOT                      JAFGCW010000078.1:31442-42717       GCA_016932435.1 300 Dehalococcoidales bacterium                             Dehalococcoidia                 JAFGCW010000078.1
MAH39090.1      ISOCOT                      NZEH01000014.1:6114-16535           GCA_002690375.1 345 Dehalococcoidales bacterium                             Dehalococcoidia                 NZEH01000014.1
HEY94028.1      ISOCOT                      DUFA01000057.1:1-6978               GCA_011191975.1 300 Dehalococcoidia bacterium                               Dehalococcoidia                 DUFA01000057.1
HEY42066.1      ISOCOT                      DUFD01000046.1:28652-41809          GCA_011171075.1 306 Dehalococcoidia bacterium                               Dehalococcoidia                 DUFD01000046.1
MBI3018965.1    ISOCOT                      JACPST010000092.1:1-2647            GCA_016193165.1 386 Deltaproteobacteria bacterium                           Deltaproteobacteria             JACPST010000092.1
RLB05791.1      ISOCOT                      QMLH01000022.1:1-9129               GCA_003646655.1 326 Deltaproteobacteria bacterium                           Deltaproteobacteria             QMLH01000022.1
TMA11666.1      ISOCOT+ISOCOT+Aldolase_II   VBLN01000091.1:1-10019              GCA_005878685.1 873 Deltaproteobacteria bacterium                           Deltaproteobacteria             VBLN01000091.1
PKN38667.1      HD-CE+ISOCOT                PHBC01000001.1:45483-60671          GCA_002840505.1 609 Deltaproteobacteria bacterium HGW-Deltaproteobacteria-2 Deltaproteobacteria             PHBC01000001.1
RZB37206.1      HD-CE+ISOCOT                RPGQ01000008.1:1-11434              GCA_004193595.1 707 Desulfobacteraceae bacterium Eth-SRB2                   Deltaproteobacteria             RPGQ01000008.1
WP_155322356.1  HD-CE+ISOCOT                NZ_AP021876.1:2500687-2513335       GCF_009688985.1 640 Desulfosarcina ovata subsp. sediminis                   Deltaproteobacteria             NZ_AP021876.1
MCA9520720.1    NUDIX+ISOCOT                JAGQJP010000243.1:1-12850           GCA_020430585.1 439 Myxococcales bacterium                                  Deltaproteobacteria             JAGQJP010000243.1
OPY81638.1      HD-CE+ISOCOT                MVRT01000091.1:27080-38375          GCA_002067475.1 750 Syntrophorhabdus sp. PtaU1.Bin153                       Deltaproteobacteria             MVRT01000091.1
NLU46001.1      ISOCOT                      JAAYAP010000049.1:521-11750         GCA_012719315.1 335 Euryarchaeota archaeon                                  Euryarchaeota                   JAAYAP010000049.1
MBI2077073.1    ISOCOT                      JACPAO010000022.1:293-10696         GCA_016180755.1 315 Euryarchaeota archaeon                                  Euryarchaeota                   JACPAO010000022.1
MBI4999927.1    ISOCOT                      JACRNV010000001.1:42300-64993       GCA_016214785.1 299 Euryarchaeota archaeon                                  Euryarchaeota                   JACRNV010000001.1
MBW3581599.1    ISOCOT                      JAHWKR010000002.1:101-11004         GCA_019347805.1 316 Euryarchaeota archaeon                                  Euryarchaeota                   JAHWKR010000002.1
RLG71332.1      NUDIX+ISOCOT                QMWN01000105.1:219-4738             GCA_003661645.1 447 Euryarchaeota archaeon                                  Euryarchaeota                   QMWN01000105.1
MAT39431.1      ISOCOT                      PABJ01000115.1:329-11211            GCA_002699105.1 294 Ectothiorhodospiraceae bacterium                        Gammaproteobacteria             PABJ01000115.1
MBS3815649.1    ISOCOT                      JAGXLG010000064.1:1-4806            GCA_018334815.1 314 Hadesarchaea archaeon                                   Hadesarchaea                    JAGXLG010000064.1
KUO43141.1      ISOCOT                      LQMP01000007.1:2855-12177           GCA_001515215.1 311 Hadesarchaea archaeon YNP_N21                           Hadesarchaea                    LQMP01000007.1
TFH13683.1      ISOCOT                      SPBP01000337.1:231-3095             GCA_004525935.1 354 Lentisphaerales bacterium                               Lentisphaeria                   SPBP01000337.1
KON32804.1      ISOCOT                      LFWU01000052.1:595-6926             GCA_001273345.1 339 miscellaneous Crenarchaeota group-1 archaeon SG8-32-1   MCG-1                           LFWU01000052.1
OFZ14326.1      ISOCOT                      MEPP01000025.1:311818-327286        GCA_001769855.1 354 Bdellovibrionales bacterium GWA2_49_15                  Oligoflexia                     MEPP01000025.1
MBE3144827.1    ISOCOT                      JADBLR010000719.1:32-2338           GCA_014894345.1 333 Planctomycetota bacterium                               Planctomycetota                 JADBLR010000719.1
MBU1341647.1    Calcineurin-CE+HD-CE+ISOCOT JAHJOM010000153.1:50374-67100       GCA_018820265.1 918 Proteobacteria bacterium                                Proteobacteria                  JAHJOM010000153.1
CAD6490900.1    HD-CE+ISOCOT                CAJHIO010000001.1:25373-37277       GCA_905067565.1 658 Candidatus Argoarchaeum ethanivorans                    Stenosarchaea group             CAJHIO010000001.1
CAD6492035.1    HD-CE+ISOCOT                CAJHIR010000009.1:8161-18420        GCA_905067535.1 618 Candidatus Argoarchaeum ethanivorans                    Stenosarchaea group             CAJHIR010000009.1
WP_207592080.1  NUDIX+ISOCOT                NZ_CP071597.1:1979257-1987302       GCF_017357405.1 480 Halovivax sp. KZCA124                                   Stenosarchaea group             NZ_CP071597.1
OPX76887.1      Trypsin+HD-CE+ISOCOT        MVQH01000023.1:5529-17141           GCA_002067755.1 905 Methanosaeta sp. PtaB.Bin018                            Stenosarchaea group             MVQH01000023.1
WP_097380392.1  NUDIX+ISOCOT                NZ_NXNI01000001.1:2711447-2722092   GCF_002494345.1 462 Natrinema ejinorense                                    Stenosarchaea group             NZ_NXNI01000001.1
WP_224828393.1  NUDIX+ISOCOT                NZ_JAIVEF010000006.1:98400-108083   GCF_020177165.1 430 Saliphagus infecundisoli                                Stenosarchaea group             NZ_JAIVEF010000006.1
WP_009304936.1  ISOCOT+PRTase               NZ_AEJC01000137.1:1-11473           GCF_000317595.1 527 Streptomyces ipomoeae 91-03                             Streptomycetales                NZ_AEJC01000137.1
NLW61444.1      ISOCOT                      JAAYHA010000131.1:291-4548          GCA_012727545.1 337 Synergistaceae bacterium                                Synergistia                     JAAYHA010000131.1
WP_143156570.1  HD-CE                       NZ_FQVB01000066.1:674-9980          GCF_900129305.1 872 Desulfacinum infernum DSM 9756                          Syntrophobacteria               NZ_FQVB01000066.1
MCD6341924.1    ISOCOT                      JAGHCZ010000118.1:1080-8360         GCA_021160205.1 300 Thaumarchaeota archaeon                                 Thaumarchaeota                  JAGHCZ010000118.1
RKX63837.1      HD-CE+ISOCOT                QNBA01000218.1:96-2944              GCA_003644025.1 630 Thermodesulfobacteriota bacterium                       Thermodesulfobacteriota         QNBA01000218.1
UCE74157.1      ISOCOT                      CP070739.1:55778-64885              GCA_020347705.1 301 Methanomassiliicoccales archaeon                        Thermoplasmata                  CP070739.1
TET90868.1      ISOCOT                      SOIM01000021.1:1-6527               GCA_004377185.1 314 Methanomassiliicoccales archaeon                        Thermoplasmata                  SOIM01000021.1
UCG71150.1      ISOCOT                      CP070672.1:2176447-2185586          GCA_020351895.1 301 Thermoplasmata archaeon                                 Thermoplasmata                  CP070672.1
HIH96635.1      ISOCOT                      DUKE01000093.1:14065-26101          GCA_013329505.1 308 Thermoplasmata archaeon                                 Thermoplasmata                  DUKE01000093.1
NLN72556.1      ISOCOT                      JAAYKC010000155.1:2040-14000        GCA_012522645.1 314 Thermoplasmatales archaeon                              Thermoplasmata                  JAAYKC010000155.1
MCC6024693.1    ISOCOT                      JAJHQY010000001.1:20593-29219       GCA_020833085.1 308 Desulfurococcaceae archaeon                             Thermoprotei                    JAJHQY010000001.1
PWV37292.1      ISOCOT                      QFWU01000024.1:445-10008            GCA_003177295.1 304 Desulfurococcaceae archaeon                             Thermoprotei                    QFWU01000024.1
OYT61044.1      ISOCOT                      NJED01000001.1:11055-19913          GCA_002254745.1 331 Desulfurococcales archaeon ex4484_217_1                 Thermoprotei                    NJED01000001.1
WP_013562243.1  ISOCOT                      NC_014961.1:706663-718072           GCF_000186365.1 333 Desulfurococcus mucosus DSM 2162                        Thermoprotei                    NC_014961.1
WP_052884747.1  ISOCOT                      NZ_CP009961.1:1522509-1530565       GCF_000993805.1 321 Infirmifilum uzonense                                   Thermoprotei                    NZ_CP009961.1
MCD6208833.1    ISOCOT                      JAGGVS010000034.1:166-11096         GCA_021157885.1 330 Thermoproteales archaeon                                Thermoprotei                    JAGGVS010000034.1
MCD6208834.1    ISOCOT                      JAGGVS010000034.1:166-11096         GCA_021157885.1 326 Thermoproteales archaeon                                Thermoprotei                    JAGGVS010000034.1
MCD6510534.1    ISOCOT                      JAGGXX010000057.1:3635-21046        GCA_021162845.1 325 Thermoprotei archaeon                                   Thermoprotei                    JAGGXX010000057.1
RLE59438.1      ISOCOT                      QMRE01000091.1:1-5498               GCA_003650635.1 325 Thermoprotei archaeon                                   Thermoprotei                    QMRE01000091.1
RLE72250.1      ISOCOT                      QMRL01000060.1:1-5944               GCA_003649255.1 329 Thermoprotei archaeon                                   Thermoprotei                    QMRL01000060.1
RLE76872.1      ISOCOT                      QMRM01000004.1:1630-9387            GCA_003650755.1 337 Thermoprotei archaeon                                   Thermoprotei                    QMRM01000004.1
RLE73911.1      ISOCOT                      QMRO01000265.1:1-2734               GCA_003649295.1 327 Thermoprotei archaeon                                   Thermoprotei                    QMRO01000265.1
RLE81309.1      ISOCOT                      QMRP01000042.1:140-4789             GCA_003649305.1 326 Thermoprotei archaeon                                   Thermoprotei                    QMRP01000042.1
RLE82120.1      ISOCOT                      QMRQ01000012.1:1575-12600           GCA_003649345.1 329 Thermoprotei archaeon                                   Thermoprotei                    QMRQ01000012.1
RLE97568.1      ISOCOT                      QMRZ01000035.1:235-7740             GCA_003649495.1 328 Thermoprotei archaeon                                   Thermoprotei                    QMRZ01000035.1
RLE96689.1      ISOCOT                      QMSB01000151.1:1-3768               GCA_003650815.1 325 Thermoprotei archaeon                                   Thermoprotei                    QMSB01000151.1
RLF11056.1      ISOCOT                      QMSG01000054.1:1-5133               GCA_003649605.1 325 Thermoprotei archaeon                                   Thermoprotei                    QMSG01000054.1
RLG74539.1      ISOCOT                      QMWQ01000051.1:1-6579               GCA_003661705.1 335 Thermoprotei archaeon                                   Thermoprotei                    QMWQ01000051.1
RLG83019.1      ISOCOT                      QMWZ01000343.1:1-2572               GCA_003661885.1 318 Thermoprotei archaeon                                   Thermoprotei                    QMWZ01000343.1
PUA33314.1      ISOCOT                      NBVN01000002.1:257095-270924        GCA_003056265.1 328 Zestosphaera tikiterensis                               Thermoprotei                    NBVN01000002.1
NOZ89139.1      ISOCOT                      JAADFC010000095.1:328-7772          GCA_013153105.1 328 Thermoproteota archaeon                                 Thermoproteota                  JAADFC010000095.1
EEU12211.1      ISOCOT                      GG700527.1:1612854-1625013          GCA_000163295.1 355 Anaerococcus vaginalis ATCC 51170                       Tissierellia                    GG700527.1
WP_073183127.1  ISOCOT                      NZ_FQXI01000001.1:321981-332402     GCF_900129925.1 349 Anaerosphaera aminiphila DSM 21120                      Tissierellia                    NZ_FQXI01000001.1
MCA9741186.1    ISOCOT                      JAGQIH010000086.1:9257-19922        GCA_020431415.1 313 candidate division KSB1 bacterium                       candidate division KSB1         JAGQIH010000086.1
PID57885.1      ISOCOT                      PDPS01000025.1:113674-125892        GCA_002747525.1 347 candidate division KSB3 bacterium                       candidate division KSB3         PDPS01000025.1
KXB06125.1      ISOCOT                      LHYG01000014.1:4101-10011           GCA_001549285.1 341 candidate division MSBL1 archaeon SCGC-AAA382F02        candidate division MSBL1        LHYG01000014.1
KPJ49308.1      ISOCOT                      LIZT01000064.1:1-8587               GCA_001304335.1 345 candidate division TA06 bacterium DG_26                 candidate division TA06         LIZT01000064.1
RLG05414.1      ISOCOT                      QMUS01000014.1:1-8204               GCA_003660695.1 325 Thaumarchaeota archaeon                                 unclassified Thaumarchaeota     QMUS01000014.1

#MNS
pid             arch                                            nucleotideID:position                   assembly        plen    organism                                taxend                  NCBI
WP_209788062.1  CR-MNS-like-STAND+PRTase-CE                     NZ_JAGIPK010000001.1:1393477-1406962    GCF_017877215.1 567     Agrobacterium tumefaciens               Alphaproteobacteria     NZ_JAGIPK010000001.1
MYA86895.1      alpha+bet-sand-lect+CR-MNS-like-STAND           VXPN01000009.1:236-10102                GCA_009839535.1 1179    Boseongicola sp. SB0662_bin_57          Alphaproteobacteria     VXPN01000009.1
RTL77256.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE RXJE01000024.1:61398-75419              GCA_003963205.1 1065    Bradyrhizobiaceae bacterium             Alphaproteobacteria     RXJE01000024.1
WP_183116295.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_JABEQG010000036.1:11040-25186        GCF_014174315.1 1064    Gluconacetobacter diazotrophicus        Alphaproteobacteria     NZ_JABEQG010000036.1
WP_183010644.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_JABEQP010000029.1:1526-14076         GCF_014174195.1 1071    Gluconacetobacter dulcium               Alphaproteobacteria     NZ_JABEQP010000029.1
WP_184879307.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_JACHEF010000018.1:6552-23303         GCF_014207355.1 1075    Mesorhizobium sangaii                   Alphaproteobacteria     NZ_JACHEF010000018.1
RWJ05665.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE SAOI01000003.1:8419-23449               GCA_004018865.1 1065    Mesorhizobium sp.                       Alphaproteobacteria     SAOI01000003.1
WP_183436539.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_JACHWM010000009.1:138192-151539      GCF_014191355.1 929     Methylobacterium sp. R2-1               Alphaproteobacteria     NZ_JACHWM010000009.1
MBC7104135.1    CR-MNS-like-STAND+PRTase-CE                     JACIYQ010000362.1:1-5356                GCA_014359855.1 560     Parvibaculum sp.                        Alphaproteobacteria     JACIYQ010000362.1
NEI50506.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE WUFC01000020.1:31581-44924              GCA_010668445.1 1069    Rhizobium leguminosarum                 Alphaproteobacteria     WUFC01000020.1
MBL4874787.1    alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE JAESQH010000245.1:1-9213                GCA_016765235.1 1064    Rhodobacteraceae bacterium              Alphaproteobacteria     JAESQH010000245.1
NQU54767.1      alpha+bet-sand-lect+CR-MNS-like-STAND           JABMPI010000672.1:98-5415               GCA_013203755.1 888     Bacteroidetes bacterium                 Bacteroidetes           JABMPI010000672.1
HIP33332.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE DQTI01000051.1:87-2661                  GCA_015662855.1 857     Bacteroidia bacterium                   Bacteroidia             DQTI01000051.1
WP_128598394.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_CAJHCR010000023.1:46821-63104        GCF_904848585.1 1079    Paraburkholderia kirstenboschensis      Betaproteobacteria      NZ_CAJHCR010000023.1
WP_147695982.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_VMTV02000966.1:6154-21615            GCF_007644035.1 1077    Vogesella mureinivorans                 Betaproteobacteria      NZ_VMTV02000966.1
MYC62708.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE VXMJ01000042.1:100968-111867            GCA_009841145.1 1067    Caldilineaceae bacterium SB0661_bin_34  Caldilineae             VXMJ01000042.1
MBI1930750.1    alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE JACOTU010001217.1:262-6764              GCA_016178185.1 1056    Candidatus Poribacteria bacterium       Candidatus Poribacteria JACOTU010001217.1
MBI2847329.1    alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE JACPPT010000067.1:1-16212               GCA_016190815.1 1063    Chloroflexi bacterium                   Chloroflexi             JACPPT010000067.1
MBC8492140.1    bet-sand-lect+CR-MNS-like-STAND+PRTase-CE       JACNGD010000003.1:1-2412                GCA_014384295.1 803     Chloroflexi bacterium                   Chloroflexi             JACNGD010000003.1
WP_010872451.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NC_000911.1:1369656-1382568             GCF_000009725.1 1064    Synechocystis sp. PCC 6803              Cyanophyceae            NC_000911.1
WP_130024266.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_SEWF01000089.1:1-12016               GCF_004168285.1 1049    Emticicia agri                          Cytophagia              NZ_SEWF01000089.1
WP_141046845.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_CP060692.1:135832-148646             GCF_014352895.1 1035    Aliarcobacter cryaerophilus             Epsilonproteobacteria   NZ_CP060692.1
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MYJ74938.1      CR-MNS-like-STAND+PRTase-CE                     VYAT01000341.1:35-3692                  GCA_009844825.1 514     Gammaproteobacteria bacterium           Gammaproteobacteria     VYAT01000341.1
WP_066321367.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_LYXG01000041.1:91227-108233          GCF_001663515.1 1069    Halomonas sp. G11                       Gammaproteobacteria     NZ_LYXG01000041.1
NVK73217.1      alpha+bet-sand-lect+CR-MNS-like-STAND           JABXIF010000074.1:6426-17991            GCA_013373235.1 1065    Oceanospirillaceae bacterium            Gammaproteobacteria     JABXIF010000074.1
WP_024590866.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_AUTR01000039.1:104854-119820         GCF_000497875.1 1069    Pseudoalteromonas sp. S8-8              Gammaproteobacteria     NZ_AUTR01000039.1
KPW23595.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE LJPP01000115.1:172-9955                 GCA_001401375.1 1068    Pseudomonas cannabina pv. alisalensis   Gammaproteobacteria     LJPP01000115.1
KPW15855.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE                                         LJPM01000414.1  1090    Pseudomonas syringae pv. aceris         Gammaproteobacteria     
WP_070225664.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_CP012950.1:1386482-1397483           GCF_001758605.1 1049    Vibrio parahaemolyticus                 Gammaproteobacteria     NZ_CP012950.1
MYE69179.1      alpha+bet-sand-lect+CR-MNS-like-STAND           VYGL01000137.1:3863-18784               GCA_009841855.1 1029    Gemmatimonadetes bacterium              Gemmatimonadetes        VYGL01000137.1
MYB58676.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE VXNT01000075.1:204389-220568            GCA_009840435.1 1086    Gemmatimonadetes bacterium              Gemmatimonadetes        VXNT01000075.1
MBL7129283.1    alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE JADHVP010000080.1:1-12130               GCA_016783945.1 1057    Ignavibacteria bacterium                Ignavibacteria          JADHVP010000080.1
OQA00755.1      alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE MWAO01000351.1:529-6557                 GCA_002068635.1 1069    Planctomycetes bacterium ADurb.Bin401   Planctomycetes          MWAO01000351.1
MCC7063783.1    CR-MNS-like-STAND+PRTase-CE                     JADZDL010000224.1:152-2906              GCA_020851075.1 572     Planctomycetota bacterium               Planctomycetota         JADZDL010000224.1
WP_198806905.1  alpha+bet-sand-lect+CR-MNS-like-STAND+PRTase-CE NZ_CP046155.1:793092-802318             GCF_016403105.1 1053    Leptolyngbya sp. BL0902                 Pseudanabaenales        NZ_CP046155.1

#NACHT
pid             arch                                                                                        nucleotideID:position                   assembly            plen    organism                                            taxend                      NCBI
OQA76865.1      HD-CE+NACHT                                                                                 MWBZ01000083.1:1196-17892               GCA_002069765.1     783     bacterium ADurb.Bin243 Bacteria.                                                MWBZ01000083.1
MBU4350676.1    Calcineurin-CE+NACHT                                                                        JAHIMG010000438.1:182-12057             GCA_018896635.1     929     bacterium Bacteria.                                                             JAHIMG010000438.1
MBV9864435.1    HD-CE+NA-iREase1+NACHT+Pentapeptide                                                         JAFAZH010000005.1:75038-93720           GCA_019239895.1     1143    Abditibacteriaceae bacterium                        Abditibacteriia             JAFAZH010000005.1
MBM3768467.1    Calcineurin-CE+NACHT                                                                        VFZQ01000727.1:161-3155                 GCA_016871135.1     626     Acidobacteria bacterium                             Acidobacteria               VFZQ01000727.1
MBI1791859.1    Calcineurin-CE+NACHT+FGS                                                                    JACOSH010000534.1:13492-20817           GCA_016178945.1     1049    Acidobacteria bacterium                             Acidobacteria               JACOSH010000534.1
MBI4752188.1    Calcineurin-CE+NACHT+HEAT_2                                                                 JACQXX010000141.1:3427-13000            GCA_016208495.1     1081    Acidobacteria bacterium                             Acidobacteria               JACQXX010000141.1
MBK5290284.1    Calcineurin-CE+NACHT+FGS                                                                    JAENWC010000023.1:1-13416               GCA_016650235.1     1036    Acidobacteriia bacterium                            Acidobacteria               JAENWC010000023.1
WP_203742629.1  Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+Pentapeptide+BetaPropeller+WD40+WD40+WD40+WD40 NZ_BOMH01000030.1:33465-54441           GCF_016862095.1     1600    Actinoplanes cyaneus                                Actinomycetes               NZ_BOMH01000030.1
WP_170154034.1  Calcineurin-CE+NA-iREase3+NACHT+BetaPropeller+WD40+WD40+WD40+WD40                           NZ_BOMO01000096.1:36814-56666           GCF_016862235.1     1671    Actinoplanes italicus                               Actinomycetes               NZ_BOMO01000096.1
WP_091461115.1  Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+Pentapeptide+WD40+WD40+WD40+BetaPropeller      NZ_FMHU01000002.1:1478817-1498905       GCF_900091415.1     1658    Micromonospora inyonensis                           Actinomycetes               NZ_FMHU01000002.1
PZN16508.1      Calcineurin-CE+NA-iREase3+NACHT                                                             QGUK01000855.1:1-2125                   QGUK01000855.1      708     Mycolicibacterium hassiacum                         Actinomycetes               QGUK01000855.1
WP_120741414.1  Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+BetaPropeller                                  NZ_CP032568.1:6182805-6202322           GCF_003626895.1     1746    Nocardia yunnanensis                                Actinomycetes               NZ_CP032568.1
AWW37790.1      Calcineurin-CE+NACHT                                                                        CP030073.1:3541832-3555172              GCA_003261055.1     971     Streptomyces cadmiisoli                             Actinomycetes               CP030073.1
WP_162624927.1  Calcineurin-CE+NACHT                                                                        NZ_CP030073.1:3541832-3555172           GCF_003261055.1     967     Streptomyces cadmiisoli                             Actinomycetes               NZ_CP030073.1
MBV9853931.1    Trypsin+Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+BetaPropeller+WD40+WD40+WD40           JAFAZE010000029.1:45811-60827           GCA_019239975.1     1926    Streptosporangiaceae bacterium                      Actinomycetes               JAFAZE010000029.1
MBF0144773.1    CR-ATPase4+Calcineurin-CE+NACHT                                                             JADGCK010000003.1:28323-44725           GCA_015229035.1     1782    Magnetococcales bacterium                           Alphaproteobacteria         JADGCK010000003.1
MBF8271621.1    Calcineurin-CE+NACHT                                                                        JACSDG010000014.1:106-16253             GCA_015660855.1     1237    Magnetococcales bacterium                           Alphaproteobacteria         JACSDG010000014.1
MBF0630203.1    Calcineurin-CE+NACHT                                                                        JADFWW010000011.1:16421-33557           GCA_015234015.1     1790    Magnetococcales bacterium                           Alphaproteobacteria         JADFWW010000011.1
MBF0632244.1    Calcineurin-CE+NACHT                                                                        JADFWW010000073.1:9316-20007            GCA_015234015.1     999     Magnetococcales bacterium                           Alphaproteobacteria         JADFWW010000073.1
MBF0440236.1    Calcineurin-CE+NACHT                                                                        JADFYY010000258.1:1-2535                GCA_015232825.1     482     Magnetococcales bacterium                           Alphaproteobacteria         JADFYY010000258.1
MBF0419563.1    Calcineurin-CE+NACHT                                                                        JADFZE010000025.1:19598-31861           GCA_015232685.1     1270    Magnetococcales bacterium                           Alphaproteobacteria         JADFZE010000025.1
MBF0416161.1    Calcineurin-CE+NACHT                                                                        JADFZG010000036.1:14942-23282           GCA_015232675.1     1264    Magnetococcales bacterium                           Alphaproteobacteria         JADFZG010000036.1
MBF0369717.1    Calcineurin-CE+NACHT                                                                        JADFZT010000028.1:1-9067                GCA_015232395.1     1265    Magnetococcales bacterium                           Alphaproteobacteria         JADFZT010000028.1
MBF0346686.1    Calcineurin-CE+NACHT                                                                        JADFZX010000013.1:13316-42476           GCA_015232265.1     1296    Magnetococcales bacterium                           Alphaproteobacteria         JADFZX010000013.1
MBF0347130.1    Calcineurin-CE+NACHT                                                                        JADFZX010000026.1:3547-22055            GCA_015232265.1     1281    Magnetococcales bacterium                           Alphaproteobacteria         JADFZX010000026.1
MBF0179326.1    Calcineurin-CE+NACHT                                                                        JADGCA010000008.1:103928-112100         GCA_015231235.1     1002    Magnetococcales bacterium                           Alphaproteobacteria         JADGCA010000008.1
MBF0173868.1    Calcineurin-CE+NACHT                                                                        JADGCB010000061.1:1-9553                GCA_015231205.1     707     Magnetococcales bacterium                           Alphaproteobacteria         JADGCB010000061.1
MBF0173906.1    Calcineurin-CE+NACHT                                                                        JADGCB010000062.1:17555-25668           GCA_015231205.1     1285    Magnetococcales bacterium                           Alphaproteobacteria         JADGCB010000062.1
MBF0146194.1    Calcineurin-CE+NACHT                                                                        JADGCK010000034.1:19485-36412           GCA_015229035.1     1790    Magnetococcales bacterium                           Alphaproteobacteria         JADGCK010000034.1
MBF0147762.1    Calcineurin-CE+NACHT                                                                        JADGCK010000111.1:1-10803               GCA_015229035.1     1052    Magnetococcales bacterium                           Alphaproteobacteria         JADGCK010000111.1
MBF0141690.1    Calcineurin-CE+NACHT                                                                        JADGCN010000193.1:1-5174                GCA_015228975.1     1332    Magnetococcales bacterium                           Alphaproteobacteria         JADGCN010000193.1
MBF0136097.1    Calcineurin-CE+NACHT                                                                        JADGCO010000022.1:30056-43059           GCA_015228935.1     1259    Magnetococcales bacterium                           Alphaproteobacteria         JADGCO010000022.1
MBF0136261.1    Calcineurin-CE+NACHT                                                                        JADGCO010000027.1:1-13368               GCA_015228935.1     486     Magnetococcales bacterium                           Alphaproteobacteria         JADGCO010000027.1
MBF0110355.1    Calcineurin-CE+NACHT                                                                        JADGCV010000038.1:3610-16191            GCA_015228815.1     1691    Magnetococcales bacterium                           Alphaproteobacteria         JADGCV010000038.1
MBF0133757.1    Calcineurin-CE+NACHT                                                                        JADGCQ010000097.1:6403-14142            JADGCQ010000097.1   1328    Magnetococcales bacterium                           Alphaproteobacteria         JADGCQ010000097.1
MBF0631460.1    Calcineurin-CE+NACHT+FGS                                                                    JADFWW010000038.1:19665-37064           GCA_015234015.1     1139    Magnetococcales bacterium                           Alphaproteobacteria         JADFWW010000038.1
MBF0347449.1    Calcineurin-CE+NACHT+FGS                                                                    JADFZX010000039.1:252-11351             GCA_015232265.1     1134    Magnetococcales bacterium                           Alphaproteobacteria         JADFZX010000039.1
MBF0154805.1    Calcineurin-CE+NACHT+FGS                                                                    JADGCJ010000129.1:1-9224                GCA_015229045.1     1099    Magnetococcales bacterium                           Alphaproteobacteria         JADGCJ010000129.1
MBF0629844.1    Calcineurin-CE+NACHT+Sulfotransfer                                                          JADFWW010000005.1:62254-78672           GCA_015234015.1     1770    Magnetococcales bacterium                           Alphaproteobacteria         JADFWW010000005.1
MBF0346452.1    Calcineurin-CE+NACHT+Sulfotransfer                                                          JADFZX010000007.1:23035-37035           GCA_015232265.1     1641    Magnetococcales bacterium                           Alphaproteobacteria         JADFZX010000007.1
MBF0422398.1    NACHT+Calcineurin-CE+NACHT                                                                  JADFZF010000045.1:2904-13239            GCA_015232645.1     1425    Magnetococcales bacterium                           Alphaproteobacteria         JADFZF010000045.1
WP_074769639.1  Calcineurin-CE+NACHT+wHTH                                                                   NZ_FNWO01000012.1:143023-153602         GCF_900108475.1     1182    Magnetospirillum fulvum                             Alphaproteobacteria         NZ_FNWO01000012.1
OJX79956.1      Calcineurin-CE+NACHT+wHTH                                                                   MKVK01000013.1:70937-83174              GCA_001898825.1     1199    Magnetospirillum sp. 64-120                         Alphaproteobacteria         MKVK01000013.1
WP_217382210.1  Calcineurin-CE+NACHT+HEAT+HEAT_2                                                            NZ_JAHREN010000003.1:96061-116751       GCF_019084075.1     1789    Siccirubricoccus sp. G192                           Alphaproteobacteria         NZ_JAHREN010000003.1
MBL7064922.1    Calcineurin-CE+NACHT                                                                        JADHWW010000118.1:1-11000               GCA_016783285.1     1490    Anaerolineae bacterium                              Anaerolineae                JADHWW010000118.1
MBN1659468.1    Calcineurin-CE+NACHT+HEAT_2+HEAT+HEAT_2                                                     JAFGIA010000249.1:17533-38470           GCA_016929795.1     2116    Anaerolineae bacterium                              Anaerolineae                JAFGIA010000249.1
MBN8580813.1    HD-CE+NA-iREase1+NACHT+Pentapeptide                                                         JAFLCE010000026.1:18651-31003           GCA_017303655.1     1109    Anaerolineae bacterium                              Anaerolineae                JAFLCE010000026.1
TEU14814.1      Calcineurin-CE+NACHT+FGS                                                                    SOHZ01000380.1:120-13431                GCA_004377365.1     1063    Anaerolineales bacterium                            Anaerolineae                SOHZ01000380.1
TEU12625.1      HD-CE+NACHT                                                                                 SOHZ01000516.1:1-9775                   GCA_004377365.1     608     Anaerolineales bacterium                            Anaerolineae                SOHZ01000516.1
MBI5834361.1    Calcineurin-CE+NACHT                                                                        JACRKZ010000120.1:28421-36908           GCA_016235455.1     1302    Armatimonadetes bacterium                           Armatimonadetes             JACRKZ010000120.1
WP_098593139.1  Calcineurin-CE+NACHT+RSC9-SWI1C                                                             NZ_NVAS01000006.1:95325-114135          GCF_002567555.1     1420    Bacillus cereus                                     Bacilli                     NZ_NVAS01000006.1
WP_003209469.1  Calcineurin-CE+NACHT+HEAT_2                                                                 NZ_CM000744.1:4733995-4748643           GCF_000161435.1     1420    Bacillus pseudomycoides                             Bacilli                     NZ_CM000744.1
WP_208730296.1  Calcineurin-CE+NACHT+RSC9-SWI1C                                                             NZ_CP031748.1:2500978-2519321           GCF_003429245.1     1420    Bacillus sp. CR71                                   Bacilli                     NZ_CP031748.1
WP_098655444.1  Calcineurin-CE+NACHT                                                                        NZ_NVDX01000019.1:42030-62223           GCF_002570955.1     1420    Bacillus thuringiensis                              Bacilli                     NZ_NVDX01000019.1
WP_098282841.1  Calcineurin-CE+NACHT+RSC9-SWI1C                                                             NZ_NTSE01000019.1:47200-67474           GCF_002560855.1     1420    Bacillus thuringiensis                              Bacilli                     NZ_NTSE01000019.1
MBN2918742.1    Calcineurin-CE+NACHT                                                                        JAFHBP010000081.1:1-7129                GCA_016938995.1     1319    Lactobacillus sp.                                   Bacilli                     JAFHBP010000081.1
WP_138194387.1  HD-CE+NA-iREase1+NACHT+BetaPropeller                                                        NZ_VCIW01000006.1:267630-286920         GCF_005765165.1     1353    Paenibacillus antri                                 Bacilli                     NZ_VCIW01000006.1
WP_189012722.1  Calcineurin-CE+NACHT                                                                        NZ_BMHE01000014.1:1311-14418            GCF_014640555.1     1830    Paenibacillus marchantiophytorum                    Bacilli                     NZ_BMHE01000014.1
WP_014652891.1  Calcineurin-CE+NACHT                                                                        NC_017672.3:8090048-8103233             GCF_000258535.2     773     Paenibacillus mucilaginosus K02                     Bacilli                     NC_017672.3
WP_076106510.1  Calcineurin-CE+NACHT+TPR                                                                    NZ_MKQK01000084.1:131-9145              GCF_001954345.1     1026    Paenibacillus odorifer                              Bacilli                     NZ_MKQK01000084.1
WP_173115557.1  Calcineurin-CE+NACHT+Sel1+Sel1+Sel1+Sel1+Sel1                                               NZ_JABMKY010000010.1:182415-203559      GCF_013204845.1     2086    Paenibacillus qinlingensis                          Bacilli                     NZ_JABMKY010000010.1
MBS5671834.1    Calcineurin-CE+NACHT+BetaPropeller                                                          JAGZAX010000077.1:1-13851               GCA_018370185.1     1311    Bacillota bacterium                                 Bacillota                   JAGZAX010000077.1
MBR5935187.1    Calcineurin-CE+NACHT+LRR_5                                                                  JAFZKA010000041.1:2411-23170            GCA_017551925.1     873     Bacteroidaceae bacterium                            Bacteroidia                 JAFZKA010000041.1
MBD9293991.1    Calcineurin-CE+NACHT                                                                        RKHB01000075.1:48156-63005              GCA_014848995.1     1321    Bacteroidales bacterium                             Bacteroidia                 RKHB01000075.1
WP_195659987.1  Calcineurin-CE+NACHT+BetaPropeller                                                          NZ_CALHHJ010000038.1:5760-19075         GCF_938030555.1     1323    Bacteroides nordii                                  Bacteroidia                 NZ_CALHHJ010000038.1
MBD9109024.1    Calcineurin-CE+NACHT+BetaPropeller                                                          RKAX01000077.1:1-10609                  RKAX01000077.1      1323    Bacteroides nordii                                  Bacteroidia                 RKAX01000077.1
MBO5508140.1    Calcineurin-CE+NACHT+BetaPropeller                                                          JAGAIT010000117.1:66-6785               GCA_017626445.1     1348    Bacteroides sp.                                     Bacteroidia                 JAGAIT010000117.1
WP_016277822.1  Calcineurin-CE+NACHT                                                                        NZ_JABVZU010000003.1:1724737-1744058    GCF_013358205.1     681     Phocaeicola sartorii                                Bacteroidia                 NZ_JABVZU010000003.1
NBH67522.1      Calcineurin-CE+NACHT+BetaPropeller                                                          QXWL01000041.1:50750-62344              GCA_009911015.1     1348    Phocaeicola sartorii                                Bacteroidia                 QXWL01000041.1
WP_135951947.1  Calcineurin-CE+NACHT+BetaPropeller                                                                                                  GCF_949347295.1     1348    Phocaeicola sartorii                                Bacteroidia                 
MBD9035334.1    Calcineurin-CE+NACHT                                                                        RKEV01000036.1:15810-34991              GCA_014848025.1     1320    Prevotella sp.                                      Bacteroidia                 RKEV01000036.1
MBQ6309444.1    Calcineurin-CE+NACHT+BetaPropeller                                                          JAFRRI010000273.1:1-9631                GCA_017428185.1     1336    Prevotella sp.                                      Bacteroidia                 JAFRRI010000273.1
WP_212686967.1  Calcineurin-CE+NACHT+TPR_12                                                                 NZ_JAGSPN010000003.1:61376-76056        GCF_018139685.1     1127    Undibacterium luofuense                             Betaproteobacteria          NZ_JAGSPN010000003.1
MBL8149111.1    Calcineurin-CE+NNH2+NACHT+HEAT_2                                                            JAEUQL010000059.1:180-11080             GCA_016789295.1     1134    Blastocatellia bacterium                            Blastocatellia              JAEUQL010000059.1
MBL8236935.1    Calcineurin-CE+NACHT+FGS                                                                    JAEUQC010000035.1:8861-26481            GCA_016789905.1     1080    Bryobacterales bacterium                            Bryobacterales              JAEUQC010000035.1
NIM17760.1      Calcineurin-CE+NACHT                                                                        WWBY01000758.1:1-1994                   GCA_011771225.1     540     Candidatus Aminicenantes bacterium                  Candidatus Aminicenantes    WWBY01000758.1
NIM13132.1      Calcineurin-CE+NACHT+BetaPropeller                                                          WWBY01000267.1:7803-20989               GCA_011771225.1     1132    Candidatus Aminicenantes bacterium                  Candidatus Aminicenantes    WWBY01000267.1
NIM13175.1      Calcineurin-CE+NACHT+BetaPropeller                                                          WWBY01000271.1:10929-32294              GCA_011771225.1     1389    Candidatus Aminicenantes bacterium                  Candidatus Aminicenantes    WWBY01000271.1
NIM15894.1      Calcineurin-CE+NACHT+FGS                                                                    WWBY01000555.1:1-11898                  GCA_011771225.1     1153    Candidatus Aminicenantes bacterium                  Candidatus Aminicenantes    WWBY01000555.1
NIM17712.1      Calcineurin-CE+NACHT+FGS                                                                    WWBY01000756.1:1-15076                  GCA_011771225.1     1126    Candidatus Aminicenantes bacterium                  Candidatus Aminicenantes    WWBY01000756.1
MBF8277473.1    Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+BetaPropeller                                  JACVXV010000121.1:781-8462              GCA_015661205.1     1186    Candidatus Brocadiaceae bacterium                   Candidatus Brocadiia        JACVXV010000121.1
MBF8276240.1    Calcineurin-CE+NACHT+FGS                                                                    JACVXV010000047.1:5671-19005            GCA_015661205.1     1125    Candidatus Brocadiaceae bacterium                   Candidatus Brocadiia        JACVXV010000047.1
WP_096894285.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_BAOS01000015.1:27066-45400           GCF_002443295.1     1141    Candidatus Scalindua japonica                       Candidatus Brocadiia        NZ_BAOS01000015.1
MBI2421567.1    Calcineurin-CE+NACHT+RSRP                                                                   JACPGE010000009.1:4847-21465            GCA_016182605.1     1323    Candidatus Hydrogenedentes bacterium                Candidatus Hydrogenedentes  JACPGE010000009.1
MBI5116992.1    Calcineurin-CE+NACHT+FGS                                                                    JACRIR010000130.1:26420-40024           GCA_016215705.1     1089    Candidatus Poribacteria bacterium                   Candidatus Poribacteria     JACRIR010000130.1
MBN1903412.1    HD-CE+NACHT                                                                                 JAFGFK010000518.1:24-11168              GCA_016931135.1     1166    Candidatus Sumerlaeota bacterium                    Candidatus Sumerlaeota      JAFGFK010000518.1
ETW98615.1      Calcineurin-CE+NACHT                                                                        KI931838.1:1027-17300                   GCA_000522425.1     1005    Candidatus Entotheonella factor                     Candidatus Tectomicrobia    KI931838.1
WP_089717596.1  Calcineurin-CE+NACHT                                                                        NZ_FKIO01000088.1:1-7115                GCF_900079105.1     1057    Candidatus Entotheonella palauensis                 Candidatus Tectomicrobia    NZ_FKIO01000088.1
WP_129051432.1  Calcineurin-CE+PSBP+NACHT+FGS                                                               NZ_SDGU01000030.1:24217-34074           GCF_004118635.1     1219    Chlorobaculum sp. 24CR                              Chlorobia                   NZ_SDGU01000030.1
NMW19697.1      Calcineurin-CE+NACHT                                                                        JABDHL010000079.1:233-10089             GCA_012972825.1     782     Chlorobiaceae bacterium                             Chlorobia                   JABDHL010000079.1
NTV06433.1      Calcineurin-CE+NACHT+FGS                                                                    JAAXUZ010000085.1:1-8500                GCA_013335795.1     1209    Chlorobiaceae bacterium                             Chlorobia                   JAAXUZ010000085.1
NTU54274.1      Calcineurin-CE+NACHT+FGS                                                                    JAAXWL010000109.1:1-8793                GCA_013334975.1     1183    Chlorobiaceae bacterium                             Chlorobia                   JAAXWL010000109.1
NTW69673.1      Calcineurin-CE+NACHT+FGS                                                                    JAAXXL010000033.1:19678-27435           GCA_013334485.1     1204    Chlorobiaceae bacterium                             Chlorobia                   JAAXXL010000033.1
NMW21424.1      Calcineurin-CE+NACHT+FGS                                                                    JABDHK010000018.1:7984-15204            GCA_012972835.1     1168    Chlorobiaceae bacterium                             Chlorobia                   JABDHK010000018.1
NMW19693.1      Calcineurin-CE+NACHT+FGS                                                                    JABDHL010000079.1:233-10089             GCA_012972825.1     1179    Chlorobiaceae bacterium                             Chlorobia                   JABDHL010000079.1
WP_059139557.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_LMBR01000229.1:2374-14202            GCF_001509575.1     1178    Chlorobium limicola                                 Chlorobia                   NZ_LMBR01000229.1
WP_011743980.1  Calcineurin-CE+NACHT+FGS                                                                    NC_008639.1:73144-83373                 GCF_000015125.1     1200    Chlorobium phaeobacteroides DSM 266                 Chlorobia                   NC_008639.1
WP_011745716.1  TPR_12+TPR+Calcineurin-CE+NACHT+FGS                                                         NC_008639.1:2188036-2206327             GCF_000015125.1     1581    Chlorobium phaeobacteroides DSM 266                 Chlorobia                   NC_008639.1
MBV5304614.1    Calcineurin-CE+DrHyd+NACHT                                                                  JAFLKS010000156.1:1-3317                GCA_019163115.1     778     Chlorobium sp.                                      Chlorobia                   JAFLKS010000156.1
MBV5329682.1    Calcineurin-CE+NACHT+FGS                                                                    JAFLKX010000282.1:32-12187              GCA_019162945.1     1176    Chlorobium sp.                                      Chlorobia                   JAFLKX010000282.1
TLU54338.1      Calcineurin-CE+NACHT+FGS                                                                    SZXY01000195.1:1-5175                   GCA_005843805.1     1009    Chlorobium sp.                                      Chlorobia                   SZXY01000195.1
TLU55446.1      Calcineurin-CE+NACHT+FGS                                                                    SZYA01000032.1:890-9513                 GCA_005843815.1     1204    Chlorobium sp.                                      Chlorobia                   SZYA01000032.1
MBV5327741.1    TPR_12+TPR+Calcineurin-CE+NACHT+FGS                                                         JAFLKX010000103.1:59149-71049           GCA_019162945.1     1581    Chlorobium sp.                                      Chlorobia                   JAFLKX010000103.1
MBV5289039.1    Calcineurin-CE+NACHT+FGS                                                                    JAFLKO010000008.1:159500-171228         GCA_019163155.1     1186    Pelodictyon phaeoclathratiforme                     Chlorobia                   JAFLKO010000008.1
MBV5289041.1    Calcineurin-CE+NACHT+FGS                                                                    JAFLKO010000008.1:159500-171228         GCA_019163155.1     1127    Pelodictyon phaeoclathratiforme                     Chlorobia                   JAFLKO010000008.1
MBV5290120.1    Calcineurin-CE+NACHT+FGS                                                                    JAFLKO010000026.1:1-9678                GCA_019163155.1     1190    Pelodictyon phaeoclathratiforme                     Chlorobia                   JAFLKO010000026.1
MBV5290637.1    Calcineurin-CE+NACHT+FGS                                                                    JAFLKO010000039.1:19023-28224           GCA_019163155.1     1183    Pelodictyon phaeoclathratiforme                     Chlorobia                   JAFLKO010000039.1
WP_012507823.1  Calcineurin-CE+NACHT+FGS                                                                    NC_011060.1:1076109-1086037             GCF_000020645.1     1183    Pelodictyon phaeoclathratiforme BU-1                Chlorobia                   NC_011060.1
WP_012509013.1  Calcineurin-CE+NACHT+FGS                                                                    NC_011060.1:2414473-2437703             GCF_000020645.1     1190    Pelodictyon phaeoclathratiforme BU-1                Chlorobia                   NC_011060.1
WP_041526546.1  Calcineurin-CE+NACHT+FGS                                                                    NC_011060.1:2414473-2437703             GCF_000020645.1     1127    Pelodictyon phaeoclathratiforme BU-1                Chlorobia                   NC_011060.1
WP_012509016.1  Calcineurin-CE+NACHT+FGS                                                                    NC_011060.1:2414473-2437703             GCF_000020645.1     1186    Pelodictyon phaeoclathratiforme BU-1                Chlorobia                   NC_011060.1
WP_012507525.1  Calcineurin-CE+NACHT+FGS                                                                    NC_011060.1:762767-774663               GCF_000020645.1     1201    Pelodictyon phaeoclathratiforme BU-1                Chlorobia                   NC_011060.1
ACF43329.1      Calcineurin-CE+NACHT+FGS                                                                    CP001110.1:1076109-1085310              GCA_000020645.1     1183    Pelodictyon phaeoclathratiforme BU-1                Chlorobiia                  CP001110.1
ACF44538.1      Calcineurin-CE+NACHT+FGS                                                                    CP001110.1:2413644-2437703              GCA_000020645.1     1190    Pelodictyon phaeoclathratiforme BU-1                Chlorobiia                  CP001110.1
ACF44542.1      Calcineurin-CE+NACHT+FGS                                                                    CP001110.1:2413644-2437703              GCA_000020645.1     1186    Pelodictyon phaeoclathratiforme BU-1                Chlorobiia                  CP001110.1
ACF43030.1      Calcineurin-CE+NACHT+FGS                                                                    CP001110.1:762767-774663                GCA_000020645.1     1201    Pelodictyon phaeoclathratiforme BU-1                Chlorobiia                  CP001110.1
MBC8450302.1    Calcineurin-CE+NACHT+FGS                                                                    JACNHM010000586.1:302-3582              GCA_014383605.1     1092    Chloroflexi bacterium                               Chloroflexi                 JACNHM010000586.1
MBM3133776.1    Calcineurin-CE+NACHT+FGS                                                                    VGNH01000004.1:5717-19987               GCA_016866165.1     1219    Chloroflexi bacterium                               Chloroflexi                 VGNH01000004.1
MBE3037307.1    HD-CE+NACHT                                                                                 JADBLS010000034.1:103-3696              GCA_014894305.1     711     Chloroflexi bacterium                               Chloroflexi                 JADBLS010000034.1
NJN65259.1      TIR_2+HD-CE+NA-iREase1+NACHT+Pentapeptide+BetaPropeller                                     JAAUSY010000001.1:81551-94240           GCA_012032475.1     1235    Chloroflexaceae bacterium                           Chloroflexia                JAAUSY010000001.1
HIY02613.1      Calcineurin-CE+NACHT                                                                        DXEG01000046.1:111-14534                GCA_019115125.1     1328    Candidatus Blautia faecipullorum                    Clostridia                  DXEG01000046.1
MBO4562683.1    Calcineurin-CE+NACHT                                                                        JAFZYC010000045.1:14392-31448           GCA_017616435.1     1462    Clostridia bacterium                                Clostridia                  JAFZYC010000045.1
MBO5968061.1    Calcineurin-CE+NACHT                                                                        JAGBRZ010000077.1:38533-52608           GCA_017632155.1     1449    Clostridia bacterium                                Clostridia                  JAGBRZ010000077.1
NCB62053.1      Calcineurin-CE+NACHT                                                                        SAAT01000003.1:949-14794                GCA_009929325.1     1463    Clostridia bacterium                                Clostridia                  SAAT01000003.1
MBS5311789.1    Calcineurin-CE+NACHT                                                                        JAGZGO010000006.1:62162-75775           GCA_018367215.1     1735    Clostridiales bacterium                             Clostridia                  JAGZGO010000006.1
WP_181006030.1  Calcineurin-CE+NACHT+Sel1+Sel1+ANK+Sel1                                                     NZ_JAERQL010000018.1:41951-53958        GCF_017330245.1     2107    Clostridium beijerinckii                            Clostridia                  NZ_JAERQL010000018.1
WP_017210688.1  Calcineurin-CE+NACHT+Sel1+Sel1+ANK+Sel1                                                     NZ_JH725407.1:239056-254476             GCF_000280535.1     2107    Clostridium beijerinckii G117                       Clostridia                  NZ_JH725407.1
NFT13868.1      Calcineurin-CE+NACHT                                                                        SXBP01000023.1:1-12969                  GCA_011020735.1     2105    Clostridium botulinum                               Clostridia                  SXBP01000023.1
WP_076044675.1  Calcineurin-CE+NACHT                                                                        NZ_AUYY01000008.1:284920-303273         GCF_000711095.1     2105    Clostridium botulinum B2 267                        Clostridia                  NZ_AUYY01000008.1
WP_169896744.1  Calcineurin-CE+NACHT+Sel1                                                                   NZ_MZGT01000005.1:84390-102746          GCF_002029255.1     2155    Clostridium chromiireducens                         Clostridia                  NZ_MZGT01000005.1
WP_216136115.1  Calcineurin-CE+NACHT                                                                        NZ_JAHLDQ010000006.1:61684-73891        GCF_018861855.1     1464    Clostridium estertheticum                           Clostridia                  NZ_JAHLDQ010000006.1
WP_195464945.1  Calcineurin-CE+NACHT                                                                        NZ_JADNIV010000012.1:48997-66498        GCF_015554605.1     1463    Clostridium jeddahense                              Clostridia                  NZ_JADNIV010000012.1
POO89900.1      Calcineurin-CE+NACHT+Sel1+Sel1+ANK+Sel1                                                     PQCR01000056.1:716-15854                GCA_002915295.1     2121    Clostridium sp. 2-1                                 Clostridia                  PQCR01000056.1
MBQ3334041.1    Calcineurin-CE+NACHT                                                                        JAFRBB010000006.1:1-18736               GCA_017405085.1     924     Eubacteriaceae bacterium                            Clostridia                  JAFRBB010000006.1
HAX67511.1      Calcineurin-CE+NACHT                                                                        DNFU01000028.1:35315-49589              GCA_003486355.1     1261    Eubacterium sp.                                     Clostridia                  DNFU01000028.1
WP_215724059.1  Calcineurin-CE+NACHT                                                                        NZ_WQON01000004.1:103834-111898         GCF_018784655.1     1459    Eubacterium ventriosum                              Clostridia                  NZ_WQON01000004.1
MBS5016444.1    Calcineurin-CE+NACHT                                                                        JAGZKX010000001.1:308-8372              GCA_018364975.1     1459    Eubacterium ventriosum                              Clostridia                  JAGZKX010000001.1
HBV81764.1      Calcineurin-CE+NACHT                                                                        DOOB01000100.1:128-6481                 GCA_003513705.1     1455    Lachnospiraceae bacterium                           Clostridia                  DOOB01000100.1
MBS1470241.1    Calcineurin-CE+NACHT                                                                        JABMAE010000106.1:494-8022              GCA_018264955.1     902     Lachnospiraceae bacterium                           Clostridia                  JABMAE010000106.1
WP_204872218.1  DUF1016_N+Calcineurin-CE+NACHT                                                              NZ_JACSNN010000064.1:171-6459           GCF_016899615.1     1673    Pseudoflavonifractor capillosus                     Clostridia                  NZ_JACSNN010000064.1
WP_044976747.1  Calcineurin-CE+NACHT                                                                        NZ_JOOA01000002.1:3197869-3213284       GCF_000712055.1     1469    Ruminococcus sp. HUN007                             Clostridia                  NZ_JOOA01000002.1
WP_013623395.1  Calcineurin-CE+NACHT                                                                        NC_015172.1:148935-166475               GCF_000190635.1     917     Syntrophobotulus glycolicus DSM 8271                Clostridia                  NC_015172.1
WP_054697755.1  Calcineurin-CE+NACHT                                                                        NZ_BBCE01000024.1:6539-19720            GCF_001311885.1     637     Syntrophomonas palmitatica JCM 14374                Clostridia                  NZ_BBCE01000024.1
NSC28695.1      Calcineurin-CE+NACHT                                                                        JAAILW010000072.1:52-2118               GCA_013300505.1     688     [Eubacterium] rectale                               Clostridia                  JAAILW010000072.1
CUN04862.1      Calcineurin-CE+NACHT+BetaPropeller                                                          CYXM01000007.1:86136-101566             GCA_001406375.1     1336    [Eubacterium] rectale                               Clostridia                  CYXM01000007.1
RHG18350.1      Calcineurin-CE+NACHT+BetaPropeller                                                          QRIB01000027.1:2082-16700               GCA_003470405.1     1261    [Eubacterium] rectale                               Clostridia                  QRIB01000027.1
RGR59791.1      Calcineurin-CE+NACHT+BetaPropeller                                                          QRUL01000026.1:232-13286                GCA_003458515.1     1237    [Eubacterium] rectale                               Clostridia                  QRUL01000026.1
HBE52132.1      NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            DNOV01000548.1:159-5757                 GCA_003501795.1     1277    Cyanobacteria bacterium UBA11369                    Cyanobacteria               DNOV01000548.1
WP_190449759.1  NACHT+HEAT_2+HEAT_2+TCAD10+Calcineurin-CE                                                   NZ_JACJQR010000018.1:71353-90391        GCF_014696775.1     1547    Anabaena cylindrica FACHB-170                       Cyanophyceae                NZ_JACJQR010000018.1
WP_191002491.1  NACHT+HEAT_2+HEAT_PBS+HEAT+Calcineurin-CE                                                   NZ_JACJRH010000022.1:45211-62246        GCF_014697155.1     1516    Anabaena variabilis FACHB-171                       Cyanophyceae                NZ_JACJRH010000022.1
WP_190542621.1  NACHT+HEAT_2+HEAT_PBS+TCAD10+EAD8+Calcineurin-CE                                            NZ_JACJQG010000018.1:55954-78387        GCF_014696435.1     1572    Calothrix anomala FACHB-343                         Cyanophyceae                NZ_JACJQG010000018.1
WP_190692761.1  NACHT+HEAT_2+TCAD10+EAD8+Calcineurin-CE                                                     NZ_JACJQK010000004.1:139046-156358      GCF_014696565.1     1559    Calothrix sp. FACHB-1219                            Cyanophyceae                NZ_JACJQK010000004.1
WP_190818022.1  Calcineurin-CE+NACHT+ImmLRR                                                                 NZ_JACJTV010000010.1:169766-181483      GCF_014698845.1     1219    Coleofasciculus sp. FACHB-1120                      Cyanophyceae                NZ_JACJTV010000010.1
WP_190813765.1  NACHT+TCAD10+Calcineurin-CE                                                                 NZ_JACJTV010000001.1:216418-232247      GCF_014698845.1     1248    Coleofasciculus sp. FACHB-1120                      Cyanophyceae                NZ_JACJTV010000001.1
BAZ28206.1      NACHT+HEAT_2+EAD8+Calcineurin-CE                                                            AP018269.1:746084-762910                GCA_003994795.1     1240    Cylindrospermum sp. NIES-4074                       Cyanophyceae                AP018269.1
AFZ25928.1      NACHT+HEAT_PBS+HEAT_2+HEAT_2+EAD8+Calcineurin-CE                                            CP003642.1:4313470-4330844              GCA_000317535.1     1358    Cylindrospermum stagnale PCC 7417                   Cyanophyceae                CP003642.1
WP_190748485.1  Calcineurin-CE+NACHT                                                                        NZ_JACJOF010000004.1:96665-117278       GCF_014695395.1     485     Nodosilinea sp. FACHB-131                           Cyanophyceae                NZ_JACJOF010000004.1
WP_194002065.1  NACHT+HEAT+HEAT_PBS+HEAT_PBS+HEAT_2+Calcineurin-CE                                          NZ_JADEWE010000083.1:1255-15927         GCF_020702635.1     1613    Nodularia sp. LEGE 04288                            Cyanophyceae                NZ_JADEWE010000083.1
WP_107805919.1  NACHT+TCAD10+Calcineurin-CE                                                                 NZ_CP020114.1:911446-925956             GCF_003054475.1     1287    Nodularia spumigena UHCC 0039                       Cyanophyceae                NZ_CP020114.1
WP_190568158.1  NACHT+TCAD10+HEAT_PBS+TCAD10+Calcineurin-CE                                                 NZ_JACJQL010000019.1:92053-111994       GCF_014696625.1     1681    Nostoc parmelioides FACHB-3921                      Cyanophyceae                NZ_JACJQL010000019.1
WP_086762984.1  Calcineurin-CE+NACHT+ImmLRR                                                                 NZ_MTAW01000124.1:113357-124706         GCF_002154725.1     1328    Nostoc sp. 106C                                     Cyanophyceae                NZ_MTAW01000124.1
WP_010996067.1  NACHT+HEAT_2+HEAT_PBS+HEAT_2+TCAD10+Calcineurin-CE                                          NC_003272.1:2267476-2284604             GCF_000009705.1     1547    Nostoc sp. PCC 7120 = FACHB-418                     Cyanophyceae                NC_003272.1
QSJ18262.1      NACHT+HEAT+HEAT+HEAT_2+Calcineurin-CE                                                       CP071065.1:1174478-1190142              GCA_017164015.1     1977    Nostoc sp. UHCC 0702                                Cyanophyceae                CP071065.1
WP_190627428.1  Calcineurin-CE+NACHT+ImmLRR                                                                 NZ_JACJOP010000045.1:29788-47085        GCF_014695595.1     1233    Phormidium sp. FACHB-77                             Cyanophyceae                NZ_JACJOP010000045.1
MBC8393964.1    Calcineurin-CE+NACHT                                                                        JACNJB010000705.1:1-3700                GCA_014382765.1     838     Deltaproteobacteria bacterium                       Deltaproteobacteria         JACNJB010000705.1
MBI4700492.1    Calcineurin-CE+NACHT                                                                        JACQWT010000062.1:5307-15774            GCA_016209145.1     753     Deltaproteobacteria bacterium                       Deltaproteobacteria         JACQWT010000062.1
MBK9367898.1    Calcineurin-CE+NACHT                                                                        JADJYZ010000028.1:1831-5835             GCA_016719515.1     576     Deltaproteobacteria bacterium                       Deltaproteobacteria         JADJYZ010000028.1
MBK9649364.1    Calcineurin-CE+NACHT                                                                        JADKFE010000124.1:179820-188505         GCA_016717595.1     1010    Deltaproteobacteria bacterium                       Deltaproteobacteria         JADKFE010000124.1
MBK9649715.1    Calcineurin-CE+NACHT                                                                        JADKFE010000132.1:1-6653                GCA_016717595.1     1005    Deltaproteobacteria bacterium                       Deltaproteobacteria         JADKFE010000132.1
MBI5603966.1    Calcineurin-CE+NACHT+FGS                                                                    JACRBX010000132.1:20754-34928           GCA_016219225.1     1157    Deltaproteobacteria bacterium                       Deltaproteobacteria         JACRBX010000132.1
MBI5590823.1    Calcineurin-CE+NACHT+FGS                                                                    JACRBZ010000037.1:324-9949              GCA_016219185.1     1130    Deltaproteobacteria bacterium                       Deltaproteobacteria         JACRBZ010000037.1
MBI5593499.1    Calcineurin-CE+NACHT+FGS                                                                    JACRBZ010000089.1:49672-62756           GCA_016219185.1     1113    Deltaproteobacteria bacterium                       Deltaproteobacteria         JACRBZ010000089.1
MBK9369334.1    Calcineurin-CE+NACHT+FGS                                                                    JADJYZ010000056.1:35105-54442           GCA_016719515.1     1170    Deltaproteobacteria bacterium                       Deltaproteobacteria         JADJYZ010000056.1
MBK9648731.1    Calcineurin-CE+NACHT+FGS                                                                    JADKFE010000085.1:2123-10583            GCA_016717595.1     1105    Deltaproteobacteria bacterium                       Deltaproteobacteria         JADKFE010000085.1
MBW1781289.1    Calcineurin-CE+NACHT+FGS                                                                    JAFDKT010000058.1:7006-23987            GCA_019306845.1     1201    Deltaproteobacteria bacterium                       Deltaproteobacteria         JAFDKT010000058.1
MBW1933076.1    HD-CE+NACHT+FGS                                                                             JAFDIO010000115.1:818-8531              GCA_019307985.1     1056    Deltaproteobacteria bacterium                       Deltaproteobacteria         JAFDIO010000115.1
MBN2034236.1    HD-CE+NACHT+TPR                                                                             JAFGDM010000228.1:1-12571               GCA_016932115.1     892     Deltaproteobacteria bacterium                       Deltaproteobacteria         JAFGDM010000228.1
MBI1945391.1    HD-CE+NACHT+zf-C4_ClpX+zf-C4_ClpX                                                           JACOUT010000003.1:894866-906134         GCA_016177705.1     1070    Deltaproteobacteria bacterium                       Deltaproteobacteria         JACOUT010000003.1
MBA4392815.1    Calcineurin-CE+NACHT+FGS                                                                    PNNX01000123.1:1-5640                   GCA_013824495.1     1046    Desulfobacca sp.                                    Deltaproteobacteria         PNNX01000123.1
MBL7174435.1    Calcineurin-CE+NACHT                                                                        JADHXN010000005.1:17061-33940           GCA_016782925.1     757     Desulfobacteraceae bacterium                        Deltaproteobacteria         JADHXN010000005.1
MBN1931273.1    Calcineurin-CE+NACHT+FGS                                                                    JAFGES010000064.1:41574-54669           GCA_016931455.1     1178    Desulfobacterales bacterium                         Deltaproteobacteria         JAFGES010000064.1
OEU66083.1      Calcineurin-CE+NACHT                                                                        MAVQ01000096.1:125-6379                 GCA_001751165.1     1843    Desulfobacterales bacterium PC51MH44                Deltaproteobacteria         MAVQ01000096.1
OGR26980.1      Calcineurin-CE+NACHT+FGS                                                                    MGTJ01000047.1:901-15726                GCA_001799395.1     821     Desulfobacterales bacterium RIFOXYA12_FULL_46_15    Deltaproteobacteria         MGTJ01000047.1
OGR14884.1      Calcineurin-CE+NACHT+FGS                                                                    MGTK01000046.1:1-9699                   GCA_001799405.1     816     Desulfobacula sp. GWF2_41_7                         Deltaproteobacteria         MGTK01000046.1
VTR69572.1      Calcineurin-CE+NACHT+FGS                                                                    CABEFZ010000073.1:25614-35198           GCA_901485605.1     1172    Desulfosarcina cetonica                             Deltaproteobacteria         CABEFZ010000073.1
WP_155312109.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_AP021879.1:4899752-4914793           GCF_009689005.1     1239    Desulfosarcina ovata subsp. ovata                   Deltaproteobacteria         NZ_AP021879.1
WP_155322470.1  Calcineurin-CE+NACHT                                                                        NZ_AP021876.1:2695645-2708863           GCF_009688985.1     692     Desulfosarcina ovata subsp. sediminis               Deltaproteobacteria         NZ_AP021876.1
KIX13011.1      Calcineurin-CE+NACHT+FGS                                                                    AZAC01000020.1:58813-73270              GCA_000931935.2     1124    Dethiosulfatarculus sandiegensis                    Deltaproteobacteria         AZAC01000020.1
WP_197282125.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_AZAC01000020.1:56787-75459           GCF_000931935.2     1108    Dethiosulfatarculus sandiegensis                    Deltaproteobacteria         NZ_AZAC01000020.1
WP_106395371.1  Calcineurin-CE+NACHT                                                                        NZ_PVNK01000269.1:37401-48818           GCF_002994615.1     1251    Enhygromyxa salina                                  Deltaproteobacteria         NZ_PVNK01000269.1
MBL9007155.1    SIR2_2+NACHT+Calcineurin-CE                                                                 JAEUJZ010000125.1:1203-12805            GCA_016794505.1     1982    Myxococcales bacterium                              Deltaproteobacteria         JAEUJZ010000125.1
CAB1063711.1    Calcineurin-CE+NACHT                                                                        CACVKW010001192.1:64604-78399           GCA_902749685.1     792     Olavius sp. associated proteobacterium Delta 1      Deltaproteobacteria         CACVKW010001192.1
CAB1063715.1    Calcineurin-CE+NACHT+FGS                                                                    CACVKW010001192.1:64604-78399           GCA_902749685.1     1112    Olavius sp. associated proteobacterium Delta 1      Deltaproteobacteria         CACVKW010001192.1
MBW6484751.1    Calcineurin-CE+NACHT                                                                        JAHYJE010000002.1:71394-87686           GCA_019429105.1     1834    Syntrophobacterales bacterium                       Deltaproteobacteria         JAHYJE010000002.1
EFK12209.1      Calcineurin-CE+NACHT+FGS                                                                    ADZZ01000027.1:3325-15780               GCA_000179315.1     1111    delta proteobacterium NaphS2                        Deltaproteobacteria         ADZZ01000027.1
WP_028314253.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_AUCT01000007.1:166976-182283         GCF_000429905.1     1101    Desulfatibacillum aliphaticivorans DSM 15576        Desulfobacteria             NZ_AUCT01000007.1
WP_028315860.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_AUCT01000025.1:45782-63924           GCF_000429905.1     1088    Desulfatibacillum aliphaticivorans DSM 15576        Desulfobacteria             NZ_AUCT01000025.1
WP_207689123.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_CP061799.1:6063736-6076662           GCF_017377355.1     1185    Desulfonema limicola                                Desulfobacteria             NZ_CP061799.1
WP_118011543.1  Calcineurin-CE+NACHT                                                                        NZ_QSGD01000027.1:16655-28969           GCF_003468025.1     1442    Holdemanella biformis                               Erysipelotrichia            NZ_QSGD01000027.1
PZN74425.1      Calcineurin-CE+NACHT+FGS                                                                    QJPH01000430.1:253-4421                 GCA_003242955.1     1156    Candidatus Methylumidiphilus alinenensis            Gammaproteobacteria         QJPH01000430.1
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WP_123035797.1  Calcineurin-CE+NA-iREase1+NACHT                                                             NZ_RFLW01000006.1:5886-21239            GCF_003719295.1     1609    Haliea alexandrii                                   Gammaproteobacteria         NZ_RFLW01000006.1
WP_157640458.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_KB902547.1:5384-20997                GCF_000379525.1     1177    Lamprocystis purpurea DSM 4197                      Gammaproteobacteria         NZ_KB902547.1
MBS3955138.1    HD-CE+NA-iREase1+NACHT+Pentapeptide                                                         JAGXSU010000159.1:1-10173               GCA_018333785.1     1099    Methylomicrobium sp.                                Gammaproteobacteria         JAGXSU010000159.1
QQO55287.1      VWA+Calcineurin-CE+NACHT+FGS                                                                CP050890.1:4696250-4718920              GCA_016745215.1     1730    Thiohalocapsa sp. PB-PSB1                           Gammaproteobacteria         CP050890.1
WP_207863554.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_JAFREP010000063.1:15267-28063        GCF_017377855.1     1186    Acanthopleuribacter pedis                           Holophagae                  NZ_JAFREP010000063.1
WP_207863555.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_JAFREP010000063.1:15267-28063        GCF_017377855.1     1183    Acanthopleuribacter pedis                           Holophagae                  NZ_JAFREP010000063.1
QTD48294.1      Apolipoprotein+Calcineurin-CE+NACHT+FGS                                                     CP071793.1:7098459-7117995              GCA_017498545.1     1385    Sulfidibacter corallicola                           Holophagae                  CP071793.1
QTD48293.1      Calcineurin-CE+NACHT+FGS                                                                    CP071793.1:7098459-7117995              GCA_017498545.1     1165    Sulfidibacter corallicola                           Holophagae                  CP071793.1
QTD48295.1      NACHT+FGS                                                                                   CP071793.1:7098459-7117995              GCA_017498545.1     1173    Sulfidibacter corallicola                           Holophagae                  CP071793.1
PRX18203.1      Calcineurin-CE+NA-iREase3+NACHT+BetaPropeller+WD40+WD40+WD40+WD40                           PVMZ01000013.1:28220-48072              GCA_003001815.1     1683    Actinoplanes italicus                               Micromonosporales           PVMZ01000013.1
GIF03716.1      Calcineurin-CE+NA-iREase3+NACHT+BetaPropeller+WD40+WD40+WD40+WD40                           BOMW01000012.1:277114-297105            GCA_016862395.1     1596    Actinoplanes siamensis                              Micromonosporales           BOMW01000012.1
WP_155368183.1  Trypsin+Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+BetaPropeller                          NZ_ML769301.1:195705-217363             GCF_009720385.1     1943    Catellatospora vulcania                             Micromonosporales           NZ_ML769301.1
MBT8224078.1    Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+BetaPropeller+WD40+WD40+WD40+WD40              JAHHJM010000024.1:181-12548             GCA_018680335.1     1660    Dactylosporangium sp.                               Micromonosporales           JAHHJM010000024.1
WP_145817333.1  Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+Pentapeptide+BetaPropeller+WD40+WD40+WD40      NZ_AP023438.1:27129-48179               GCF_014680085.1     1658    Micromonospora sagamiensis                          Micromonosporales           NZ_AP023438.1
WP_169819825.1  Calcineurin-CE+NACHT                                                                        NZ_JABELB010000013.1:275-21385          GCF_012985235.1     1286    Corallococcus exiguus                               Myxococcia                  NZ_JABELB010000013.1
WP_002625458.1  Calcineurin-CE+NACHT                                                                        NZ_ANAH02000017.1:200135-216848         GCF_000335475.2     1629    Cystobacter fuscus DSM 2262                         Myxococcia                  NZ_ANAH02000017.1
WP_106091691.1  Calcineurin-CE+NACHT                                                                        NZ_PVNL01000097.1:79401-100354          GCF_002994635.1     1280    Enhygromyxa salina                                  Myxococcia                  NZ_PVNL01000097.1
WP_145092571.1  Calcineurin-CE+NACHT+NACHT+Sel1+Sel1+Sel1+Sel1+Sel1                                         NZ_VLKC01000002.1:1121900-1136774       GCF_007830295.1     1461    Sporomusa sp. KB1                                   Negativicutes               NZ_VLKC01000002.1
MBF0605936.1    Calcineurin-CE+NACHT+Pentapeptide+BetaPropeller                                             JADFWX010000001.1:17908-31251           GCA_015233985.1     1477    Nitrospirae bacterium                               Nitrospirae                 JADFWX010000001.1
MBF0591747.1    Calcineurin-CE+NACHT+Pentapeptide+BetaPropeller                                             JADFXD010000032.1:1179-15306            GCA_015233725.1     1482    Nitrospirae bacterium                               Nitrospirae                 JADFXD010000032.1
MBI5056837.1    Calcineurin-CE+NACHT+TPR                                                                    JACRMS010000028.1:47849-69773           GCA_016214845.1     1035    Nitrospirae bacterium                               Nitrospirae                 JACRMS010000028.1
MBF0607650.1    Calcineurin-CE+NACHT+BetaPropeller                                                          JADFWX010000031.1:2133-18366            GCA_015233985.1     939     Nitrospirae bacterium                               Nitrospirae                 JADFWX010000031.1
MBI4688916.1    HD-CE+NACHT+FGS                                                                             JACQXD010000020.1:11772-26222           GCA_016208875.1     1068    Nitrospirae bacterium                               Nitrospirae                 JACQXD010000020.1
KJU85826.1      Calcineurin-CE+NACHT+Pentapeptide+BetaPropeller                                             LACI01000848.1:362-8284                 GCA_000963235.1     1008    Candidatus Magnetobacterium bavaricum               Nitrospirales               LACI01000848.1
MBW4604305.1    BetaPropeller+sGTP+PyrI_C+Calcineurin-CE+NACHT+NCH2                                         JAHHGX010000082.1:77243-99799           GCA_019359675.1     1955    Calothrix sp. FI2-JRJ7                              Nostocales                  JAHHGX010000082.1
WP_096591856.1  NACHT+HEAT+Calcineurin-CE                                                                   NZ_AP018172.1:6081385-6098455           GCF_002368175.1     1370    Calothrix sp. NIES-2098                             Nostocales                  NZ_AP018172.1
WP_016860991.1  NACHT+HEAT_2+Calcineurin-CE                                                                 NZ_AJLJ01000179.1:10130-26174           GCF_000317245.1     1050    Fischerella muscicola SAG 1427-1 = PCC 73103        Nostocales                  NZ_AJLJ01000179.1
WP_096676191.1  NACHT+HEAT_PBS+HEAT_2+HEAT_2+Calcineurin-CE                                                 NZ_AP018298.1:3234881-3249350           GCF_002368315.1     1176    Fischerella sp. NIES-4106                           Nostocales                  NZ_AP018298.1
WP_026719184.1  NACHT+TCAD10+HEAT_PBS+Calcineurin-CE                                                        NZ_KE650771.1:120708-136633             GCF_000447295.1     1425    Fischerella sp. PCC 9431                            Nostocales                  NZ_KE650771.1
KOP27481.1      NACHT+HEAT_2+TCAD10+Calcineurin-CE                                                          LIRN01000018.1:235018-244714            GCA_001275395.1     1364    Hapalosiphon sp. MRB220                             Nostocales                  LIRN01000018.1
WP_006197270.1  NACHT+HEAT+Calcineurin-CE                                                                   NZ_AAVW01000049.1:13513-28019           GCF_000169135.1     1285    Nodularia spumigena CCY9414                         Nostocales                  NZ_AAVW01000049.1
WP_157817021.1  BetaPropeller+Ras+Calcineurin-CE+CASPASE+NACHT                                              NZ_CP024793.1:559925-579398             GCF_002813575.1     1731    Nostoc flagelliforme CCNUN1                         Nostocales                  NZ_CP024793.1
PHM09075.1      Calcineurin-CE+NACHT+HEAT_PBS+LRR_4                                                         NSHF01000142.1:121-8090                 GCA_002631755.1     1074    Nostoc sp. 'Peltigera malacea cyanobiont' DB3992    Nostocales                  NSHF01000142.1
MBN3891212.1    Calcineurin-CE+NACHT+Imm-LRR+LRR_4                                                          JABXKO010000085.1:69590-87809           GCA_017114965.1     1285    Nostoc sp. JL31                                     Nostocales                  JABXKO010000085.1
WP_196521724.1  Calcineurin-CE+NACHT+ImmLRR                                                                 NZ_WBKM01000380.1:653-9603              GCF_015714725.1     1148    Nostoc sp. WHI                                      Nostocales                  NZ_WBKM01000380.1
MBW4433383.1    NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            JAHHHW010000104.1:225-13937             GCA_019359115.1     1455    Pelatocladus maniniholoensis HA4357-MV3             Nostocales                  JAHHHW010000104.1
WP_096577234.1  Calcineurin-CE+NACHT+ImmLRR                                                                 NZ_AP018248.1:3939234-3952836           GCF_002368295.1     1281    Tolypothrix tenuis PCC 7101                         Nostocales                  NZ_AP018248.1
WP_006100818.1  NACHT+HEAT_2+HEAT_2+HEAT_2+Calcineurin-CE                                                   NZ_DS989848.1:215126-231126             GCF_000155555.1     1184    Coleofasciculus chthonoplastes PCC 7420             Oscillatoriophycideae       NZ_DS989848.1
WP_075900751.1  NACHT+ImmHEAT+HEAT+HEAT_2+Calcineurin-CE                                                    NZ_MKZS01000001.1:4398549-4408706       GCF_001942495.1     1423    Moorena bouillonii PNG                              Oscillatoriophycideae       NZ_MKZS01000001.1
WP_008185516.1  NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            NZ_MKZR01000001.1:7194423-7205718       GCF_001942475.1     1405    Moorena producens 3L                                Oscillatoriophycideae       NZ_MKZR01000001.1
WP_008185952.1  NACHT+HEAT_2+HEAT+Calcineurin-CE                                                                                                    GCF_000211815.1     1365    Moorena producens 3L                                Oscillatoriophycideae       
WP_070395663.1  NACHT+TCAD10+HEAT_2+Calcineurin-CE                                                          NZ_CP017599.1:8465388-8474531           GCF_001767235.1     1366    Moorena producens PAL-8-15-08-1                     Oscillatoriophycideae       NZ_CP017599.1
NET84968.1      NACHT+TCAD10+HEAT_2+Calcineurin-CE                                                          JAAHFV010000281.1:231-8651              GCA_010672755.1     1478    Moorena sp. SIO1F2                                  Oscillatoriophycideae       JAAHFV010000281.1
NET64456.1      NACHT+HEAT_2+TCAD10+Calcineurin-CE                                                          JAAHFZ010000007.1:103390-117215         GCA_010672795.1     1365    Moorena sp. SIO1G6                                  Oscillatoriophycideae       JAAHFZ010000007.1
NET64392.1      NACHT+TCAD10+HEAT+Calcineurin-CE                                                            JAAHFZ010000007.1:14313-26553           GCA_010672795.1     1368    Moorena sp. SIO1G6                                  Oscillatoriophycideae       JAAHFZ010000007.1
NES43550.1      NACHT+HEAT+HEAT_PBS+Calcineurin-CE                                                          JAAHGN010000411.1:1-5883                GCA_010672485.1     1336    Moorena sp. SIO2C4                                  Oscillatoriophycideae       JAAHGN010000411.1
NEQ82686.1      NACHT+HEAT+Calcineurin-CE                                                                   JAAHHB010000644.1:1-3981                GCA_010672285.1     1208    Moorena sp. SIO2I5                                  Oscillatoriophycideae       JAAHHB010000644.1
NER85880.1      NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            JAAHHC010000001.1:498139-509808         GCA_010672265.1     1405    Moorena sp. SIO3A2                                  Oscillatoriophycideae       JAAHHC010000001.1
NER85799.1      NACHT+HEAT_2+HEAT+Calcineurin-CE                                                            JAAHHC010000001.1:383630-396593         GCA_010672265.1     1365    Moorena sp. SIO3A2                                  Oscillatoriophycideae       JAAHHC010000001.1
NEP36229.1      NACHT+TCAD10+HEAT_2+Calcineurin-CE                                                          JAAHHE010000404.1:15-5052               GCA_010692525.1     1299    Moorena sp. SIO3B2                                  Oscillatoriophycideae       JAAHHE010000404.1
NEO13966.1      NACHT+HEAT_2+HEAT+Calcineurin-CE                                                            JAAHHM010000037.1:42346-61755           GCA_010692445.1     1479    Moorena sp. SIO3E8                                  Oscillatoriophycideae       JAAHHM010000037.1
NEO14432.1      NACHT+HEAT_2+HEAT+Calcineurin-CE                                                            JAAHHM010000047.1:40548-51323           GCA_010692445.1     1348    Moorena sp. SIO3E8                                  Oscillatoriophycideae       JAAHHM010000047.1
NEO72007.1      NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            JAAHHS010000225.1:4257-12495            GCA_010692395.1     1367    Moorena sp. SIO3H5                                  Oscillatoriophycideae       JAAHHS010000225.1
NEO68381.1      NACHT+HEAT_PBS+TCAD10+HEAT_PBS+Calcineurin-CE                                               JAAHHS010000009.1:34285-46780           GCA_010692395.1     1405    Moorena sp. SIO3H5                                  Oscillatoriophycideae       JAAHHS010000009.1
NEP26999.1      NACHT+HEAT+HEAT_PBS+HEAT_PBS+Calcineurin-CE                                                 JAAHHU010000382.1:126-4073              GCA_010672095.1     1256    Moorena sp. SIO3I6                                  Oscillatoriophycideae       JAAHHU010000382.1
NEP21837.1      NACHT+HEAT_PBS+HEAT+Calcineurin-CE                                                          JAAHHU010000014.1:1-9583                GCA_010672095.1     1293    Moorena sp. SIO3I6                                  Oscillatoriophycideae       JAAHHU010000014.1
NEN97543.1      NACHT+TCAD10+HEAT_2+Calcineurin-CE                                                          JAAHHV010000432.1:1-5347                GCA_010692375.1     1342    Moorena sp. SIO3I7                                  Oscillatoriophycideae       JAAHHV010000432.1
NEO09993.1      NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            JAAHHW010000173.1:436-8813              GCA_010692325.1     1342    Moorena sp. SIO3I8                                  Oscillatoriophycideae       JAAHHW010000173.1
NEO06636.1      NACHT+HEAT+HEAT_PBS+HEAT_PBS+Calcineurin-CE                                                 JAAHHW010000030.1:60948-71349           GCA_010692325.1     1418    Moorena sp. SIO3I8                                  Oscillatoriophycideae       JAAHHW010000030.1
NEO51334.1      NACHT+HEAT+Calcineurin-CE                                                                   JAAHHY010001436.1:1-3152                GCA_010672045.1     1004    Moorena sp. SIO4A3                                  Oscillatoriophycideae       JAAHHY010001436.1
NEO49723.1      NACHT+HEAT_2+Calcineurin-CE                                                                 JAAHHY010000992.1:18-4184               GCA_010672045.1     1053    Moorena sp. SIO4A3                                  Oscillatoriophycideae       JAAHHY010000992.1
NEO43814.1      NACHT+Imm-HEAT+HEAT_2+HEAT+Calcineurin-CE                                                   JAAHHY010000061.1:287-8373              GCA_010672045.1     1521    Moorena sp. SIO4A3                                  Oscillatoriophycideae       JAAHHY010000061.1
NEO23661.1      NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            JAAHHZ010000211.1:143-7602              GCA_010672005.1     1303    Moorena sp. SIO4A5                                  Oscillatoriophycideae       JAAHHZ010000211.1
NEO19379.1      NACHT+TCAD10+HEAT_PBS+Calcineurin-CE                                                        JAAHHZ010000016.1:99137-106748          GCA_010672005.1     1265    Moorena sp. SIO4A5                                  Oscillatoriophycideae       JAAHHZ010000016.1
NEQ10727.1      NACHT+HEAT_2+TCAD10+Calcineurin-CE                                                          JAAHIE010000659.1:1-3525                GCA_010671945.1     1080    Moorena sp. SIO4E2                                  Oscillatoriophycideae       JAAHIE010000659.1
NEO76935.1      NACHT+HEAT+Calcineurin-CE                                                                   JAAHIG010000052.1:12212-24878           GCA_010692305.1     1335    Moorena sp. SIO4G3                                  Oscillatoriophycideae       JAAHIG010000052.1
NEO82061.1      NACHT+TCAD10+HEAT_2+HEAT_2+Calcineurin-CE                                                   JAAHIG010000525.1:343-5020              GCA_010692305.1     1349    Moorena sp. SIO4G3                                  Oscillatoriophycideae       JAAHIG010000525.1
NEO39055.1      NACHT+TCAD10+TCAD10+Calcineurin-CE                                                          JAAHIH010000004.1:488401-502559         GCA_010671925.1     1401    Moorena sp. SIOASIH                                 Oscillatoriophycideae       JAAHIH010000004.1
NER95326.1      NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            JAAHFO010000101.1:459-9703              GCA_010672945.1     1611    Symploca sp. SIO1B1                                 Oscillatoriophycideae       JAAHFO010000101.1
NER97048.1      NACHT+HEAT_2+TCAD10+Calcineurin-CE                                                          JAAHFO010000234.1:17-11432              GCA_010672945.1     1465    Symploca sp. SIO1B1                                 Oscillatoriophycideae       JAAHFO010000234.1
NER25798.1      NACHT+HEAT+Calcineurin-CE                                                                   JAAHFP010000137.1:301-6176              GCA_010672925.1     1363    Symploca sp. SIO1C2                                 Oscillatoriophycideae       JAAHFP010000137.1
NER25462.1      NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            JAAHFP010000097.1:4444-15219            GCA_010672925.1     1611    Symploca sp. SIO1C2                                 Oscillatoriophycideae       JAAHFP010000097.1
NER25334.1      NACHT+TCAD10+Calcineurin-CE                                                                 JAAHFP010000089.1:1-15924               GCA_010672925.1     1362    Symploca sp. SIO1C2                                 Oscillatoriophycideae       JAAHFP010000089.1
NEP14620.1      NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            JAAHGL010000280.1:1-8336                GCA_010692635.1     1649    Symploca sp. SIO2C1                                 Oscillatoriophycideae       JAAHGL010000280.1
NEQ66222.1      NACHT+TCAD10+Calcineurin-CE                                                                 JAAHGQ010000139.1:1-9596                GCA_010672405.1     1238    Symploca sp. SIO2D2                                 Oscillatoriophycideae       JAAHGQ010000139.1
NEQ69233.1      NACHT+TCAD10+HEAT_PBS+Calcineurin-CE                                                        JAAHGQ010000562.1:1-5609                GCA_010672405.1     1531    Symploca sp. SIO2D2                                 Oscillatoriophycideae       JAAHGQ010000562.1
MBN1347376.1    Calcineurin-CE+NACHT+FGS                                                                    JAFGLZ010000260.1:397-14393             GCA_016927755.1     1159    Phycisphaerae bacterium                             Phycisphaerae               JAFGLZ010000260.1
MBN1347716.1    Calcineurin-CE+NACHT+FGS                                                                    JAFGLZ010000271.1:313-6429              GCA_016927755.1     1151    Phycisphaerae bacterium                             Phycisphaerae               JAFGLZ010000271.1
NLF67756.1      Calcineurin-CE+NACHT+FGS                                                                    JAAYYU010000014.1:25499-38695           GCA_012515235.1     1172    Candidatus Anammoximicrobium sp.                    Planctomycetia              JAAYYU010000014.1
WP_145177622.1  HD-CE+NA-iREase1+NACHT                                                                      NZ_CP037422.1:4516124-4530526           GCF_007748175.1     1063    Gimesia aquarii                                     Planctomycetia              NZ_CP037422.1
MBL8808657.1    HD-CE+NA-iREase1+NACHT                                                                      JAEUII010000014.1:1-7512                GCA_016795145.1     867     Planctomycetaceae bacterium                         Planctomycetia              JAEUII010000014.1
MBI2899565.1    Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+Pentapeptide+BetaPropeller+WD40+WD40+WD40      JACPRC010000068.1:12753-28939           GCA_016190175.1     1700    Planctomycetota bacterium                           Planctomycetota             JACPRC010000068.1
MBU0754712.1    Calcineurin-CE+NACHT                                                                        JAHIYP010000390.1:1-4111                GCA_018815125.1     600     Planctomycetota bacterium                           Planctomycetota             JAHIYP010000390.1
MBI4223182.1    Calcineurin-CE+NACHT+FGS                                                                    JACQRM010000194.1:52-9064               GCA_016206465.1     1071    Planctomycetota bacterium                           Planctomycetota             JACQRM010000194.1
MBI4878645.1    Calcineurin-CE+NACHT+FGS                                                                    JACQZJ010000026.1:19815-34106           GCA_016213895.1     1172    Planctomycetota bacterium                           Planctomycetota             JACQZJ010000026.1
MBL8901628.1    Calcineurin-CE+NACHT+FGS                                                                    JAEUHW010000457.1:1-5162                GCA_016793245.1     1313    Planctomycetota bacterium                           Planctomycetota             JAEUHW010000457.1
KAA3612726.1    Calcineurin-CE+NACHT+FGS                                                                    QQUA01000004.1:26931-45701              GCA_008501825.1     1166    Planctomycetota bacterium                           Planctomycetota             QQUA01000004.1
MBI3268844.1    NACHT+Calcineurin-CE                                                                        JACPWG010000046.1:1-27626               GCA_016197205.1     1660    Planctomycetota bacterium                           Planctomycetota             JACPWG010000046.1
EYF07748.1      Calcineurin-CE+NACHT+FGS                                                                    ASRX01000008.1:186407-200325            GCA_000601485.1     1208    Chondromyces apiculatus DSM 436                     Polyangia                   ASRX01000008.1
WP_156040545.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_ASRX01000008.1:186407-201373         GCF_000601485.1     1215    Chondromyces apiculatus DSM 436                     Polyangia                   NZ_ASRX01000008.1
EYF00027.1      NACHT+Calcineurin-CE                                                                        ASRX01000143.1:108-7628                 ASRX01000143.1      1558    Chondromyces apiculatus DSM 436                     Polyangia                   ASRX01000143.1
WP_156041682.1  NACHT+Calcineurin-CE                                                                        NZ_ASRX01000143.1:1-8220                GCF_000601485.1     1593    Chondromyces apiculatus DSM 436                     Polyangia                   NZ_ASRX01000143.1
AKT40256.1      Calcineurin-CE+NACHT+FGS                                                                    CP012159.1:5923418-5938935              GCA_001189295.1     1231    Chondromyces crocatus                               Polyangia                   CP012159.1
WP_218920026.1  Calcineurin-CE+NACHT+FGS                                                                    NZ_CP012159.1:5923418-5939001           GCF_001189295.1     1213    Chondromyces crocatus                               Polyangia                   NZ_CP012159.1
AKT37797.1      NACHT+Calcineurin-CE                                                                        CP012159.1:2577979-2597151              GCA_001189295.1     1401    Chondromyces crocatus                               Polyangia                   CP012159.1
WP_169796492.1  NACHT+Calcineurin-CE                                                                        NZ_CP012159.1:2577979-2597914           GCF_001189295.1     1401    Chondromyces crocatus                               Polyangia                   NZ_CP012159.1
WP_012830819.1  Calcineurin-CE+NACHT                                                                        NC_013440.1:7877447-7900235             GCF_000024805.1     1330    Haliangium ochraceum DSM 14365                      Polyangia                   NC_013440.1
WP_012827375.1  STY-kinase+Calcineurin-CE+NACHT+TIR_2+FGS                                                   NC_013440.1:3082280-3098406             GCF_000024805.1     1818    Haliangium ochraceum DSM 14365                      Polyangia                   NC_013440.1
MBL4689659.1    Calcineurin-CE+NACHT                                                                        JAESSZ010001149.1:1-9596                GCA_016763875.1     1466    Nannocystaceae bacterium                            Polyangia                   JAESSZ010001149.1
MBK8260046.1    NACHT+Calcineurin-CE                                                                        JADJRG010000008.1:23966-39227           GCA_016712315.1     2253    Nannocystis sp.                                     Polyangia                   JADJRG010000008.1
MBK8251595.1    NACHT+Calcineurin-CE                                                                        JADJRH010000001.1:755371-773909         JADJRH010000001.1   1903    Polyangiaceae bacterium                             Polyangia                   JADJRH010000001.1
MBK8255507.1    NACHT+EAD1+Calcineurin-CE                                                                   JADJRH010000002.1:687685-710611         GCA_016712345.1     1817    Polyangiaceae bacterium                             Polyangia                   JADJRH010000002.1
MBK9258706.1    NACHT+NACHT+Calcineurin-CE                                                                  JADJXL010000001.1:603032-622012         GCA_016715885.1     1628    Polyangiaceae bacterium                             Polyangia                   JADJXL010000001.1
WP_170229425.1  Calcineurin-CE+NACHT                                                                        NZ_SSMQ01000033.1:21613-35602           GCF_005144585.1     1281    Polyangium fumosum                                  Polyangia                   NZ_SSMQ01000033.1
TKD02725.1      Calcineurin-CE+NACHT                                                                        SSMQ01000033.1:21613-36211              GCA_005144585.1     1293    Polyangium fumosum                                  Polyangia                   SSMQ01000033.1
WP_136926852.1  NACHT+Calcineurin-CE                                                                        NZ_SSMQ01000001.1:69164-86950           GCF_005144585.1     1559    Polyangium fumosum                                  Polyangia                   NZ_SSMQ01000001.1
TKD13036.1      NACHT+Calcineurin-CE                                                                        SSMQ01000001.1:69164-86950              GCA_005144585.1     1559    Polyangium fumosum                                  Polyangia                   SSMQ01000001.1
WP_153821511.1  NACHT+Calcineurin-CE                                                                        NZ_WJIE01000006.1:387664-405997         GCF_009649845.1     1552    Polyangium spumosum                                 Polyangia                   NZ_WJIE01000006.1
KYF92652.1      HD-CE+NACHT                                                                                 JEMC01001910.1:1-13401                  GCA_001589205.1     1660    Sorangium cellulosum                                Polyangia                   JEMC01001910.1
WP_104985343.1  NACHT+Adaptin_N+TCAD10+Calcineurin-CE                                                       NZ_CP012673.1:12026350-12044234         GCF_002950945.1     1843    Sorangium cellulosum                                Polyangia                   NZ_CP012673.1
WP_020740564.1  NACHT+HEAT+HEAT_2+Calcineurin-CE                                                            NC_021658.1:12259475-12278067           GCF_000418325.1     1904    Sorangium cellulosum So0157-2                       Polyangia                   NC_021658.1
MBE9569324.1    Calcineurin-CE+NACHT                                                                        JADFWB010000100.1:1-1740                GCA_015222845.1     580     Proteobacteria bacterium                            Proteobacteria              JADFWB010000100.1
MBE9580903.1    Calcineurin-CE+NACHT                                                                        JADFWI010000191.1:1-2080                GCA_015222985.1     452     Proteobacteria bacterium                            Proteobacteria              JADFWI010000191.1
MBU2550774.1    Calcineurin-CE+NACHT                                                                        JAHJTB010000371.1:1-8096                GCA_018830135.1     681     Proteobacteria bacterium                            Proteobacteria              JAHJTB010000371.1
MBU2547261.1    Calcineurin-CE+NACHT+FGS                                                                    JAHJTB010000042.1:1-12282               GCA_018830135.1     1192    Proteobacteria bacterium                            Proteobacteria              JAHJTB010000042.1
MBQ4555327.1    Calcineurin-CE+NACHT                                                                        JAFQDD010000017.1:14780-30449           GCA_017416145.1     1127    Spirochaetaceae bacterium                           Spirochaetales              JAFQDD010000017.1
MBN2534820.1    Calcineurin-CE+NACHT                                                                        JAFGQK010000260.1:270-2805              GCA_016935735.1     631     Spirochaetales bacterium                            Spirochaetales              JAFGQK010000260.1
MBN2442310.1    Calcineurin-CE+NACHT+FGS                                                                    JAFGRV010000305.1:1104-13797            GCA_016934975.1     1167    Spirochaetales bacterium                            Spirochaetales              JAFGRV010000305.1
NQE46031.1      Calcineurin-CE+NACHT+FGS                                                                    QBUM01000221.1:7182-17786               GCA_013180585.1     1105    ANME-1 cluster archaeon GoMg2                       Stenosarchaea group         QBUM01000221.1
NQE54391.1      Calcineurin-CE+NACHT+FGS                                                                    QBUN01000397.1:3-14759                  GCA_013180565.1     1129    ANME-1 cluster archaeon GoMg3.2                     Stenosarchaea group         QBUN01000397.1
RCV64808.1      Calcineurin-CE+NACHT+FGS                                                                    QENH01000147.1:3078-18342               GCA_003336485.1     1130    Methanophagales archaeon                            Stenosarchaea group         QENH01000147.1
KAF5434841.1    Calcineurin-CE+NACHT+FGS                                                                    QENL01000322.1:1-7811                   GCA_013374565.1     1152    Methanophagales archaeon                            Stenosarchaea group         QENL01000322.1
KAF5433439.1    Calcineurin-CE+NACHT+FGS                                                                    QENL01000418.1:1-4158                   GCA_013374565.1     1113    Methanophagales archaeon                            Stenosarchaea group         QENL01000418.1
PXF52572.1      HD-CE+NACHT+TPR                                                                             PQXC01000008.1:63853-74585              GCA_003194435.1     1003    Methanophagales archaeon                            Stenosarchaea group         PQXC01000008.1
MBP7700364.1    HD-CE+NACHT+BetaPropeller                                                                   JAGNLR010000008.1:5010-25884            GCA_017999475.1     1674    Methanoregulaceae archaeon                          Stenosarchaea group         JAGNLR010000008.1
HJH28714.1      HD-CE+NACHT                                                                                 DQIO01000180.1:839-6042                 GCA_020793555.1     985     Methanosarcinaceae archaeon                         Stenosarchaea group         DQIO01000180.1
QNO47121.1      HD-CE+NA-iREase1+NACHT+Pentapeptide                                                         MT631241.1:12993-21941                  MT631241.1          1132    Methanosarcinales archaeon ANME-2c ERB4             Stenosarchaea group         MT631241.1
WP_053758718.1  Calcineurin-CE+NACHT                                                                        NZ_LGDU01000130.1:84217-97557           GCF_001279985.1     967     Streptomyces sp. AS58                               Streptomycetales            NZ_LGDU01000130.1
WP_142559489.1  Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+BetaPropeller                                  NZ_VIRJ01000004.1:276835-293524         GCF_006874435.1     1722    Microbispora sp. KK1-11                             Streptosporangiales         NZ_VIRJ01000004.1
MBB6474740.1    Calcineurin-CE+NA-iREase3+NACHT                                                             JACHIU010000001.1:4817727-4829968       GCA_014207705.1     843     Sphaerisporangium rubeum                            Streptosporangiales         JACHIU010000001.1
PKK13815.1      Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+Pentapeptide+BetaPropeller                     MOYN02000021.1:498462-510876            GCA_001896795.2     1148    Thermomonospora sp. CIF 1                           Streptosporangiales         MOYN02000021.1
MBN1889888.1    Calcineurin-CE+NACHT+FGS                                                                    JAFGFO010000369.1:1-9256                GCA_016931085.1     1157    Thermoflexales bacterium                            Thermoflexia                JAFGFO010000369.1
WP_145085424.1  Calcineurin-CE+NACHT                                                                        NZ_VLKH01000010.1:47489-63482           GCF_007830175.1     1452    Sedimentibacter saalensis                           Tissierellia                NZ_VLKH01000010.1
GDY20820.1      Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+Pentapeptide+BetaPropeller+WD40                BJHT01000077.1:12688-21688              GCA_014193395.1     1686    Verrucomicrobia bacterium                           Verrucomicrobia             BJHT01000077.1
MBL9181922.1    Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+BetaPropeller+WD40+WD40                        JAEUHK010000045.1:78747-93490           GCA_016795465.1     1686    Verrucomicrobiaceae bacterium                       Verrucomicrobiae            JAEUHK010000045.1
MBK8094790.1    Calcineurin-CE+NA-iREase3+NACHT+Pentapeptide+BetaPropeller                                  JADJPW010000010.1:21973-40950           GCA_016713035.1     1772    Verrucomicrobiaceae bacterium                       Verrucomicrobiae            JADJPW010000010.1

#NADAR
MBN1998861.1    Calcineurin-CE+NACHT+FGS                                                                    JAFGEC010000333.1:666-4223              GCA_016931775.1     1186    candidate division KSB1 bacterium                   candidate division KSB1     JAFGEC010000333.1
pid             arch        nucleotideID:position               assembly        plen    compact                                                                                                                                     organism                                                taxend                      NCBI
MBU1119528.1    PRTase-CE   JAHISJ010000029.1:1-7698            GCA_018818205.1 341 ?->*PRTase-CE->NADAR->                                                                                                                      Patescibacteria group bacterium Bacteria.                                           JAHISJ010000029.1
MBI9031341.1    PRTase-CE   JAEIOA010000126.1:4583-11695        GCA_016342615.1 358 GMT-wHTH->Radical_SAM->?->*PRTase-CE->NADAR->Peptidase_M15_3->                                                                              bacterium Bacteria.                                                                 JAEIOA010000126.1
WP_215844594.1  PRTase-CE   NZ_JABBOU010000151.1:1-5127         GCF_018853465.1 344 *PRTase-CE->NADAR+TRD+TRD->REase+SWI2_SNF2->                                                                                                Acidithiobacillus sp. GG1-14                            Acidithiobacillia           NZ_JABBOU010000151.1
MCA1576365.1    PRTase-CE   JAIVJV010000002.1:265072-285653     GCA_020199835.1 327 HsdM_N+N6_Mtase->*PRTase-CE->NADAR+TRD+Methylase_S->REase+SWI2_SNF2+LPD33->                                                                 Acidobacteria bacterium                                 Acidobacteria               JAIVJV010000002.1
MBI3699177.1    PRTase-CE   JACQDM010000001.1:422115-430677     GCA_016201045.1 327 *PRTase-CE->NADAR->                                                                                                                         Afipia sp.                                              Alphaproteobacteria         JACQDM010000001.1
RQP20941.1      PRTase-CE   RDEA01000064.1:1-1993               GCA_003852825.1 343 *PRTase-CE->NADAR->                                                                                                                         Brucella intermedia                                     Alphaproteobacteria         RDEA01000064.1
WP_066183512.1  PRTase-CE   NZ_LQZT01000048.1:298858-309079     GCF_001703635.1 328 *PRTase-CE->NADAR->                                                                                                                         Hoeflea olei                                            Alphaproteobacteria         NZ_LQZT01000048.1
MBF0339366.1    PRTase-CE   JADGAB010000002.1:4269-22449        GCA_015232245.1 332 CHTH+SNF+DUF3883->*PRTase-CE->NADAR->DUF1156+METHYLASE->DUF499->                                                                            Magnetococcales bacterium                               Alphaproteobacteria         JADGAB010000002.1
PBB52138.1      PRTase-CE   NSFP01000022.1:22062-37062          GCA_002294835.1 303 GNTR-HTH->?->*PRTase-CE->NADAR->NADAR->NADAR->NADAR->NADAR->NADAR->NADAR->                                                                  Mesorhizobium loti                                      Alphaproteobacteria         NSFP01000022.1
RWO75000.1      PRTase-CE   SART01000001.1:912406-929136        GCA_004021585.1 340 LACI-HTH+PBPI->HsdM_N+N6_Mtase->?->*PRTase-CE->NADAR+TRD+TRD->                                                                              Mesorhizobium sp.                                       Alphaproteobacteria         SART01000001.1
MCA3642802.1    PRTase-CE   JADCCG010000178.1:30-11048          GCA_020252905.1 344 RRF2-HTH->HTH_17->HsdM_N+N6_Mtase->*PRTase-CE->NADAR+GGN+TRD+TRD->REase+SWI2_SNF2+LPD33->                                                   Methylobacterium sp.                                    Alphaproteobacteria         JADCCG010000178.1
WP_227439244.1  PRTase-CE   NZ_VMOA01000026.1:502-12431         GCF_020662345.1 327 Sugar_tr->*PRTase-CE->NADAR->                                                                                                               Methylobacterium sp. W2                                 Alphaproteobacteria         NZ_VMOA01000026.1
WP_101750931.1  PRTase-CE   NZ_CP025430.1:162537-176934         GCF_002847445.1 352 HTH_17->HsdM_N+N6_Mtase->ParB->*PRTase-CE->NADAR+TRD->REase+SWI2_SNF2+LPD33->                                                               Paracoccus zhejiangensis                                Alphaproteobacteria         NZ_CP025430.1
WP_152214377.1  PRTase-CE   NZ_WESC01000001.1:294154-307531     GCF_009184905.1 348 HTH_17->HsdM_N+N6_Mtase->ParB->*PRTase-CE->NADAR+TRD+TRD->REase+SWI2_SNF2+LPD33->                                                           Parvibaculum sedimenti                                  Alphaproteobacteria         NZ_WESC01000001.1
SFA95124.1      PRTase-CE   FOKM01000002.1:416891-428162        GCA_900111905.1 328 *PRTase-CE->NADAR->                                                                                                                         Rhizobium sp. NFR07                                     Alphaproteobacteria         FOKM01000002.1
WP_188236010.1  PRTase-CE   NZ_JABWGQ010000016.1:345-13275      GCF_014595975.1 348 HTH_17->HsdM_N+N6_Mtase->ParB->*PRTase-CE->NADAR+TRD->REase+SWI2_SNF2+LPD33->                                                               Sphingopyxis sp. LK2115                                 Alphaproteobacteria         NZ_JABWGQ010000016.1
CAG1014965.1    PRTase-CE   CAJPFV010000881.1:2096-20000        GCA_905339325.1 330 PHP+AAA_23->Schlafen+HATPase_c_4->DUF1156->*PRTase-CE->NADAR+DUF1156->HEPN->DUF499->                                                        Anaerolineae bacterium                                  Anaerolineae                CAJPFV010000881.1
MCC2668435.1    PRTase-CE   JAJFMS010000102.1:252-10043         GCA_020696885.1 352 *PRTase-CE->                                                                                                                                Armatimonadetes bacterium                               Armatimonadetes             JAJFMS010000102.1
PAQ14094.1      PRTase-CE   NKQE01000033.1:81856-91630          GCA_002283755.1 340 DDE_Tnp_ISL3->?->REase->*PRTase-CE->NADAR->                                                                                                 Bacillaceae bacterium SAOS 7                            Bacilli                     NKQE01000033.1
WP_096881293.1  PRTase-CE   NZ_CP022319.2:1219607-1228053       GCF_002443015.2 331 *PRTase-CE->NADAR->                                                                                                                         Bacillus altitudinis                                    Bacilli                     NZ_CP022319.2
WP_097850543.1  PRTase-CE   NZ_NTWL01000035.1:126187-138113     GCF_002562265.1 339 *PRTase-CE->NADAR->                                                                                                                         Bacillus cereus                                         Bacilli                     NZ_NTWL01000035.1
EEK82562.1      PRTase-CE   CM000721.1:3956188-3964667          GCA_000161015.1 332 *PRTase-CE->NADAR->DUF3862->                                                                                                                Bacillus cereus ATCC 4342                               Bacilli                     CM000721.1
WP_215112985.1  PRTase-CE   NZ_JACSKB010000001.1:632859-643870  GCF_018617335.1 338 RVT->?->Preader8->*PRTase-CE->NADAR->                                                                                                       Exiguobacterium sp. s63                                 Bacilli                     NZ_JACSKB010000001.1
WP_188531707.1  PRTase-CE   NZ_BMGR01000009.1:30482-39921       GCF_014640295.1 359 *PRTase-CE->NADAR+MPtase-IrrE->                                                                                                             Paenibacillus abyssi                                    Bacilli                     NZ_BMGR01000009.1
WP_090918530.1  PRTase-CE   NZ_FMVM01000006.1:19550-34828       GCF_900102085.1 345 DUF4297->?->CCDC158->*PRTase-CE->NADAR+Peptidase_M78->?->                                                                                   Paenibacillus polysaccharolyticus                       Bacilli                     NZ_FMVM01000006.1
WP_221443636.1  PRTase-CE   NZ_JACHKG010000001.1:120423-142934  GCF_014203995.1 342 DUF1837->DEAD+Helicase_C->*PRTase-CE->NADAR->                                                                                               Paenibacillus sp. JGP012                                Bacilli                     NZ_JACHKG010000001.1
KPP98444.1      PRTase-CE   LIHN01000009.1:163529-179967        GCA_001314545.1 343 HKD-Rease+SF2-DUF3427A+Med3+SAD-DUF3427C->Phage_integrase->*PRTase-CE->NADAR->ParB+DUF1524+DUF4268->35exo+DEAD+Helicase_C+AAA_19+UvrD_C_2-> Bacteroidetes bacterium HLUCCA01                        Bacteroidetes               LIHN01000009.1
WP_148476574.1  PRTase-CE   NZ_CABJAU010000002.1:194101-203351  GCF_902363645.1 342 XIS-HTH->XIS-HTH->HTH_38+rve->*PRTase-CE->NADAR->                                                                                           Parabacteroides johnsonii                               Bacteroidia                 NZ_CABJAU010000002.1
MBM3396651.1    PRTase-CE   VGHM01000793.1:1-1918               GCA_016868415.1 348 *PRTase-CE->NADAR->                                                                                                                         Betaproteobacteria bacterium                            Betaproteobacteria          VGHM01000793.1
WP_166307757.1  PRTase-CE   NZ_CP049910.1:3650940-3666264       GCF_011305995.1 344 WYL->ParB+DUF1524->HsdM_N+N6_Mtase->*PRTase-CE->NADAR+TRD+TRD->REase+SWI2_SNF2+LPD33->Mbetalac->                                            Diaphorobacter sp. HDW4A                                Betaproteobacteria          NZ_CP049910.1
WP_091778077.1  PRTase-CE   NZ_FNDI01000005.1:337231-352086     GCF_900100565.1 332 Ribonuc_red_lgC->Thymidylate->*PRTase-CE->NADAR->                                                                                           Paraburkholderia steynii                                Betaproteobacteria          NZ_FNDI01000005.1
TLD42071.1      PRTase-CE   SULG01000028.1:1992-9042            GCA_005524015.1 298 *PRTase-CE->NADAR->                                                                                                                         Candidatus Jettenia ecosi                               Candidatus Brocadiia        SULG01000028.1
RKY72623.1      PRTase-CE   QNDB01000007.1:139-7846             GCA_003644695.1 326 HTH->SNF+DUF3883->*PRTase-CE->                                                                                                              Candidatus Latescibacteria bacterium                    Candidatus Latescibacteria  QNDB01000007.1
WP_072366566.1  PRTase-CE   NZ_FPIZ01000047.1:11551-18814       GCF_900119105.1 346 CHTH->DUF4096+DDE_Tnp_1->*PRTase-CE->NADAR->HTH_Tnp_1->                                                                                     Chitinophaga sancti                                     Chitinophagia               NZ_FPIZ01000047.1
MBA4685540.1    PRTase-CE   JACERT010000001.1:28164-39723       GCA_013911185.1 354 HTH->*PRTase-CE->NADAR->McrB-NTD+SRC1-CRICH+SIR2_2->                                                                                        Candidatus Galacturonibacter soehngenii                 Clostridia                  JACERT010000001.1
MBR2970749.1    PRTase-CE   JAFVXY010000012.1:1-8054            GCA_017500845.1 407 *PRTase-CE->?->                                                                                                                             Clostridia bacterium                                    Clostridia                  JAFVXY010000012.1
MBR3917265.1    PRTase-CE   JAFWZH010000023.1:1-16534           GCA_017522515.1 359 ZnR+HET+PspA->Band_7_1+DUF4670+ZnR->?->*PRTase-CE->Big_3+Big_3+Big_3+Peptidase_M26_N+Big_3+Dockerin_1->Cohesin+CadL+CadL+Trep_Strep->       Clostridia bacterium                                    Clostridia                  JAFWZH010000023.1
WP_029452577.1  PRTase-CE   NZ_JNLN01000001.1:1974760-1983670   GCF_000703125.1 363 Epimerase->AAA_21->?->*PRTase-CE->NADAR->                                                                                                   Clostridium algidicarnis                                Clostridia                  NZ_JNLN01000001.1
WP_015955209.1  PRTase-CE   NC_011729.1:3594034-3603546         GCF_000021825.1 359 Aconitase_B_N+Aconitase_2_N+Aconitase->*PRTase-CE->NADAR->Mrr_cat->DUF559->                                                                 Gloeothece citriformis PCC 7424                         Cyanophyceae                NC_011729.1
WP_093831867.1  PRTase-CE   NZ_FOLQ01000015.1:28842-45392       GCF_900112365.1 360 Resolvase+Recombinase->*PRTase-CE->NADAR->PIF1+UvrD_C_2+HTH_40->HTH_31->                                                                    Spirosoma endophyticum                                  Cytophagia                  NZ_FOLQ01000015.1
MBK7757035.1    PRTase-CE   JADJIW010000017.1:29204-41529       GCA_016706815.1 329 *PRTase-CE->NADAR->                                                                                                                         Deltaproteobacteria bacterium                           Deltaproteobacteria         JADJIW010000017.1
WP_031456901.1  PRTase-CE   NZ_JAAEHL010000003.1:89604-100803   GCF_010614725.1 352 Preader8+HNH_4->?->?->*PRTase-CE->NADAR->                                                                                                   Flavobacterium ajazii                                   Flavobacteriia              NZ_JAAEHL010000003.1
WP_073584772.1  PRTase-CE   NZ_FRYK01000005.1:95575-106493      GCF_900148835.1 352 putAbiC->?->*PRTase-CE->NADAR->                                                                                                             Flavobacterium cucumis                                  Flavobacteriia              NZ_FRYK01000005.1
RZJ98898.1      PRTase-CE   SEBO01001259.1:293-1240             GCA_004295775.1 316 *PRTase-CE->                                                                                                                                Flavobacterium sp.                                      Flavobacteriia              SEBO01001259.1
WP_049081714.1  PRTase-CE   NZ_JWEQ01000222.1:56708-66008       GCF_001053755.1 335 FAD_binding_4+FAD-oxidase_C->*PRTase-CE->NADAR->?->                                                                                         Acinetobacter baumannii                                 Gammaproteobacteria         NZ_JWEQ01000222.1
WP_005013115.1  PRTase-CE   NZ_AP024595.1:379938-390898         GCF_018324105.1 331 FAD_binding_4+FAD-oxidase_C->?->*PRTase-CE->NADAR->Pirin+Pirin_C->MFS_1->                                                                   Acinetobacter bouvetii                                  Gammaproteobacteria         NZ_AP024595.1
ENU09288.1      PRTase-CE   KB849143.1:2529261-2539033          GCA_000367865.1 335 ?->*PRTase-CE->NADAR->                                                                                                                      Acinetobacter calcoaceticus NIPH 13                     Gammaproteobacteria         KB849143.1
WP_218951771.1  PRTase-CE   NZ_VOZC01000006.1:97237-109481      GCF_013419975.1 332 FAD_binding_4+FAD-oxidase_C->?->*PRTase-CE->NADAR->MFS_1->                                                                                  Acinetobacter sp. YH12041                               Gammaproteobacteria         NZ_VOZC01000006.1
WP_139730747.1  PRTase-CE   NZ_NKWR01000017.1:55800-67135       GCF_006246355.1 344 *PRTase-CE->NADAR->FdhD-NarQ->HTH_17+PBP_like->                                                                                             Aeromonas veronii                                       Gammaproteobacteria         NZ_NKWR01000017.1
WP_048217522.1  PRTase-CE   NZ_CP055247.1:2375082-2382449       GCF_013371705.1 339 *PRTase-CE->NADAR->                                                                                                                         Citrobacter freundii                                    Gammaproteobacteria         NZ_CP055247.1
WP_143839016.1  PRTase-CE   NZ_SZVX01000005.1:5518-12623        GCF_007210685.1 351 Phage_CI_repr+Phage_CI_C->?->?->*PRTase-CE->NADAR->Bro-N->Phage_integrase->                                                                 Dickeya sp. ws52                                        Gammaproteobacteria         NZ_SZVX01000005.1
WP_010430940.1  PRTase-CE   NZ_GL890776.1:418594-430197         GCF_000211415.1 343 LysR_substrate->*PRTase-CE->?->*PRTase-CE->NADAR->                                                                                          Enterobacter mori LMG 25706                             Gammaproteobacteria         NZ_GL890776.1
WP_029485070.1  PRTase-CE   NZ_GL890776.1:418594-430197         GCF_000211415.1 341 LysR_substrate->*PRTase-CE->?->*PRTase-CE->NADAR->                                                                                          Enterobacter mori LMG 25706                             Gammaproteobacteria         NZ_GL890776.1
WP_134707931.1  PRTase-CE   NZ_JAFBJM010000003.1:210363-226347  GCF_016809815.1 356 *PRTase-CE->NADAR->OKR_DC_1_N+OKR_DC_1+OKR_DC_1_C->                                                                                         Enterobacter sp. E1                                     Gammaproteobacteria         NZ_JAFBJM010000003.1
EEW1883078.1    PRTase-CE   AAROHB010000005.1:266394-273293     GCA_012072705.1 343 YdaT_toxin->Phage_rep_O->Phage_lambda_P->*PRTase-CE->NADAR->?->Birna_VP3->                                                                  Escherichia coli                                        Gammaproteobacteria         AAROHB010000005.1
HAW7063169.1    PRTase-CE   DADEYK010000106.1:1-2318            GCA_016847505.1 290 Phage_lambda_P->*PRTase-CE->                                                                                                                Escherichia coli                                        Gammaproteobacteria         DADEYK010000106.1
WP_146713601.1  PRTase-CE   NZ_VDDO01000263.1:1-3665            GCF_006297325.1 339 Phage_lambda_P->*PRTase-CE->NADAR->?->?->                                                                                                   Escherichia coli                                        Gammaproteobacteria         NZ_VDDO01000263.1
WP_144810781.1  PRTase-CE   NZ_VNFE01000003.1:119929-131570     GCF_007786325.1 337 MFS_4->GST_N_2+GST_C_2->*PRTase-CE->NADAR->MORC->NTP_transf_9->                                                                             Halomonas titanicae                                     Gammaproteobacteria         NZ_VNFE01000003.1
WP_132258048.1  PRTase-CE   NZ_CACSAV010000016.1:68675-84256    GCF_902703865.1 343 *PRTase-CE->NADAR->DUF3237->ADH_N+ADH_zinc_N_2->                                                                                            Klebsiella pneumoniae                                   Gammaproteobacteria         NZ_CACSAV010000016.1
WP_062537441.1  PRTase-CE   NZ_DF970238.1:26909-43024           GCF_000953855.2 344 WYL->ParB+DUF1524->HsdM_N+N6_Mtase->*PRTase-CE->NADAR+TRD+TRD->?->DUF1828+DUF1829->                                                         Mizugakiibacter sediminis                               Gammaproteobacteria         NZ_DF970238.1
WP_050756050.1  PRTase-CE   NZ_CH672427.1:970664-987350         GCF_000153205.1 345 HTH_19->?->HsdM_N+N6_Mtase->*PRTase-CE->NADAR+TRD+TRD->REase+SWI2_SNF2+LPD33->Resolvase->                                                   Nitrococcus mobilis Nb-231                              Gammaproteobacteria         NZ_CH672427.1
WP_105077816.1  PRTase-CE   NZ_JABDZG010000013.1:27387-40650    GCF_017920505.1 354 TraI_2B+AAA_30+TraI->Thioredoxin_4->DUF6530->*PRTase-CE->NADAR->?->                                                                         Pantoea ananatis                                        Gammaproteobacteria         NZ_JABDZG010000013.1
WP_226887571.1  PRTase-CE   NZ_JACHAR010000007.1:178081-188690  GCF_016949955.1 357 *PRTase-CE->NADAR->                                                                                                                         Pectobacterium versatile                                Gammaproteobacteria         NZ_JACHAR010000007.1
PSU21381.1      PRTase-CE   PYMG01000012.1:114495-127822        GCA_003025535.1 348 *PRTase-CE->NADAR->STY-kinase->PP2C->                                                                                                       Photobacterium kishitanii                               Gammaproteobacteria         PYMG01000012.1
PSW41707.1      PRTase-CE   PYNR01000021.1:67096-80041          GCA_003026735.1 372 Resolvase+HIN-HTH->*PRTase-CE->NADAR->                                                                                                      Photobacterium leiognathi subsp. mandapamensis          Gammaproteobacteria         PYNR01000021.1
EHT8229834.1    PRTase-CE                                       GCA_019257545.1 357 *PRTase-CE->NADAR->                                                                                                                         Proteus mirabilis                                       Gammaproteobacteria         
WP_128353185.1  PRTase-CE   NZ_RSFE01000015.1:80-7883           GCF_004025325.1 346 *PRTase-CE->NADAR->STY-kinase->                                                                                                             Pseudidiomarina gelatinasegens                          Gammaproteobacteria         NZ_RSFE01000015.1
WP_010554337.1  PRTase-CE   NZ_CP011025.1:3560111-3575000       GCF_000238395.3 339 D6+DUF6115->OBFOLD-NUCLEASE->*PRTase-CE->NADAR->                                                                                            Pseudoalteromonas arctica A 37-1-2                      Gammaproteobacteria         NZ_CP011025.1
WP_235373971.1  PRTase-CE   NZ_JAKGBH010000043.1:958-17047      GCF_021532515.1 346 *PRTase-CE->NADAR->                                                                                                                         Pseudoalteromonas sp. PAST1                             Gammaproteobacteria         NZ_JAKGBH010000043.1
WP_033978088.1  PRTase-CE   NZ_JTOD01000023.1:1-6980            GCF_000793005.1 349 *PRTase-CE->NADAR->                                                                                                                         Pseudomonas aeruginosa                                  Gammaproteobacteria         NZ_JTOD01000023.1
WP_126071908.1  PRTase-CE   NZ_CAHPSG010000013.1:9268-21340     GCF_903684655.1 339 Iron_traffic->GFO_IDH_MocA+GFO_IDH_MocA_C->Phage_integrase->*PRTase-CE->NADAR->                                                             Pseudomonas aeruginosa                                  Gammaproteobacteria         NZ_CAHPSG010000013.1
WP_146224897.1  PRTase-CE   NZ_QJRX01000003.1:246663-253724     GCF_003205495.1 333 ?->*PRTase-CE->NADAR->                                                                                                                      Pseudomonas alcaligenes                                 Gammaproteobacteria         NZ_QJRX01000003.1
AVB22717.1      PRTase-CE   CP026562.1:5930365-5940695          GCA_002905795.2 351 *PRTase-CE->NADAR->                                                                                                                         Pseudomonas avellanae                                   Gammaproteobacteria         CP026562.1
WP_162880568.1  PRTase-CE                                       GCF_003416105.1 339 EcsC->*PRTase-CE->NADAR->                                                                                                                   Pseudomonas cichorii                                    Gammaproteobacteria         
WP_213550269.1  PRTase-CE                                       GCF_018417655.1 337 AsmA->ENDO3+NUDIX_4->Iron_traffic->*PRTase-CE->NADAR->                                                                                      Pseudomonas fluorescens                                 Gammaproteobacteria         
WP_223026362.1  PRTase-CE   NZ_JAFLXG010000010.1:224531-235949  GCF_019891465.1 339 DUF6124->*PRTase-CE->NADAR->                                                                                                                Pseudomonas fluorescens                                 Gammaproteobacteria         NZ_JAFLXG010000010.1
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WP_139131079.1  PRTase-CE   NZ_LYSP01000006.1:57376-67974       GCF_001728945.1 339 Iron_traffic->Phage_integrase->?->*PRTase-CE->NADAR->?->Acetyltransf_7->                                                                    Pseudomonas sp. ENNP23                                  Gammaproteobacteria         NZ_LYSP01000006.1
WP_200615468.1  PRTase-CE   NZ_JAENSQ010000012.1:173545-183811  GCF_016613125.1 341 SIR2_2->*PRTase-CE->NADAR->                                                                                                                 Pseudomonas sp. MF6776                                  Gammaproteobacteria         NZ_JAENSQ010000012.1
WP_143061819.1  PRTase-CE   NZ_FOEY01000004.1:65924-77193       GCF_900110785.1 332 *PRTase-CE->NADAR->                                                                                                                         Pseudomonas sp. NFPP19                                  Gammaproteobacteria         NZ_FOEY01000004.1
WP_232856687.1  PRTase-CE   NZ_JAJSRC010000022.1:13514-28120    GCF_021283245.1 336 ATPcone+ATP-cone+Ribonuc_red_lgN+Ribonuc_red_lgC->Ribonuc_red_sm->Bro-N->*PRTase-CE->NADAR->Bro-N->DUF6088->                                Pseudomonas sp. NMI760_13                               Gammaproteobacteria         NZ_JAJSRC010000022.1
WP_170059458.1  PRTase-CE   NZ_JAAQWS010000003.1:207507-219548  GCF_012985645.1 327 *PRTase-CE->NADAR->SHOCT->                                                                                                                  Pseudomonas sp. WS 5410                                 Gammaproteobacteria         NZ_JAAQWS010000003.1
WP_201509044.1  PRTase-CE   NZ_CAJGYQ010000003.1:170716-181958  GCF_904845975.1 353 DUF503->*PRTase-CE->NADAR->LysE->                                                                                                           Psychrobacter alimentarius                              Gammaproteobacteria         NZ_CAJGYQ010000003.1
WP_217217625.1  PRTase-CE   NZ_JAFMPB010000299.1:15364-27213    GCF_019049545.1 357 *PRTase-CE->NADAR->                                                                                                                         Rahnella aceris                                         Gammaproteobacteria         NZ_JAFMPB010000299.1
WP_228267395.1  PRTase-CE   NZ_CP041247.1:1152651-1163826       GCF_006711645.1 357 *PRTase-CE->NADAR->                                                                                                                         Raoultella electrica                                    Gammaproteobacteria         NZ_CP041247.1
KGK81658.1      PRTase-CE   JMFZ01000015.1:15537-32541          GCA_000765155.1 335 *PRTase-CE->NADAR->                                                                                                                         Stutzerimonas degradans                                 Gammaproteobacteria         JMFZ01000015.1
WP_068647105.1  PRTase-CE   NZ_LQBO01000001.1:642956-654242     GCF_001507555.1 345 TniQ->?->?->*PRTase-CE->NADAR->                                                                                                             Thiomicrospira sp. XS5                                  Gammaproteobacteria         NZ_LQBO01000001.1
WP_206971395.1  PRTase-CE   NZ_JAFLNQ010000008.1:291-4712       GCF_017313445.1 336 *PRTase-CE->NADAR->                                                                                                                         Vibrio alginolyticus                                    Gammaproteobacteria         NZ_JAFLNQ010000008.1
EGQ7707781.1    PRTase-CE   AAXMJN010000021.1:201-5829          GCA_015745225.1 335 *PRTase-CE->NADAR->DUF645->DUF645->DUF645->DUF645->DUF645->DUF645->DUF645->CxxCxxCC->                                                       Vibrio cholerae                                         Gammaproteobacteria         AAXMJN010000021.1
WP_199369680.1  PRTase-CE   NZ_JAEMFC010000031.1:254-6280       GCF_016457125.1 338 ?->?->*PRTase-CE->NADAR->DUF645->                                                                                                           Vibrio cholerae                                         Gammaproteobacteria         NZ_JAEMFC010000031.1
WP_140119851.1  PRTase-CE   NZ_NNLW01000120.1:3305-14784        GCF_006374135.1 336 *PRTase-CE->NADAR->                                                                                                                         Vibrio parahaemolyticus                                 Gammaproteobacteria         NZ_NNLW01000120.1
WP_069484690.1  PRTase-CE   NZ_MIQN01000018.1:138-4544          GCF_001726245.1 337 *PRTase-CE->NADAR->                                                                                                                         Vibrio parahaemolyticus                                 Gammaproteobacteria         NZ_MIQN01000018.1
WP_029851720.1  PRTase-CE   NZ_AWLO01000040.1:4445-17390        GCF_000491235.1 336 *PRTase-CE->NADAR->                                                                                                                         Vibrio parahaemolyticus S047                            Gammaproteobacteria         NZ_AWLO01000040.1
WP_108083388.1  PRTase-CE   NZ_PIGB01000011.1:91489-105381      GCF_003050585.1 336 TraJ-RHH->TrwB_AAD_bind->TrwC+AAA_30+SH3_13->*PRTase-CE->NADAR->                                                                            Vibrio sp. ZF 223                                       Gammaproteobacteria         NZ_PIGB01000011.1
RFF53157.1      PRTase-CE   QUZO01000025.1:39371-45915          GCA_003410175.1 347 Mrr_cat+zf-C4_Topoisom->*PRTase-CE->NADAR->                                                                                                 Xanthomonas campestris                                  Gammaproteobacteria         QUZO01000025.1
GJQ60956.1      PRTase-CE   BQMY01000001.1:2569-18384           GCA_022181065.1 359 HNH_2->?->Beta-helix+IG+Por_Secre_tail->*PRTase-CE->NADAR->nSTAND3->                                                                        Melioribacteraceae bacterium                            Ignavibacteria              BQMY01000001.1
MBI3258585.1    PRTase-CE   JACPWH010000065.1:1054-11315        GCA_016197185.1 370 Thiolase_N+Thiolase_C->*PRTase-CE->NADAR->Iso_dh->                                                                                          Ignavibacteriae bacterium                               Ignavibacteriae             JACPWH010000065.1
WP_163786032.1  PRTase-CE   NZ_JAAIYB010000400.1:568-6413       GCF_010894475.1 335 *PRTase-CE->NADAR->                                                                                                                         Myxococcus vastator                                     Myxococcia                  NZ_JAAIYB010000400.1
PIP95187.1      PRTase-CE   PCTW01000038.1:195399-204788        GCA_002786715.1 334 DUF4297->ABC-3C+ABC-3C->*PRTase-CE->NADAR->                                                                                                 Bdellovibrio sp. CG22_combo_CG10-13_8_21_14_all_39_27   Oligoflexia                 PCTW01000038.1
WP_142696465.1  PRTase-CE   NZ_CP030034.1:2125000-2135190       GCF_006874625.1 332 *PRTase-CE->NADAR->                                                                                                                         Bdellovibrio sp. NC01                                   Oligoflexia                 NZ_CP030034.1
HAT15288.1      PRTase-CE   DMYK01000507.1:384-14353            GCA_003483675.1 350 *PRTase-CE->NADAR->                                                                                                                         Microcoleaceae bacterium UBA11344                       Oscillatoriophycideae       DMYK01000507.1
NEQ78126.1      PRTase-CE   JAAHGO010000125.1:1-14994           GCA_010672455.1 345 Aconitase_B_N+Aconitase_2_N+Aconitase->?->?->*PRTase-CE->NADAR->?->                                                                         Okeania sp. SIO2C9                                      Oscillatoriophycideae       JAAHGO010000125.1
HAO10162.1      PRTase-CE   DMPE01000075.1:1-6218               GCA_003456115.1 347 HigB-like_toxin->HTH->*PRTase-CE->NADAR->CbiA->                                                                                             Planktothrix sp. UBA8407                                Oscillatoriophycideae       DMPE01000075.1
WP_015165450.1  PRTase-CE   NC_019701.1:2815183-2827343         GCF_000317065.1 359 Inositol_P->*PRTase-CE->NADAR->                                                                                                             Pseudanabaena sp. PCC 7367                              Pseudanabaenales            NC_019701.1
MBK8623991.1    PRTase-CE   JADKBV010000014.1:13626-26268       GCA_016714895.1 352 HTH+MPTase->*PRTase-CE->NADAR->ParB->                                                                                                       Saprospiraceae bacterium                                Saprospiria                 JADKBV010000014.1
MBK9581425.1    PRTase-CE   JADKEL010000007.1:376919-389888     GCA_016718065.1 353 METHYLASE->Eco57I+TaqI_C->*PRTase-CE->EVE->                                                                                                 Saprospiraceae bacterium                                Saprospiria                 JADKEL010000007.1
WP_191189799.1  PRTase-CE   NZ_JACWMY010000007.1:191648-212512  GCF_014773265.1 347 *PRTase-CE->NADAR->                                                                                                                         Mucilaginibacter pankratovii                            Sphingobacteriia            NZ_JACWMY010000007.1
WP_146191043.1  PRTase-CE   NZ_QCXX01000003.1:329436-338705     GCF_003071065.1 346 *PRTase-CE->NADAR->?->SMI1_KNR4->                                                                                                           Sphingobacterium athyrii                                Sphingobacteriia            NZ_QCXX01000003.1
MBU0678229.1    PRTase-CE   JAHIZV010000135.1:1-5071            GCA_018814445.1 346 HTH_32+rve_3->*PRTase-CE->NADAR->                                                                                                           Verrucomicrobia bacterium                               Verrucomicrobia             JAHIZV010000135.1
MBL4760558.1    PRTase-CE   JAESRQ010000146.1:1-5613            GCA_016764555.1 341 S-methyl_trans+Pterin_bind+B12-binding_2+B12-binding+Met_synt_B12->*PRTase-CE->NADAR->                                                      Mariprofundaceae bacterium                              Zetaproteobacteria          JAESRQ010000146.1

#ORC-CDC6 (Calcineurin-CE)
pid             arch                                    nucleotideID:position                   assembly            plen    compact                                                                                                                                                                                                                                                                                                                                                                                                     organism                                                            taxend                          NCBI
WP_206646015.1  Calcineurin                             NZ_RCWG01000015.1:4699-15290            GCF_004103265.1     83      *Calcineurin->wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                            Pseudoalteromonas phenolica O-BC30                                  Gammaproteobacteria             NZ_RCWG01000015.1
WP_126505693.1  Calcineurin                             NZ_RXNV01000003.1:440690-453668         GCF_003966265.1     85      TPR->GGDEF->DUF4478+Lysine_decarbox+DUF3412->5_3_exonuc_N+5_3_exonuc->DUF3192->*Calcineurin->Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                              Shewanella atlantica                                                Gammaproteobacteria             NZ_RXNV01000003.1
WP_234826091.1  Calcineurin                             NZ_QAYR01000003.1:385753-402958         GCF_003053405.1     166     Phage_integrase->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->|<-Calcineurin*<-?<-Response_reg+GerE<-?<-TetR-HTH+TetR_C_11|?->?->?->Phage_integrase->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->|<-Calcineurin*<-?<-Response_reg+GerE<-?<-TetR-HTH+TetR_C_11                                                                                                                                        Rhizobium pusense                                                   Alphaproteobacteria             NZ_QAYR01000003.1
MBI1354978.1    Calcineurin-CE                          WGMB01000003.1:1677448-1692609          GCA_016125275.1     425     *Calcineurin-CE->ORC-CDC6-like->CARF-double->DAM->                                                                                                                                                                                                                                                                                                                                                          Acidobacteria bacterium                                             Acidobacteria                   WGMB01000003.1
WP_231644120.1  Calcineurin-CE                          NZ_JADWZA010000005.1:166823-179393      GCF_015910495.1     449     Big_10+YkuD->*Calcineurin-CE->ORC-CDC6-like->CARF-double->Patatin->DUF4129->                                                                                                                                                                                                                                                                                                                                Mycolicibacterium baixiangningiae                                   Corynebacteriales               NZ_JADWZA010000005.1
WP_214542598.1  Calcineurin-CE                          NZ_JAHEWM010000017.1:45512-55330        GCF_018598295.1     438     MMR_HSR1+YchF-GTPase_C->DAM->*Calcineurin-CE->ORC-CDC6-like->CARF-double->DUF4177->                                                                                                                                                                                                                                                                                                                         Curtobacterium flaccumfaciens pv. flaccumfaciens                    Micrococcales                   NZ_JAHEWM010000017.1
WP_188437609.1  Calcineurin-CE                          NZ_BMCM01000006.1:44758-57490           GCF_014635185.1     445     *Calcineurin-CE->ORC-CDC6-like->CARF-double->DAM->TrwC+AAA_30->                                                                                                                                                                                                                                                                                                                                             Microbacterium murale                                               Micrococcales                   NZ_BMCM01000006.1
MBK8459152.1    Calcineurin-CE                          JADJTO010000002.1:390959-403919         GCA_016711105.1     250     SLATT->DAM->*Calcineurin-CE->ORC-CDC6-like->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                 Micropruina sp.                                                     Propionibacteriales             JADJTO010000002.1
TAJ14060.1      Calcineurin-CE                          RHGE01000015.1:59036-73405              GCA_004296775.1     407     Peptidase_M20->MFS_1->?->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->DAM->Imm-SUKH-SMI1->DUF5713->                                                                                                                                                                                                                                                                                                      Marinilabiliaceae bacterium JC017                                   Bacteroidia                     RHGE01000015.1
ETZ22818.1      Calcineurin-CE                          AWRU01000008.1:35342-49289              GCA_000523515.1     287     DEDD_Tnp_IS110+Transposase_20->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->*Calcineurin-CE->?->MazG->Thymidylate-synthase->Thymidylate->XkdW->?->DEDD_Tnp_IS110+Transposase_20->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->*Calcineurin-CE->?->MazG->Thymidylate-synthase->Thymidylate->XkdW->                                                                                       Pedobacter sp. V48                                                  Sphingobacteriia                AWRU01000008.1
WP_156194854.1  Calcineurin-CE                          NZ_QTZN02000006.1:59462-73180           GCF_003863375.2     409     OEP+OEP->HlyD->MFS_1->*Calcineurin-CE->ORC-CDC6-like->CARF-double->DAM->                                                                                                                                                                                                                                                                                                                                    Labilibaculum euxinus                                               Bacteroidia                     NZ_QTZN02000006.1
NQU20103.1      Calcineurin-CE                          JABMRB010000103.1:10868-20507           GCA_013202865.1     421     *Calcineurin-CE->ORC-CDC6-like->CARF-double->DAM->                                                                                                                                                                                                                                                                                                                                                          Candidatus Nealsonbacteria bacterium                                Candidatus Nealsonbacteria      JABMRB010000103.1
MBQ1736369.1    Calcineurin-CE                          JAFOQC010000462.1:1-2979                GCA_017393945.1     405     HEPN->*Calcineurin-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                      Lachnospiraceae bacterium                                           Clostridia                      JAFOQC010000462.1
EOS77608.1      Calcineurin-CE                          KE159799.1:722969-741998                GCA_000403495.2     405     TRAM+METHYLASE->N6_N4_Mtase->SF2-DUF3427A->AlbA_2+HATPase_c_4+BirA-HTH->DAM->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                  Lachnospiraceae bacterium 10-1                                      Clostridia                      KE159799.1
MBE6634905.1    Calcineurin-CE                          SVRZ01000005.1:82339-94616              GCA_015064555.1     404     XIS-HTH->DAM->DndB+HEPN->*Calcineurin-CE->ORC-CDC6-like->CARF-double->DUF2263->Tox-RES->                                                                                                                                                                                                                                                                                                                    Oscillospiraceae bacterium                                          Clostridia                      SVRZ01000005.1
WP_110463250.1  Calcineurin-CE                          NZ_QKMR01000024.1:60189-71580           GCF_003208175.1     405     Resolvase+Recombinase+Zn_ribbon_recom->XIS-HTH->DAM->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                          Ruminiclostridium sufflavum DSM 19573                               Clostridia                      NZ_QKMR01000024.1
MBR3223077.1    Calcineurin-CE                          JAFWKK010000065.1:296-9946              GCA_017514235.1     411     A18+RE_endonuc->PDDEXK_3->N6_N4_Mtase->DAM->*Calcineurin-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                Kiritimatiellae bacterium                                           Kiritimatiellae                 JAFWKK010000065.1
MBS0202021.1    Calcineurin-CE                          JAFEBS010000008.1:281788-300791         GCA_018242525.1     431     *Calcineurin-CE->ORC-CDC6-like->CARF-double->DAM->GDSL->GSDH+HEAT_2+HEAT->                                                                                                                                                                                                                                                                                                                                  Planctomycetota bacterium                                           Planctomycetota                 JAFEBS010000008.1
MBK8961305.1    Calcineurin-CE                          JADJYF010000027.1:118-8649              GCA_016719885.1     131     *Calcineurin-CE->ORC-CDC6-like->CARF-double->Phage_int_SAM_2+Integrase_1->Phage_int_SAM_1+Phage_integrase->                                                                                                                                                                                                                                                                                                 Proteobacteria bacterium                                            Proteobacteria                  JADJYF010000027.1
WP_135194682.1  Calcineurin-CE                          NZ_SPVH01000006.1:573637-592820         GCF_004614235.1     421     Response_reg->?->tRNA->?->DUF4365+TPR+GreAB-C+PIN->DUF2188->*Calcineurin-CE->ORC-CDC6-like->CARF-double->TnsA-REase->rve->TnsC-ATPase->                                                                                                                                                                                                                                                                     Brevundimonas intermedia                                            Alphaproteobacteria             NZ_SPVH01000006.1
WP_151563357.1  Calcineurin-CE                          NZ_WBWD01000007.1:522-12226             GCF_008932425.1     424     FMN_red->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                      Brucella pseudogrignonensis                                         Alphaproteobacteria             NZ_WBWD01000007.1
WP_196272433.1  Calcineurin-CE                          NZ_JADQDO010000006.1:196085-207981      GCF_015694465.1     417     Methyltransf_25->S1COLD->?->?->tRNA->Phage_integrase->*Calcineurin-CE->ORC-CDC6-like->CARF-double->EVE->                                                                                                                                                                                                                                                                                                    Microvirga alba                                                     Alphaproteobacteria             NZ_JADQDO010000006.1
WP_166802201.1  Calcineurin-CE                          NZ_SPJX01000167.1:161976-177576         GCF_004458765.1     417     tRNA->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Microvirga pakistanensis                                            Alphaproteobacteria             NZ_SPJX01000167.1
CCE03750.1      Calcineurin-CE                          CAFJ01000768.1:3-4116                   GCA_000239795.2     324     *Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Bradyrhizobium sp. STM 3809                                         Alphaproteobacteria             CAFJ01000768.1
WP_080584116.1  Calcineurin-CE                          NZ_AJPZ01000369.1:9343-22430            GCF_000261585.1     424     DUF2130->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                   Bradyrhizobium japonicum CCBAU 15618                                Alphaproteobacteria             NZ_AJPZ01000369.1
WP_128946822.1  Calcineurin-CE                          NZ_LBJM01000082.1:62164-71493           GCF_004114485.1     424     ACAS_N+AMP-binding+AMP-binding_C->?->RVT->*Calcineurin-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                  Bradyrhizobium zhanjiangense                                        Alphaproteobacteria             NZ_LBJM01000082.1
WP_110785419.1  Calcineurin-CE                          NZ_QKQS01000012.1:211359-222420         GCF_003226555.1     402     *Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Rhodopseudomonas palustris                                          Alphaproteobacteria             NZ_QKQS01000012.1
WP_158284933.1  Calcineurin-CE                          NZ_QGTR01000002.1:996174-1009363        GCF_003182275.1     393     *Calcineurin-CE->ORC-CDC6-like->CARF-double->HTH_Tnp_1+HTH_21+rve_3->                                                                                                                                                                                                                                                                                                                                       Hoeflea marina                                                      Alphaproteobacteria             NZ_QGTR01000002.1
WP_183465388.1  Calcineurin-CE                          NZ_CP050297.1:254779-265724             GCF_014189455.1     422     Prok-JAB->ThiF->*Calcineurin-CE->ORC-CDC6-like->CARF-double->PSE->HTH_Tnp_1->TnpB_IS66->LZ_Tnp_IS66+zf-IS66+DDE_Tnp_IS66+DDE_Tnp_IS66_C->                                                                                                                                                                                                                                                                   Mesorhizobium huakuii                                               Alphaproteobacteria             NZ_CP050297.1
WP_192250280.1  Calcineurin-CE                          NZ_JHQT01000015.1:97012-107137          GCF_014843835.1     448     Prok-JAB->ThiF->*Calcineurin-CE->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                                                         Mesorhizobium caraganae CCBAU 01502                                 Alphaproteobacteria             NZ_JHQT01000015.1
WP_095782154.1  Calcineurin-CE                          NZ_NSGE01000004.1:294047-306408         GCF_002294985.1     278     NMO->?->Methyltransf_25->?->DAM->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Mesorhizobium sp. WSM3862                                           Alphaproteobacteria             NZ_NSGE01000004.1
WP_196379951.1  Calcineurin-CE                          NZ_JADQWB010000016.1:83315-95680        GCF_015704895.1     465     *Calcineurin-CE->ORC-CDC6-like->CARF-double->Thy1->?->CTD7->                                                                                                                                                                                                                                                                                                                                                Agrobacterium leguminum                                             Alphaproteobacteria             NZ_JADQWB010000016.1
WP_149146146.1  Calcineurin-CE                          NZ_VTPB01000001.1:627854-643460         GCF_008274755.1     399     Phage_integrase->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Agrobacterium sp. B1(2019)                                          Alphaproteobacteria             NZ_VTPB01000001.1
QTG17065.1      Calcineurin-CE                          CP049219.1:266785-279139                GCA_017584185.1     443     *Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Agrobacterium tumefaciens                                           Alphaproteobacteria             CP049219.1
WP_121692167.1  Calcineurin-CE                          NZ_CP033036.1:20332-33755               GCF_003667945.1     424     *Calcineurin-CE->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                                                                         Agrobacterium fabrum                                                Alphaproteobacteria             NZ_CP033036.1
WP_099087001.1  Calcineurin-CE                          NZ_CP042276.1:218088-238610             GCF_002591665.3     443     PSE->?->Mbetalac->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Agrobacterium tumefaciens                                           Alphaproteobacteria             NZ_CP042276.1
WP_153793985.1  Calcineurin-CE                          NZ_WJOK01000042.1:10979-23527           GCF_009649785.1     443     *Calcineurin-CE->ORC-CDC6-like->CARF-double->HIN-HTH->                                                                                                                                                                                                                                                                                                                                                      Agrobacterium fabacearum                                            Alphaproteobacteria             NZ_WJOK01000042.1
WP_109461602.1  Calcineurin-CE                          NZ_QFBC01000019.1:97915-112827          GCF_003122325.1     432     HxlR->AAA_21->HNH->?->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->Thy1->METHYLASE->                                                                                                                                                                                                                                                                                                                     Rhizobium album                                                     Alphaproteobacteria             NZ_QFBC01000019.1
WP_168263388.1  Calcineurin-CE                          NZ_WIEW01000025.1:251-11891             GCF_012276195.1     442     *Calcineurin-CE->ORC-CDC6-like->CARF-double->?->?->CMD->                                                                                                                                                                                                                                                                                                                                                    Rhizobium leguminosarum bv. viciae                                  Alphaproteobacteria             NZ_WIEW01000025.1
WP_164593206.1  Calcineurin-CE                          NZ_WUFS01000013.1:84735-97759           GCF_010668835.1     399     *Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Rhizobium leguminosarum                                             Alphaproteobacteria             NZ_WUFS01000013.1
WP_117371710.1  Calcineurin-CE                          NZ_QWBU01000011.1:21624-36942           GCF_003432075.1     429     DUF1403->SMC_ScpB->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                            Shinella sp. WSJ-2                                                  Alphaproteobacteria             NZ_QWBU01000011.1
WP_164818324.1  Calcineurin-CE                          NZ_RPJB01000058.1:6288-21249            GCF_004002155.1     424     *Calcineurin-CE->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                                                                         Sinorhizobium medicae                                               Alphaproteobacteria             NZ_RPJB01000058.1
RVH19030.1      Calcineurin-CE                          RPIG01000106.1:124-6670                 GCA_004001805.1     494     *Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Sinorhizobium meliloti                                              Alphaproteobacteria             RPIG01000106.1
PWW02278.1      Calcineurin-CE                          QGTR01000002.1:996174-1009363           GCA_003182275.1     399     *Calcineurin-CE->ORC-CDC6-like->CARF-double->HTH_Tnp_1->HTH_21+rve_3->                                                                                                                                                                                                                                                                                                                                      Hoeflea marina                                                      Alphaproteobacteria             QGTR01000002.1
WP_165761448.1  Calcineurin-CE                          NZ_FWFY01000006.1:11739-24649           GCF_900172345.1     432     tRNA->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Limimaricola soesokkakensis                                         Alphaproteobacteria             NZ_FWFY01000006.1
WP_218141128.1  Calcineurin-CE                          NZ_FNPF01000013.1:100636-112973         GCF_900107235.1     452     *Calcineurin-CE->ORC-CDC6-like->CARF-double->HIRAN->HNH->                                                                                                                                                                                                                                                                                                                                                   Citreimonas salinaria                                               Alphaproteobacteria             NZ_FNPF01000013.1
WP_171665843.1  Calcineurin-CE                          NZ_WVQZ01000003.1:8574-20161            GCF_013110675.1     450     HTH->*Calcineurin-CE->ORC-CDC6-like->CARF-double->?->HlyD->ABC_tran->                                                                                                                                                                                                                                                                                                                                       Ruegeria sp. HKCCD6228                                              Alphaproteobacteria             NZ_WVQZ01000003.1
WP_058818433.1  Calcineurin-CE                          NZ_LNSB01000006.1:468-14584             GCF_001468285.1     445     *Calcineurin-CE->ORC-CDC6-like->CARF-double->Helicase_C_4->                                                                                                                                                                                                                                                                                                                                                 Sphingopyxis sp. HIX                                                Alphaproteobacteria             NZ_LNSB01000006.1
PHM21227.1      Calcineurin-CE                          NSIV01000001.1:457956-470525            GCA_002633085.1     156     DAM->*Calcineurin-CE->Transposase_mut->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                         Curvibacter sp. PD_MW3                                              Betaproteobacteria              NSIV01000001.1
WP_169261105.1  Calcineurin-CE                          NZ_WTVQ01000023.1:65725-76397           GCF_012910955.1     421     DAM->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Aromatoleum diolicum                                                Betaproteobacteria              NZ_WTVQ01000023.1
WP_187716414.1  Calcineurin-CE                          NZ_JACTAH010000001.1:350153-363193      GCF_014489115.1     417     CMD->tRNA->?->DAM->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                            Thauera sp. CAU 1555                                                Betaproteobacteria              NZ_JACTAH010000001.1
TNE90355.1      Calcineurin-CE                          SBGP01000043.1:56134-75747              GCA_006226595.1     482     LPD36+METHYLASE+D6->Peptidase_M15_3->XhlA->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                    Deltaproteobacteria bacterium                                       Deltaproteobacteria             SBGP01000043.1
WP_153868433.1  Calcineurin-CE                          NZ_JADKXZ010000012.1:23717-39055        GCF_015354265.1     403     *Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Simulacricoccus sp. 17bor-14                                        Deltaproteobacteria             NZ_JADKXZ010000012.1
WP_160881919.1  Calcineurin-CE                          NZ_WVRP01000070.1:12568-23406           GCF_009834905.1     351     *Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Aeromonas veronii                                                   Gammaproteobacteria             NZ_WVRP01000070.1
WP_193521895.1  Calcineurin-CE                          NZ_WEIA01000005.1:269764-283575         GCF_012641725.1     121     TP_methylase->ncRNA->DUF3258+Phage_integrase->*Calcineurin-CE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->TP_methylase->ncRNA->DUF3258+Phage_integrase->*Calcineurin-CE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                          Pseudoalteromonas maricaloris                                       Gammaproteobacteria             NZ_WEIA01000005.1
WP_083318595.1  Calcineurin-CE                          NZ_BSBA01000001.1:128719-140433         GCF_026012955.1     270     Arm-DNA-bind_3+Phage_integrase->PSE->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->GDP_Man_Dehyd->                                                                                                                                                                                                                                                                        Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_BSBA01000001.1
WP_154912000.1  Calcineurin-CE                          NZ_CABVIK010000004.1:292929-307334      GCF_902498035.1     176     LysR_substrate->Glycos_transf_N+Glycos_transf_1->DAM->*Calcineurin-CE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->LysR_substrate->Glycos_transf_N+Glycos_transf_1->DAM->*Calcineurin-CE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                          Pseudomonas fluorescens                                             Gammaproteobacteria             NZ_CABVIK010000004.1
GAJ69962.1      Calcineurin-CE                          BAYR01000002.1:288357-297022            GCA_000695035.1     386     HipA_C->?->HTH_15->*Calcineurin-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Vibrio sp. JCM 18904                                                Gammaproteobacteria             BAYR01000002.1
WP_001965383.1  Calcineurin-CE                          NZ_JAACLW010000024.1:83138-97599        GCF_013111805.1     348     NAD_synthase->DcuA_DcuB->DEAD->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Vibrio cholerae                                                     Gammaproteobacteria             NZ_JAACLW010000024.1
WP_168836994.1  Calcineurin-CE                          NZ_JABAIK010000013.1:63269-78363        GCF_012641465.1     397     Acetate_kinase->AAA_26+DRTGG+PTA_PTB->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Vibrio agarilyticus                                                 Gammaproteobacteria             NZ_JABAIK010000013.1
AVP97530.1      Calcineurin-CE                          CP027860.1:2629645-2644836              GCA_003015185.1     340     DAM->*Calcineurin-CE->DUF772+DDE_Tnp_1->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Ahniella affigens                                                   Gammaproteobacteria             CP027860.1
WP_146151855.1  Calcineurin-CE                          NZ_CP027860.1:2629645-2645878           GCF_003015185.1     353     *Calcineurin-CE->DUF772+DDE_Tnp_1->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Ahniella affigens                                                   Gammaproteobacteria             NZ_CP027860.1
WP_126116553.1  Calcineurin-CE                          NZ_CP017947.1:171965-184545             GCF_003952665.1     434     TPR->DUF900->?->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                            Bosea sp. Tri-49                                                    Alphaproteobacteria             NZ_CP017947.1
WP_190237323.1  Calcineurin-CE                          NZ_CP013630.1:3033238-3046316           GCF_001664485.1     443     QueC->REase->?->?->HD+HD_assoc->*Calcineurin-CE->ORC-CDC6-like->CARF-double->Imm54->PSE->                                                                                                                                                                                                                                                                                                                   Rhizobium sp. N324                                                  Alphaproteobacteria             NZ_CP013630.1
WP_108081454.1  Calcineurin-CE                          NZ_QAYR01000003.1:385753-402958         GCF_003053405.1     399     Phage_integrase->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->|<-Calcineurin*<-?<-Response_reg+GerE<-?<-TetR-HTH+TetR_C_11|?->?->?->Phage_integrase->?->*Calcineurin-CE->ORC-CDC6-like->CARF-double->|<-Calcineurin*<-?<-Response_reg+GerE<-?<-TetR-HTH+TetR_C_11                                                                                                                                        Rhizobium pusense                                                   Alphaproteobacteria             NZ_QAYR01000003.1
WP_048578736.1  Calcineurin-CE                          NZ_LECE01000173.1:209-4417              GCF_001047295.1     424     *Calcineurin-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                            Sphingomonas sp. MEA3-1                                             Alphaproteobacteria             NZ_LECE01000173.1
WP_189345615.1  Calcineurin-CE+ORC-CDC6-like            NZ_BMYT01000002.1:557403-572430         GCF_014652415.1     948     DnaA_N+Bac_DnaA+DNAA-HTH->DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->DNA_methylase->*Calcineurin-CE+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                Undibacterium macrobrachii                                          Betaproteobacteria              NZ_BMYT01000002.1
TRZ90093.1      Calcineurin-CE+wHTH                     QYPO01000087.1:1-6998                   GCA_007280025.1     418     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Methanosarcinales archaeon                                          Stenosarchaea group             QYPO01000087.1
MBK7706369.1    Calcineurin-CE+wHTH                     JADJMK010000014.1:77696-90575           GCA_016709645.1     309     Fer4_11+NrfD->PSE->Molybdop_Fe4S4+Molybdopterin+Molydop_binding->DAM->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->ORC-CDC6-like->                                                                                                                                                                                                                                                                             Acidobacteria bacterium                                             Acidobacteria                   JADJMK010000014.1
KAA6465274.1    Calcineurin-CE+wHTH                     VANK01000001.1:1123684-1140229          GCA_008682415.1     403     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Acidobacteria bacterium AB60                                        Acidobacteria                   VANK01000001.1
MBK8466325.1    Calcineurin-CE+wHTH                     JADJTD010000001.1:2606188-2616736       GCA_016711345.1     397     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Chloracidobacterium sp.                                             Blastocatellia                  JADJTD010000001.1
WP_082960052.1  Calcineurin-CE+wHTH                     NZ_LZIE01000074.1:137656-151541         GCF_001667155.1     425     FAD_binding_6+NAD_binding_1+Ferredoxin-betagrasp->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                     Mycobacterium sp. 852002-53434_SCH5985345                           Corynebacteriales               NZ_LZIE01000074.1
WP_076111413.1  Calcineurin-CE+wHTH                     NZ_AGSZ01000239.1:381-4326              GCF_000233935.1     412     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Mycolicibacterium conceptionense                                    Corynebacteriales               NZ_AGSZ01000239.1
WP_081912874.1  Calcineurin-CE+wHTH                     NZ_FMZG01000003.1:295464-308626         GCF_900101555.1     403     tRNA->PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Mycobact_memb->MMPL+MA+MMPL->                                                                                                                                                                                                                                                                                                                  Mycolicibacterium neoaurum                                          Corynebacteriales               NZ_FMZG01000003.1
WP_094680953.1  Calcineurin-CE+wHTH                     NZ_NOYI01000027.1:414886-436955         GCF_002258785.1     414     RNA_pol_Rpb2_1+RNA_pol_Rpb2_3+RNA_pol_Rpb2_45+RNA_pol_Rpb2_6+RNA_pol_Rpb2_7->RNA_pol_Rpb1_1+RNA_pol_Rpb1_2+RNA_pol_Rpb1_3+RNA_pol_Rpb1_4+RNA_pol_Rpb1_5->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                 Rhodococcus sp. 06-235-1A                                           Corynebacteriales               NZ_NOYI01000027.1
WP_186827999.1  Calcineurin-CE+wHTH                     NZ_BKBA01000008.1:381427-395383         GCF_007992835.1     392     B12-binding+ArgK+MM_CoA_mutase->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                     Knoellia locipacati                                                 Micrococcales                   NZ_BKBA01000008.1
WP_082465961.1  Calcineurin-CE+wHTH                     NZ_LMKK01000002.1:53149-66559           GCF_001421485.1     401     DTXR-HTH->?->NLPC->HNH->tRNA->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                            Agreia sp. Leaf210                                                  Micrococcales                   NZ_LMKK01000002.1
KZE94858.1      Calcineurin-CE+wHTH                     LQGY01000014.1:187984-203506            GCA_001620055.1     409     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Agromyces sp. NDB4Y10                                               Micrococcales                   LQGY01000014.1
WP_081840955.1  Calcineurin-CE+wHTH                     NZ_AZQZ01000045.1:17862-30919           GCF_000698005.1     391     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Clavibacter cf. michiganensis LMG 26808                             Micrococcales                   NZ_AZQZ01000045.1
WP_165931515.1  Calcineurin-CE+wHTH                     NZ_SMGH01000008.1:244428-259495         GCF_004346855.1     402     PCRF+RF-1->ABC_tran->FtsX_ECD+FtsX->SmpB->tmRNA->*Calcineurin-CE+wHTH->ORC-CDC6-like->?->AA_permease_2->                                                                                                                                                                                                                                                                                                    Curtobacterium sp. PhB136                                           Micrococcales                   NZ_SMGH01000008.1
WP_166760833.1  Calcineurin-CE+wHTH                     NZ_JAAOYW010000003.1:12515-24773        GCF_011761235.1     399     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->tRNA->?->NTP_transf_3->Pribosyltran_N+Pribosyl_synth->                                                                                                                                                                                                                                                                                               Frigoribacterium faeni                                              Micrococcales                   NZ_JAAOYW010000003.1
WP_162234595.1  Calcineurin-CE+wHTH                     NZ_LMKB01000004.1:85911-99611           GCF_001421165.1     398     tRNA->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Frigoribacterium sp. Leaf8                                          Micrococcales                   NZ_LMKB01000004.1
WP_036297723.1  Calcineurin-CE+wHTH                     NZ_HG779660.1:1-8194                    GCF_000582705.2     429     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Microbacterium sp. C448                                             Micrococcales                   NZ_HG779660.1
WP_104301089.1  Calcineurin-CE+wHTH                     NZ_PSTX01000007.1:1-10622               GCF_002931355.1     412     tRNA->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                            Pseudoclavibacter sp. RFBJ5                                         Micrococcales                   NZ_PSTX01000007.1
MBI3510938.1    Calcineurin-CE+wHTH                     JACQAM010000014.1:45750-59640           GCA_016194975.1     400     Thymidylat_synt->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                    Bacteroidetes bacterium                                             Bacteroidetes                   JACQAM010000014.1
MBP1631348.1    Calcineurin-CE+wHTH                     JAFNAQ010000040.1:1-8543                GCA_017860275.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Glyoxalase->                                                                                                                                                                                                                                                                                                                                         Bacteroidetes bacterium                                             Bacteroidetes                   JAFNAQ010000040.1
MBO6516829.1    Calcineurin-CE+wHTH                     JAEPQQ010000040.1:9666-21049            GCA_017640445.1     379     *Calcineurin-CE+wHTH->ORC-CDC6-like->assembly_gap->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Bacteroidia bacterium                                               Bacteroidia                     JAEPQQ010000040.1
MBA4409706.1    Calcineurin-CE+wHTH                     PNOH01000018.1:36586-49612              GCA_013824715.1     397     PSE->HTH_3->ParB+DUF1524->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                           Odoribacter sp.                                                     Bacteroidia                     PNOH01000018.1
WP_101573096.1  Calcineurin-CE+wHTH                     NZ_OEPW01000005.1:253995-268733         GCF_900240235.1     387     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Alistipes sp. cv1                                                   Bacteroidia                     NZ_OEPW01000005.1
MBN8672817.1    Calcineurin-CE+wHTH                     JAFLBM010000002.1:103542-115802         GCA_017303455.1     399     Thymidylat_synt->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->?->NACHT+TPR->Arabinose_Iso_C->                                                                                                                                                                                                                                                                                                     Chitinophagales bacterium                                           Chitinophagia                   JAFLBM010000002.1
TXJ28977.1      Calcineurin-CE+wHTH                     SSHF01000004.1:384452-399898            GCA_008017335.1     384     DHp+HisKin-conflict->Response_reg->TOPRIM->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                       Chitinophagaceae bacterium                                          Chitinophagia                   SSHF01000004.1
WP_108802177.1  Calcineurin-CE+wHTH                     NZ_OMKC01000002.1:418193-432212         GCF_900299505.1     387     MutS_I+MutS_II+MutS_III+MutS_V->tRNA->tRNA->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                         Aquimarina sp. Aq107                                                Flavobacteriia                  NZ_OMKC01000002.1
WP_187582819.1  Calcineurin-CE+wHTH                     NZ_JACLHY010000005.1:5406-17098         GCF_014397245.1     360     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->CytC->His_kinase->His_kinase->                                                                                                                                                                                                                                                                                                                       Arenibacter arenosicollis                                           Flavobacteriia                  NZ_JACLHY010000005.1
WP_199001271.1  Calcineurin-CE+wHTH                     NZ_JAELUB010000052.1:16773-28868        GCF_016429105.1     396     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Flavobacterium sp. ASV13                                            Flavobacteriia                  NZ_JAELUB010000052.1
WP_028890652.1  Calcineurin-CE+wHTH                     NZ_JADN01000003.1:140496-154041         GCF_000518405.1     398     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Tenacibaculum sp. 47A_GOM-205m                                      Flavobacteriia                  NZ_JADN01000003.1
WP_089690369.1  Calcineurin-CE+wHTH                     NZ_CP065589.1:4747575-4761766           GCF_021278965.1     396     Resolvase+HIN-HTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Chryseobacterium capnotolerans                                      Flavobacteriia                  NZ_CP065589.1
WP_158826724.1  Calcineurin-CE+wHTH                     NZ_WSRW01000002.1:821636-834024         GCF_009770985.1     400     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Mucilaginibacter sp. JXJ CY 39                                      Sphingobacteriia                NZ_WSRW01000002.1
ETZ22815.1      Calcineurin-CE+wHTH                     AWRU01000008.1:35342-49289              GCA_000523515.1     396     DEDD_Tnp_IS110+Transposase_20->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->*Calcineurin-CE->?->MazG->Thymidylate-synthase->Thymidylate->XkdW->?->DEDD_Tnp_IS110+Transposase_20->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->*Calcineurin-CE->?->MazG->Thymidylate-synthase->Thymidylate->XkdW->                                                                                       Pedobacter sp. V48                                                  Sphingobacteriia                AWRU01000008.1
WP_056870635.1  Calcineurin-CE+wHTH                     NZ_LMPU01000008.1:180800-192051         GCF_001423945.1     391     HEPN->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Pedobacter sp. Leaf194                                              Sphingobacteriia                NZ_LMPU01000008.1
WP_070566641.1  Calcineurin-CE+wHTH                     NZ_KV791934.1:123276-135385             GCF_001808025.1     392     REase->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->assembly_gap->                                                                                                                                                                                                                                                                                                                                Sphingobacterium sp. HMSC13C05                                      Sphingobacteriia                NZ_KV791934.1
WP_217935414.1  Calcineurin-CE+wHTH                     NZ_CAJSZN010000028.1:34807-43431        GCF_910573885.1     389     RteC->XIS-HTH->?->DUF5712->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                          Parabacteroides distasonis                                          Bacteroidia                     NZ_CAJSZN010000028.1
WP_161819660.1  Calcineurin-CE+wHTH                     NZ_JAACJS010000015.1:1032433-1042066    GCF_009939005.1     403     Pentapeptide_4->NTP_transf_2->SRAP->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->HTH->                                                                                                                                                                                                                                                                                                            Sediminibacterium roseum                                            Chitinophagia                   NZ_JAACJS010000015.1
WP_184497357.1  Calcineurin-CE+wHTH                     NZ_JACIJO010000003.1:1328086-1339718    GCF_014206875.1     395     HTH_26->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->?->Na_sulph_symp->His_kinase->                                                                                                                                                                                                                                                                                                               Algoriphagus iocasae                                                Cytophagia                      NZ_JACIJO010000003.1
WP_031426972.1  Calcineurin-CE+wHTH                     NZ_JPOL01000002.1:2011817-2025618       GCF_000733945.1     397     Peptidase_M50->tRNA->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Flavimarina sp. Hel_I_48                                            Flavobacteriia                  NZ_JPOL01000002.1
WP_119789592.1  Calcineurin-CE+wHTH                     NZ_CP023642.1:1299862-1315968           GCF_003590565.1     387     HTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Flavobacterium anhuiense                                            Flavobacteriia                  NZ_CP023642.1
WP_109194387.1  Calcineurin-CE+wHTH                     NZ_CP029255.1:5496294-5506423           GCF_003122385.1     394     RNA_lig_T4_1->AAA_33->?->TatD_DNase->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                Flavobacterium crocinum                                             Flavobacteriia                  NZ_CP029255.1
WP_109569492.1  Calcineurin-CE+wHTH                     NZ_CP029463.1:2120125-2132473           GCF_003148385.1     390     TROVE->RtcB->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->CHTH->                                                                                                                                                                                                                                                                                                                                  Flavobacterium sediminis                                            Flavobacteriia                  NZ_CP029463.1
WP_088444738.1  Calcineurin-CE+wHTH                     NZ_MTCY01000015.1:26582-39121           GCF_002204835.1     398     APS_kinase->Glyco_trans_1_3->Nuc-transf->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->RlaP->ExbD->                                                                                                                                                                                                                                                                                                Flavobacterium oreochromis                                          Flavobacteriia                  NZ_MTCY01000015.1
WP_110306471.1  Calcineurin-CE+wHTH                     NZ_QJHK01000007.1:24541-41962           GCF_003202435.1     383     HTH->CinA->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Flavobacterium cheongpyeongense                                     Flavobacteriia                  NZ_QJHK01000007.1
WP_066219066.1  Calcineurin-CE+wHTH                     NZ_BDEL01000001.1:814863-826497         GCF_001685485.1     393     DUF5712->VirD4-TraG->?->AbiEii->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                      Formosa haliotis                                                    Flavobacteriia                  NZ_BDEL01000001.1
WP_141878326.1  Calcineurin-CE+wHTH                     NZ_VFME01000001.1:2537828-2550805       GCF_006714895.1     376     tRNA->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Gramella sp. Hel_I_59                                               Flavobacteriia                  NZ_VFME01000001.1
WP_157209179.1  Calcineurin-CE+wHTH                     NZ_WRPN01000015.1:52646-62540           GCF_009746565.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->LuxR-HTH->Aminotran_1_2->FGGY_N+FGGY_C->                                                                                                                                                                                                                                                                                                             Mariniflexile maritimum                                             Flavobacteriia                  NZ_WRPN01000015.1
WP_148311336.1  Calcineurin-CE+wHTH                     NZ_AP014548.1:1019072-1030897           GCF_000831385.1     365     GAF+HATPase_c->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                   Nonlabens marinus S1-08                                             Flavobacteriia                  NZ_AP014548.1
WP_077413896.1  Calcineurin-CE+wHTH                     NZ_FTPE01000008.1:119702-131011         GCF_900156935.1     385     XIS-HTH->?->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                      Chryseobacterium sp. JV274                                          Flavobacteriia                  NZ_FTPE01000008.1
WP_142717367.1  Calcineurin-CE+wHTH                     NZ_FXTC01000002.1:468877-480217         GCF_900182655.1     394     Resolvase+HTH_7->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                    Chryseobacterium rhizoplanae                                        Flavobacteriia                  NZ_FXTC01000002.1
MBK9103974.1    Calcineurin-CE+wHTH                     JADJVH010000003.1:188605-203008         GCA_016716665.1     383     HEPN->DAM->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->PSE->?->?->FAD_binding_2+Succ_DH_flav_C->                                                                                                                                                                                                                                                                                                 Candidatus Opimibacter iunctus                                      Saprospiria                     JADJVH010000003.1
AMR33468.1      Calcineurin-CE+wHTH                     CP014773.1:4515278-4530196              GCA_001596135.1     387     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Mucilaginibacter sp. PAMC 26640                                     Sphingobacteriia                CP014773.1
WP_111636513.1  Calcineurin-CE+wHTH                     NZ_QLLR01000057.1:1-7800                GCF_003259615.1     397     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                                Pedobacter cryoconitis                                              Sphingobacteriia                NZ_QLLR01000057.1
WP_075992326.1  Calcineurin-CE+wHTH                     NZ_CP019158.1:3121415-3140483           GCF_001952815.1     386     Tox-HNH->NUDIX->UvrD-helicase+UvrD-helicase->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->LuxR-HTH->                                                                                                                                                                                                                                                                                           Sphingobacterium sp. B29                                            Sphingobacteriia                NZ_CP019158.1
NUQ10769.1      Calcineurin-CE+wHTH                     JABWBJ010000002.1:1-11942               GCA_013360595.1     396     HlyD_D23->ACR_tran->Arr-ms->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->DUF4258->DUF2283->                                                                                                                                                                                                                                                                                                       Gemmatimonadaceae bacterium                                         Gemmatimonadales                JABWBJ010000002.1
MSR60593.1      Calcineurin-CE+wHTH                     SIAF01000441.1:1-5616                   GCA_009691905.1     410     PSE->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                             Planctomycetaceae bacterium                                         Planctomycetia                  SIAF01000441.1
QDT99561.1      Calcineurin-CE+wHTH                     CP037920.1:6410565-6421930              GCA_007748195.1     335     DUF1572->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                            Gimesia aquarii                                                     Planctomycetia                  CP037920.1
WP_232102631.1  Calcineurin-CE+wHTH                     NZ_CP037920.1:6410565-6421930           GCF_007748195.1     244     DUF1572->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                            Gimesia aquarii                                                     Planctomycetia                  NZ_CP037920.1
MBS0375712.1    Calcineurin-CE+wHTH                     JAFEDR010000011.1:279823-296276         GCA_018241525.1     402     TVPOL->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                              Proteobacteria bacterium                                            Proteobacteria                  JAFEDR010000011.1
PID46341.1      Calcineurin-CE+wHTH                     PDPG01000038.1:1-7929                   GCA_002747455.1     398     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Proteobacteria bacterium                                            Proteobacteria                  PDPG01000038.1
RYZ89926.1      Calcineurin-CE+wHTH                     SEDT01000109.1:303-5313                 GCA_004193275.1     416     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Proteobacteria bacterium                                            Proteobacteria                  SEDT01000109.1
NBC31056.1      Calcineurin-CE+wHTH                     JAAAOG010000002.1:1330-13425            GCA_009909005.1     401     BPD_transp_1_N+BPD_transp_1->BPD_transp_1->ABC_tran+oligo_HPY->ABC_tran+oligo_HPY->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Fer4_22->CNMP->NAD_binding_1+DHODB_Fe-S_bind->                                                                                                                                                                                                                    Alphaproteobacteria bacterium                                       Alphaproteobacteria             JAAAOG010000002.1
MBF0333421.1    Calcineurin-CE+wHTH                     JADGAJ010000091.1:2303-11128            GCA_015232055.1     399     SCP2->Peptidase_U32->Peptidase_U32->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                      Alphaproteobacteria bacterium                                       Alphaproteobacteria             JADGAJ010000091.1
PZO46792.1      Calcineurin-CE+wHTH                     QBMO01000154.1:206-5187                 GCA_003242075.1     436     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Alphaproteobacteria bacterium                                       Alphaproteobacteria             QBMO01000154.1
WP_092867143.1  Calcineurin-CE+wHTH                     NZ_FPCH01000002.1:347066-357590         GCF_900116175.1     426     Phage_integrase->Arm-DNA-bind_3+Phage_integrase->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                    Hyphomicrobium facile                                               Alphaproteobacteria             NZ_FPCH01000002.1
WP_170978669.1  Calcineurin-CE+wHTH                     NZ_LBIA02000001.1:1512938-1528348       GCF_001006325.2     393     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->DUF4935->                                                                                                                                                                                                                                                                                                                                                 Afipia massiliensis                                                 Alphaproteobacteria             NZ_LBIA02000001.1
WP_198031094.1  Calcineurin-CE+wHTH                     NZ_AUGA01000001.1:422725-436104         GCF_000426785.1     395     DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->?->AAA_25->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                           Bradyrhizobium sp. th.b2                                            Alphaproteobacteria             NZ_AUGA01000001.1
WP_186467756.1  Calcineurin-CE+wHTH                     NZ_VITK01000011.1:26281-40024           GCF_007827835.1     431     Ribosomal_L28->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->DUF2235->PilZ->                                                                                                                                                                                                                                                                                                                       Bradyrhizobium stylosanthis                                         Alphaproteobacteria             NZ_VITK01000011.1
ABE41172.1      Calcineurin-CE+wHTH                     CP000283.1:4392966-4406221              GCA_000013685.1     424     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Rhodopseudomonas palustris BisB5                                    Alphaproteobacteria             CP000283.1
WP_083220240.1  Calcineurin-CE+wHTH                     NZ_LQZT01000020.1:1-6709                GCF_001703635.1     404     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Hoeflea olei                                                        Alphaproteobacteria             NZ_LQZT01000020.1
WP_084624804.1  Calcineurin-CE+wHTH                     NZ_AYVP01000017.1:73077-82861           GCF_000502775.1     397     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Acetyltransf_1->GDResolvase+GDRESOLVASE-HTH->GIY-YIG+DUF6508->                                                                                                                                                                                                                                                                                       Mesorhizobium sp. LSJC265A00                                        Alphaproteobacteria             NZ_AYVP01000017.1
WP_198032640.1  Calcineurin-CE+wHTH                     NZ_AZUX01000015.1:170942-184570         GCF_000513915.1     401     MethyltransfD12->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                         Mesorhizobium sp. WSM2561                                           Alphaproteobacteria             NZ_AZUX01000015.1
WP_164780539.1  Calcineurin-CE+wHTH                     NZ_RZRT01000096.1:5817-13056            GCF_003998295.1     410     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Mesorhizobium sp. M7A.F.Ca.US.011.01.1.1                            Alphaproteobacteria             NZ_RZRT01000096.1
WP_181182999.1  Calcineurin-CE+wHTH                     NZ_VFTI01000021.1:54677-66344           GCF_006439515.1     450     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                                                                    Mesorhizobium sp. B3-2-1                                            Alphaproteobacteria             NZ_VFTI01000021.1
WP_140685632.1  Calcineurin-CE+wHTH                     NZ_VFVD01000008.1:233-7095              GCF_006441605.1     401     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Mesorhizobium sp. B2-4-11                                           Alphaproteobacteria             NZ_VFVD01000008.1
WP_140574217.1  Calcineurin-CE+wHTH                     NZ_VFWO01000001.1:41280-53439           GCF_006442895.1     396     FAD_binding_3->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                   Mesorhizobium sp. B1-1-9                                            Alphaproteobacteria             NZ_VFWO01000001.1
WP_174076486.1  Calcineurin-CE+wHTH                     NZ_JAAMCQ010000012.1:577709-588185      GCF_013320955.1     399     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Agrobacterium rhizogenes                                            Alphaproteobacteria             NZ_JAAMCQ010000012.1
WP_080816382.1  Calcineurin-CE+wHTH                     NZ_LT009748.1:803480-812800             GCF_900013515.1     406     HTH->?->HipA_C->CHTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                Agrobacterium deltaense Zutra 3/1                                   Alphaproteobacteria             NZ_LT009748.1
WP_125144821.1  Calcineurin-CE+wHTH                     NZ_RRZI01000001.1:493832-503427         GCF_003931535.1     410     PSE->AbiTii+DUF5682->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Agrobacterium deltaense                                             Alphaproteobacteria             NZ_RRZI01000001.1
WP_174037459.1  Calcineurin-CE+wHTH                     NZ_JAALYQ010000006.1:251-10620          GCF_013317755.1     399     PSE->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Agrobacterium tumefaciens                                           Alphaproteobacteria             NZ_JAALYQ010000006.1
WP_174043884.1  Calcineurin-CE+wHTH                     NZ_JAAMCJ010000002.1:376641-386189      GCF_013320735.1     402     Resolvase+GDRESOLVASE-HTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                          Agrobacterium tumefaciens                                           Alphaproteobacteria             NZ_JAAMCJ010000002.1
WP_149737516.1  Calcineurin-CE+wHTH                     NZ_FTMB01000001.1:1066524-1076955       GCF_900155885.1     397     VirD4-TraG->HTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                    Rhizobium sp. RU20A                                                 Alphaproteobacteria             NZ_FTMB01000001.1
WP_209856181.1  Calcineurin-CE+wHTH                     NZ_JAGGJV010000011.1:133571-142366      GCF_017873135.1     399     DUF1403->DUF1403->?->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Rhizobium herbae                                                    Alphaproteobacteria             NZ_JAGGJV010000011.1
WP_209187257.1  Calcineurin-CE+wHTH                     NZ_JAGHMC010000002.1:26426-39186        GCF_017741845.1     399     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Rhizobium sp. L245/93                                               Alphaproteobacteria             NZ_JAGHMC010000002.1
WP_130815753.1  Calcineurin-CE+wHTH                     NZ_SIMZ01000005.1:122061-134452         GCF_004305515.1     399     DUF1612+HTH_13->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Rhizobium leguminosarum                                             Alphaproteobacteria             NZ_SIMZ01000005.1
WP_012477205.1  Calcineurin-CE+wHTH                     NZ_RPMA01000677.1:1-3733                GCF_004003815.1     399     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                  Sinorhizobium meliloti                                              Alphaproteobacteria             NZ_RPMA01000677.1
WP_108820270.1  Calcineurin-CE+wHTH                     NZ_FREX01000012.1:4015-15889            GCF_900143565.1     395     HTH_36->?->?->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->?->LAMBDATERM-HTH+DUF1441->Terminase_GpA->                                                                                                                                                                                                                                                                                          Pseudovibrio sp. Alg231-02                                          Alphaproteobacteria             NZ_FREX01000012.1
WP_063289088.1  Calcineurin-CE+wHTH                     NZ_LMCD01000020.1:262070-271932         GCF_001623245.1     395     HTH_36->?->?->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->?->Tox-HNH->LAMBDATERM-HTH->                                                                                                                                                                                                                                                                                                        Pseudovibrio sp. Ad14                                               Alphaproteobacteria             NZ_LMCD01000020.1
MBB35829.1      Calcineurin-CE+wHTH                     PAQI01000018.1:5966-21571               GCA_002709235.1     395     DUF3363->MazE_antitoxin->VirD4-TraG->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->SIR2_2+PNTD2->PIWI->                                                                                                                                                                                                                                                                                         Hirschia sp.                                                        Alphaproteobacteria             PAQI01000018.1
MAL11110.1      Calcineurin-CE+wHTH                     NZMJ01000119.1:41726-52314              GCA_002692855.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Maricaulis sp.                                                      Alphaproteobacteria             NZMJ01000119.1
MBE7184527.1    Calcineurin-CE+wHTH                     JADCRT010000003.1:173092-187797         GCA_015069795.1     412     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->DAM->Resolvase+HIN-HTH->                                                                                                                                                                                                                                                                                                                                  Methylobacterium mesophilicum                                       Alphaproteobacteria             JADCRT010000003.1
PBB68015.1      Calcineurin-CE+wHTH                     NSFU01000007.1:56887-68157              GCA_002294875.1     402     tRNA->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Mesorhizobium sp. WSM4312                                           Alphaproteobacteria             NSFU01000007.1
RWP82304.1      Calcineurin-CE+wHTH                     SASK01000003.1:89157-100862             GCA_004022045.1     401     Hydantoinase_A->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                     Mesorhizobium sp.                                                   Alphaproteobacteria             SASK01000003.1
TBX78046.1      Calcineurin-CE+wHTH                     SJNO01000006.1:50334-66671              GCA_004329795.1     459     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Thy1->PSE->UvrD-helicase+UvrD_C->                                                                                                                                                                                                                                                                                                                         Rhizobium laguerreae                                                Alphaproteobacteria             SJNO01000006.1
WP_149141466.1  Calcineurin-CE+wHTH                     NZ_VKKX01000024.1:114-3559              GCF_008271655.1     409     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                  Gemmobacter caeruleus                                               Alphaproteobacteria             NZ_VKKX01000024.1
WP_153216437.1  Calcineurin-CE+wHTH                     NZ_WIBF01000008.1:151203-164121         GCF_009496005.1     412     Ribonuc_red_lgN+Ribonuc_red_lgC->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                    Tritonibacter litoralis                                             Alphaproteobacteria             NZ_WIBF01000008.1
WP_055081748.1  Calcineurin-CE+wHTH                     NZ_CXSU01000005.1:2197-12851            GCF_001403795.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Mob_Pre->?->MPTase-FtsH->                                                                                                                                                                                                                                                                                                                            Jannaschia donghaensis                                              Alphaproteobacteria             NZ_CXSU01000005.1
WP_081731397.1  Calcineurin-CE+wHTH                     NC_023137.1:159064-167647               GCF_000511385.1     400     HTH->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                        Phaeobacter gallaeciensis DSM 26640                                 Alphaproteobacteria             NC_023137.1
WP_162792135.1  Calcineurin-CE+wHTH                     NZ_CP085154.1:1860498-1870026           GCF_022788695.1     285     DEDD_Tnp_IS110+Transposase_20->DAM->Calcineurin->Transposase_mut->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                        Pseudosulfitobacter sp. DSM 107133                                  Alphaproteobacteria             NZ_CP085154.1
SMC14013.1      Calcineurin-CE+wHTH                     FWXB01000019.1:32973-48676              GCA_900172285.1     325     DAM->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->?->UvrD-helicase+UvrD_C+Zn_ribbon_recom+zf-C4_Topoisom->LTD->                                                                                                                                                                                                                                                                                     Roseovarius aestuarii                                               Alphaproteobacteria             FWXB01000019.1
WP_085801935.1  Calcineurin-CE+wHTH                     NZ_FWXB01000019.1:32973-52586           GCF_900172285.1     406     DEDD_Tnp_IS110+Transposase_20->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->?->UvrD-helicase+UvrD_C+Zn_ribbon_recom+zf-C4_Topoisom->LTD->                                                                                                                                                                                                                                                         Roseovarius aestuarii                                               Alphaproteobacteria             NZ_FWXB01000019.1
WP_170362234.1  Calcineurin-CE+wHTH                     NZ_WQBP01000009.1:119733-133473         GCF_013032265.1     402     SNARE_assoc->Pyr_redox_2+Pyr_redox_dim->HATPase_c->tRNA->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                            Ruegeria arenilitoris                                               Alphaproteobacteria             NZ_WQBP01000009.1
WP_183969457.1  Calcineurin-CE+wHTH                     NZ_JACIEJ010000014.1:64193-73452        GCF_014196795.1     401     HTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Sagittula marina                                                    Alphaproteobacteria             NZ_JACIEJ010000014.1
MBO82710.1      Calcineurin-CE+wHTH                     PBPI01000008.1:222317-234482            GCA_002724705.1     423     *Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                       Citromicrobium sp.                                                  Alphaproteobacteria             PBPI01000008.1
WP_207105765.1  Calcineurin-CE+wHTH                     NZ_JACYUG010000005.1:185417-201192      GCF_014841615.1     400     MethyltransfD12->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                    Sphingomonas sp. CFBP 8760                                          Alphaproteobacteria             NZ_JACYUG010000005.1
WP_184101161.1  Calcineurin-CE+wHTH                     NZ_JACIJH010000018.1:40246-54362        GCF_014199295.1     393     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Sphingopyxis panaciterrulae                                         Alphaproteobacteria             NZ_JACIJH010000018.1
MBI3727300.1    Calcineurin-CE+wHTH                     JACQDX010000017.1:187639-200920         GCA_016200895.1     393     DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->PSE->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                 Burkholderiales bacterium                                           Betaproteobacteria              JACQDX010000017.1
WP_107316335.1  Calcineurin-CE+wHTH                     NZ_JALJSD010000042.1:32918-43959        GCF_022976495.1     414     Aminotran_3->?->Peptidase_M78->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                   Achromobacter xylosoxidans                                          Betaproteobacteria              NZ_JALJSD010000042.1
WP_088158364.1  Calcineurin-CE+wHTH                     NZ_MTLI01000174.1:11911-21696           GCF_002192705.1     395     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Achromobacter xylosoxidans                                          Betaproteobacteria              NZ_MTLI01000174.1
WP_129528366.1  Calcineurin-CE+wHTH                     NZ_UFQB01000012.1:168848-176718         GCF_900496965.1     419     NTP_transf_6->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                       Achromobacter agilis                                                Betaproteobacteria              NZ_UFQB01000012.1
WP_083854883.1  Calcineurin-CE+wHTH                     NC_017920.1:2102086-2114146             GCF_000262695.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->AAA_21->                                                                                                                                                                                                                                                                                                                                             Burkholderia sp. KJ006                                              Betaproteobacteria              NC_017920.1
WP_186128270.1  Calcineurin-CE+wHTH                     NZ_CADEXQ010000007.1:124118-138155      GCF_902831475.1     425     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->DUF4145->                                                                                                                                                                                                                                                                                                                                            Burkholderia gladioli                                               Betaproteobacteria              NZ_CADEXQ010000007.1
WP_186228928.1  Calcineurin-CE+wHTH                     NZ_CADFAZ010000001.1:299691-321194      GCF_902832315.1     393     SNF->N6_Mtase->CCDC158->HNH_2->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                      Burkholderia gladioli                                               Betaproteobacteria              NZ_CADFAZ010000001.1
WP_205819442.1  Calcineurin-CE+wHTH                     NZ_JAAGPO010000214.1:122-12926          GCF_017104825.1     425     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->PSE->HTH_Tnp_1->                                                                                                                                                                                                                                                                                                                                     Burkholderia sp. Ac-20345                                           Betaproteobacteria              NZ_JAAGPO010000214.1
WP_217073669.1  Calcineurin-CE+wHTH                     NZ_JAHPPC010000002.1:247345-262833      GCF_019042635.1     425     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Burkholderia gladioli                                               Betaproteobacteria              NZ_JAHPPC010000002.1
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WP_089466359.1  Calcineurin-CE+wHTH                     NZ_NKEZ01000001.1:141659-159530         GCF_002223345.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Burkholderia sp. AU16741                                            Betaproteobacteria              NZ_NKEZ01000001.1
WP_154233807.1  Calcineurin-CE+wHTH                     NZ_CP072522.1:1089664-1103316           GCF_000705535.2     425     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Burkholderia seminalis                                              Betaproteobacteria              NZ_CP072522.1
WP_059896181.1  Calcineurin-CE+wHTH                     NZ_LOZL01000098.1:3861-15218            GCF_001527505.1     419     DUF5051->PSE->35exo->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Burkholderia ubonensis                                              Betaproteobacteria              NZ_LOZL01000098.1
WP_039395624.1  Calcineurin-CE+wHTH                     NZ_CABPRX010000001.1:258170-271985      GCF_902459715.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Schlafen->Phage_integrase->Phage_integrase->                                                                                                                                                                                                                                                                                                         Pandoraea sputorum                                                  Betaproteobacteria              NZ_CABPRX010000001.1
WP_174976563.1  Calcineurin-CE+wHTH                     NZ_CABPSG010000011.1:90-11854           GCF_902459595.1     408     DnaA_N+Bac_DnaA+DNAA-HTH->DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                    Pandoraea soli                                                      Betaproteobacteria              NZ_CABPSG010000011.1
WP_175051851.1  Calcineurin-CE+wHTH                     NZ_CADIKC010000005.1:37978-56365        GCF_902859805.1     420     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Paraburkholderia sediminicola                                       Betaproteobacteria              NZ_CADIKC010000005.1
WP_090680648.1  Calcineurin-CE+wHTH                     NZ_FNCJ01000001.1:208064-219842         GCF_900100735.1     419     DUF5677->PSE->Glyoxalase->Peptidase_S51->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                            Paraburkholderia phenazinium                                        Betaproteobacteria              NZ_FNCJ01000001.1
WP_184247909.1  Calcineurin-CE+wHTH                     NZ_JACHDF010000002.1:395449-409471      GCF_014200895.1     425     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Paraburkholderia atlantica                                          Betaproteobacteria              NZ_JACHDF010000002.1
WP_164708013.1  Calcineurin-CE+wHTH                     NZ_QQOA01000038.1:7284-27990            GCF_003443895.1     408     DnaA_N+Bac_DnaA+DNAA-HTH->DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                    Paraburkholderia phosphatilytica                                    Betaproteobacteria              NZ_QQOA01000038.1
WP_166679226.1  Calcineurin-CE+wHTH                     NZ_SORC01000003.1:318162-330488         GCF_004366535.1     403     HU-IHF->DUF1016_N->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->HEPN->?->DUF1627->                                                                                                                                                                                                                                                                                                                Paraburkholderia sp. BL6665CI2N2                                    Betaproteobacteria              NZ_SORC01000003.1
WP_176381699.1  Calcineurin-CE+wHTH                     NZ_VOMD01000019.1:82328-95064           GCF_013371975.1     393     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Paraburkholderia youngii                                            Betaproteobacteria              NZ_VOMD01000019.1
WP_147234331.1  Calcineurin-CE+wHTH                     NZ_VOQS01000001.1:2932598-2953245       GCF_007995085.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->AAA_21->SNF->                                                                                                                                                                                                                                                                                                                                        Paraburkholderia azotifigens                                        Betaproteobacteria              NZ_VOQS01000001.1
TAL93103.1      Calcineurin-CE+wHTH                     SCSD01000070.1:389-9756                 GCA_004297925.1     425     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Histone_HNS->                                                                                                                                                                                                                                                                                                                                        Paraburkholderia sp.                                                Betaproteobacteria              SCSD01000070.1
WP_201016244.1  Calcineurin-CE+wHTH                     NZ_AP024161.1:3679337-14339             GCF_015698385.1     408     DnaA_N+Bac_DnaA+DNAA-HTH->DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                    Ralstonia solanacearum                                              Betaproteobacteria              NZ_AP024161.1
WP_197343219.1  Calcineurin-CE+wHTH                     NZ_JACWOM010000032.1:40995-53187        GCF_015911495.1     395     DnaA_N+Bac_DnaA+DNAA-HTH->DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                 Ralstonia pseudosolanacearum                                        Betaproteobacteria              NZ_JACWOM010000032.1
WP_207444309.1  Calcineurin-CE+wHTH                     NZ_JADDRN010000010.1:172831-183041      GCF_017355445.1     420     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Delftia sp. SD018                                                   Betaproteobacteria              NZ_JADDRN010000010.1
WP_219311001.1  Calcineurin-CE+wHTH                     NZ_JAHKQY010000006.1:130550-143310      GCF_019345455.1     415     ICL->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->DUF5677->                                                                                                                                                                                                                                                                                                                                       Janthinobacterium sp. NKUCC06_STL                                   Betaproteobacteria              NZ_JAHKQY010000006.1
WP_154380680.1  Calcineurin-CE+wHTH                     NZ_WKJJ01000023.1:115523-130203         GCF_009674485.1     423     Ribosomal_L10->Ribosomal_L12_N+Ribosomal_L12->RNA_pol_Rpb2_1+RNA_pol_Rpb2_3+RNA_pol_Rpb2_45+RNA_pol_Rpb2_6+RNA_pol_Rpb2_7->RNA_pol_Rpb1_1+DDRP-betaprime+RNA_pol_Rpb1_3+RNA_pol_Rpb1_4+RNA_pol_Rpb1_5->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                              Pseudoduganella rivuli                                              Betaproteobacteria              NZ_WKJJ01000023.1
WP_186883938.1  Calcineurin-CE+wHTH                     NZ_JACOGB010000003.1:169617-184311      GCF_014284215.1     415     HTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Undibacterium sp. FT79W                                             Betaproteobacteria              NZ_JACOGB010000003.1
WP_128228393.1  Calcineurin-CE+wHTH                     NZ_SACR01000003.1:102855-119159         GCF_004016505.1     420     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Aquincola rivuli                                                    Betaproteobacteria              NZ_SACR01000003.1
WP_157781795.1  Calcineurin-CE+wHTH                     NZ_AJFF01000150.1:1-8647                GCF_000257145.1     393     TetR_N+TetR_C_18->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->HMGL-like->                                                                                                                                                                                                                                                                                                                        Rubrivivax gelatinosus CBS                                          Betaproteobacteria              NZ_AJFF01000150.1
MBK7956450.1    Calcineurin-CE+wHTH                     JADJOT010000012.1:411618-421009         GCA_016713625.1     394     Y2_Tnp->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                          Candidatus Accumulibacter affinis                                   Betaproteobacteria              JADJOT010000012.1
WP_145842154.1  Calcineurin-CE+wHTH                     NZ_CP020914.1:2275472-2291830           GCF_007833355.1     397     Prok-E2_E->ThiF->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                    Denitratisoma sp. DHT3                                              Betaproteobacteria              NZ_CP020914.1
WP_212346838.1  Calcineurin-CE+wHTH                     NZ_JAGRRD010000001.1:1443094-1455787    GCF_018122735.1     395     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Azoarcus sp. L1K30                                                  Betaproteobacteria              NZ_JAGRRD010000001.1
NTW87983.1      Calcineurin-CE+wHTH                     JAAXXO010000035.1:960-8105              GCA_013334445.1     406     DAO->tRNA->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                          Desulfobulbaceae bacterium                                          Deltaproteobacteria             JAAXXO010000035.1
KHG33182.1      Calcineurin-CE+wHTH                     JSEC01000011.1:39468-45695              GCA_000789415.1     407     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Sulfurospirillum sp. MES                                            Epsilonproteobacteria           JSEC01000011.1
NVJ62465.1      Calcineurin-CE+wHTH                     JABXHY010000083.1:1-11556               GCA_013373375.1     399     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Gammaproteobacteria bacterium                                       Gammaproteobacteria             JABXHY010000083.1
NKB38347.1      Calcineurin-CE+wHTH                     WLWS01000004.1:437057-452712            GCA_012103475.1     401     DEAD+Helicase_C+DEAD_assoc->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Gammaproteobacteria bacterium                                       Gammaproteobacteria             WLWS01000004.1
BBT80243.1      Calcineurin-CE+wHTH                     AP022264.1:2146041-2162723              GCA_014169795.1     412     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->K_trans->Ferredoxin-RRM->Proton_antipo_N+Proton_antipo_M->                                                                                                                                                                                                                                                                                                Aeromonas veronii                                                   Gammaproteobacteria             AP022264.1
WP_208736678.1  Calcineurin-CE+wHTH                     NZ_CP050701.1:3888893-3902273           GCF_017310175.1     391     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Aeromonas jandaei                                                   Gammaproteobacteria             NZ_CP050701.1
WP_139472794.1  Calcineurin-CE+wHTH                     NZ_NKXG01000012.1:25411-37964           GCF_006246555.1     409     DUF4401->GDYXXLXY->PBPB->SBP_bac_3->SBP_bac_3->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                           Aeromonas veronii                                                   Gammaproteobacteria             NZ_NKXG01000012.1
NVK57824.1      Calcineurin-CE+wHTH                     JABXHM010000095.1:496-5714              GCA_013373625.1     411     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Alteromonadaceae bacterium                                          Gammaproteobacteria             JABXHM010000095.1
WP_187447092.1  Calcineurin-CE+wHTH                     NZ_JACSOE010000038.1:1594-13560         GCF_014349115.1     407     ENDO3+EndIII_4Fe-2S+NUDIX_4->Iron_traffic->tRNA->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                         Alteromonas sp. BZK5                                                Gammaproteobacteria             NZ_JACSOE010000038.1
WP_007620353.1  Calcineurin-CE+wHTH                     NZ_BAEO01000031.1:81716-96774           GCF_000314995.1     410     HlyD_D23->ACR_tran->P-II->?->AbiH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                       Paraglaciecola arctica BSs20135                                     Gammaproteobacteria             NZ_BAEO01000031.1
WP_198436223.1  Calcineurin-CE+wHTH                     NZ_BLRK01000001.1:390987-406318         GCF_015082235.1     392     FAD_binding_3->GCV_T+GCV_T_C->GCV_H->GDC-P+Beta_elim_lyase->CinA->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                        Moritella sp. F1                                                    Gammaproteobacteria             NZ_BLRK01000001.1
WP_058030172.1  Calcineurin-CE+wHTH                     NZ_AQHG01000006.1:1184984-1197737       GCF_014925335.1     416     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Pseudoalteromonas phenolica O-BC30                                  Gammaproteobacteria             NZ_AQHG01000006.1
WP_024593874.1  Calcineurin-CE+wHTH                     NZ_AUTJ01000191.1:550-7685              GCF_000497915.1     391     PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudoalteromonas sp. TB13                                          Gammaproteobacteria             NZ_AUTJ01000191.1
WP_063355762.1  Calcineurin-CE+wHTH                     NZ_AUYA01000058.1:359-4240              GCF_001625645.1     415     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Pseudoalteromonas luteoviolacea CPMOR-2                             Gammaproteobacteria             NZ_AUYA01000058.1
WP_118845003.1  Calcineurin-CE+wHTH                     NZ_CP032091.1:545986-561954             GCF_003515105.1     402     Methyltransf_25->Preader8+HNH->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                        Pseudoalteromonas donghaensis                                       Gammaproteobacteria             NZ_CP032091.1
WP_054561146.1  Calcineurin-CE+wHTH                     NZ_JAGJEE010000013.1:40403-51439        GCF_018100885.1     385     HTH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudoalteromonas sp. MMG013                                        Gammaproteobacteria             NZ_JAGJEE010000013.1
WP_055017512.1  Calcineurin-CE+wHTH                     NZ_LKDW01000005.1:67300-80668           GCF_001401805.1     386     TP_methylase->ncRNA->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Pseudoalteromonas sp. P1-25                                         Gammaproteobacteria             NZ_LKDW01000005.1
WP_212748539.1  Calcineurin-CE+wHTH                     NZ_PNCH01000084.1:3160-12265            GCF_005887405.1     417     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Pseudoalteromonas rubra                                             Gammaproteobacteria             NZ_PNCH01000084.1
WP_138623819.1  Calcineurin-CE+wHTH                     NZ_PNDI01000081.1:1-8894                GCF_005887465.1     414     TP_methylase->ncRNA->DUF3258+Phage_integrase->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                         Pseudoalteromonas sp. S1610                                         Gammaproteobacteria             NZ_PNDI01000081.1
WP_193521894.1  Calcineurin-CE+wHTH                     NZ_WEIA01000005.1:269764-283575         GCF_012641725.1     288     TP_methylase->ncRNA->DUF3258+Phage_integrase->*Calcineurin-CE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->TP_methylase->ncRNA->DUF3258+Phage_integrase->*Calcineurin-CE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                          Pseudoalteromonas maricaloris                                       Gammaproteobacteria             NZ_WEIA01000005.1
WP_181135842.1  Calcineurin-CE+wHTH                     NZ_BMYG01000003.1:525473-537841         GCF_014652155.1     413     Phd-YefM->RelE-ParE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                     Psychrosphaera saromensis                                           Gammaproteobacteria             NZ_BMYG01000003.1
WP_208832598.1  Calcineurin-CE+wHTH                     NZ_CP072110.1:761611-781718             GCF_017638545.1     411     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Psychrosphaera ytuae                                                Gammaproteobacteria             NZ_CP072110.1
WP_020911190.1  Calcineurin-CE+wHTH                     NC_011566.1:1008409-1021375             GCF_000014885.1     397     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Shewanella piezotolerans WP3                                        Gammaproteobacteria             NC_011566.1
WP_113938908.1  Calcineurin-CE+wHTH                     NZ_JADWMP020000022.1:269-9717           GCF_015767295.1     416     TetR-HTH->HlyD->ABC_tran+DUF4162->ABC2_membrane_3->ISOCOT+AcetylCoA_hyd_C->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                               Shewanella sp. DW31                                                 Gammaproteobacteria             NZ_JADWMP020000022.1
WP_062057785.1  Calcineurin-CE+wHTH                     NZ_BBUL01000020.1:127258-139342         GCF_000953825.1     418     HTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Cellvibrio sp. OA-2007                                              Gammaproteobacteria             NZ_BBUL01000020.1
MBQ0759797.1    Calcineurin-CE+wHTH                     JAGPVP010000062.1:1396-15839            GCA_018066965.1     396     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Zhongshania sp.                                                     Gammaproteobacteria             JAGPVP010000062.1
NUU68158.1      Calcineurin-CE+wHTH                     JABWCW010000010.1:192134-206560         GCA_013359925.1     415     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->PSE->HTH_Tnp_1+HIN-HTH+HTH_21+rve_3->PSE->                                                                                                                                                                                                                                                                                                                Enterobacteriaceae bacterium BIT-l23                                Gammaproteobacteria             JABWCW010000010.1
WP_121814746.1  Calcineurin-CE+wHTH                     NZ_CP033076.1:3313392-3325628           GCF_003675305.1     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Buttiauxella sp. 3AFRM03                                            Gammaproteobacteria             NZ_CP033076.1
EGT0637098.1    Calcineurin-CE+wHTH                     AAXUET010000027.1:49652-56960           GCA_015943305.1     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                             Citrobacter freundii                                                Gammaproteobacteria             AAXUET010000027.1
HAU5628577.1    Calcineurin-CE+wHTH                     DACXTH010000193.1:1-2440                GCA_016074855.1     350     *Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                       Citrobacter freundii                                                Gammaproteobacteria             DACXTH010000193.1
WP_213313689.1  Calcineurin-CE+wHTH                     NZ_CABHKF010000008.1:188055-197131      GCF_902166445.1     410     Antirestrict->RadC->PSE->CbtA_toxin->DUF4942->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                            Citrobacter freundii                                                Gammaproteobacteria             NZ_CABHKF010000008.1
WP_126317214.1  Calcineurin-CE+wHTH                     NZ_CP057866.1:58446-73704               GCF_013899385.1     410     TraJ-RHH->*Calcineurin-CE+wHTH->*ORC-CDC6-like->CARF-double->TraJ-RHH->*Calcineurin-CE+wHTH->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                  Citrobacter freundii                                                Gammaproteobacteria             NZ_CP057866.1
WP_218061866.1  Calcineurin-CE+wHTH                     NZ_KZ084310.1:919370-929086             GCF_002093915.1     410     P22_Cro->YdaT_toxin->PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Cronobacter malonaticus                                             Gammaproteobacteria             NZ_KZ084310.1
WP_063136744.1  Calcineurin-CE+wHTH                     NZ_CP043438.2:103475-116380             GCF_008271405.2     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Enterobacter sp. LU1                                                Gammaproteobacteria             NZ_CP043438.2
HAT7730353.1    Calcineurin-CE+wHTH                     DACUIL010000005.1:130477-143629         GCA_015959545.1     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Enterobacter cloacae                                                Gammaproteobacteria             DACUIL010000005.1
HAV1481411.1    Calcineurin-CE+wHTH                     DACZSV010000072.1:1-1901                GCA_016430565.1     405     *Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                       Enterobacter hormaechei subsp. steigerwaltii                        Gammaproteobacteria             DACZSV010000072.1
WP_079231537.1  Calcineurin-CE+wHTH                     NZ_CP018785.1:2898681-2910970           GCF_002025685.1     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Enterobacter ludwigii                                               Gammaproteobacteria             NZ_CP018785.1
WP_058652572.1  Calcineurin-CE+wHTH                     NZ_CP031726.1:2831549-2844577           GCF_003428425.1     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Enterobacter hormaechei                                             Gammaproteobacteria             NZ_CP031726.1
WP_211138179.1  Calcineurin-CE+wHTH                     NZ_CP066278.1:811524-824070             GCF_016403185.1     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Enterobacter asburiae                                               Gammaproteobacteria             NZ_CP066278.1
WP_165466425.1  Calcineurin-CE+wHTH                     NZ_JAALAZ010000007.1:141273-153503      GCF_011077475.1     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Enterobacter cloacae                                                Gammaproteobacteria             NZ_JAALAZ010000007.1
WP_072044166.1  Calcineurin-CE+wHTH                     NZ_JYMG01000032.1:1-7713                GCF_000952315.1     410     McrB->McrBC->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                          Enterobacter hormaechei                                             Gammaproteobacteria             NZ_JYMG01000032.1
WP_126519031.1  Calcineurin-CE+wHTH                     NZ_QFLX01000008.1:1-5428                GCF_004137705.1     377     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                             Enterobacter cloacae complex sp. 2DZ2F20B                           Gammaproteobacteria             NZ_QFLX01000008.1
RYA78986.1      Calcineurin-CE+wHTH                     QFLX01000008.1:1-5320                   GCA_004137705.1     377     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                             Enterobacter cloacae complex sp. 2DZ2F20B                           Gammaproteobacteria             QFLX01000008.1
WP_197724857.1  Calcineurin-CE+wHTH                     NZ_CAHPRQ010000014.1:16201-26453        GCF_903684495.1     410     Antirestrict->RadC->CbeA_antitoxin->CbtA_toxin->DUF4942->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                 Klebsiella variicola                                                Gammaproteobacteria             NZ_CAHPRQ010000014.1
MBI6403743.1    Calcineurin-CE+wHTH                     JAEHPZ010000021.1:28951-44565           GCA_016238605.1     410     AAA_11+AAA_30+AAA_12+HKD->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Proteus mirabilis                                                   Gammaproteobacteria             JAEHPZ010000021.1
AUH08745.1      Calcineurin-CE+wHTH                     CP017453.1:2299979-2313232              GCA_002846975.1     410     YjgP_YjgQ->YjgP_YjgQ->tRNA->Arm-DNA-bind_3+Phage_integrase->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                              Dickeya solani D s0432-1                                            Gammaproteobacteria             CP017453.1
NUA44736.1      Calcineurin-CE+wHTH                     JABAOP010000001.1:2625179-2636416       GCA_013339845.1     218     *Calcineurin-CE+wHTH->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Dickeya solani                                                      Gammaproteobacteria             JABAOP010000001.1
WP_202438327.1  Calcineurin-CE+wHTH                     NZ_CP092460.1:1942353-1957059           GCF_009873225.2     410     TerBN+TerB+TerBC->DUF2791->DEAD+Helicase_C->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                              Dickeya fangzhongdai                                                Gammaproteobacteria             NZ_CP092460.1
WP_161143122.1  Calcineurin-CE+wHTH                     NZ_JAHEPT010000003.1:475600-491701      GCF_018596285.1     410     PSE->DUF4096+DDE_Tnp_1->PSE->DUF2791->DEAD+Helicase_C->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                   Dickeya dianthicola                                                 Gammaproteobacteria             NZ_JAHEPT010000003.1
WP_165792450.1  Calcineurin-CE+wHTH                     NZ_PDVV01000018.1:11883-21668           GCF_002921205.1     406     HicB->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Pectobacterium versatile                                            Gammaproteobacteria             NZ_PDVV01000018.1
MBK4828114.1    Calcineurin-CE+wHTH                     WNLC01000037.1:81601-91385              GCA_016642095.1     410     HicB->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->RelE->CHTH->                                                                                                                                                                                                                                                                                                                                        Pectobacterium carotovorum subsp. carotovorum                       Gammaproteobacteria             WNLC01000037.1
WP_060442494.1  Calcineurin-CE+wHTH                     NZ_FCKY01000014.1:129954-135434         GCF_001537725.1     410     ArsP_1->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                            Serratia marcescens                                                 Gammaproteobacteria             NZ_FCKY01000014.1
WP_037398695.1  Calcineurin-CE+wHTH                     NZ_JQEI01000026.1:6955-21100            GCF_000743355.1     410     tRNA->Arm-DNA-bind_3+Phage_integrase->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                    Serratia sp. Ag1                                                    Gammaproteobacteria             NZ_JQEI01000026.1
WP_143779123.1  Calcineurin-CE+wHTH                     NZ_VKLT01000009.1:168589-181315         GCF_007280475.1     410     ArsP_1->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                  Serratia marcescens                                                 Gammaproteobacteria             NZ_VKLT01000009.1
WP_217450903.1  Calcineurin-CE+wHTH                     NZ_CABHYL010000039.1:3811-19085         GCF_902170805.1     410     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Yersinia artesiana                                                  Gammaproteobacteria             NZ_CABHYL010000039.1
WP_203167961.1  Calcineurin-CE+wHTH                     NZ_JAEVLS010000003.1:52484-63733        GCF_016801985.1     393     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->ARSR-HTH->FMN_red->Oxidored_molyb+Mo-co_dimer->                                                                                                                                                                                                                                                                                                      Steroidobacter gossypii                                             Gammaproteobacteria             NZ_JAEVLS010000003.1
MBN57554.1      Calcineurin-CE+wHTH                     PBQA01000016.1:57404-72146              GCA_002724925.1     395     FGAR-AT_N+FGAR-AT_linker+AIRS_C+AIRS_C+GATase_5->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                    Oceanospirillaceae bacterium                                        Gammaproteobacteria             PBQA01000016.1
MBT13224.1      Calcineurin-CE+wHTH                     PBYG01000129.1:8128-22203               GCA_002729535.1     393     FGAR-AT_N+FGAR-AT_linker+AIRS_C+AIRS_C+GATase_5->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                     Oceanospirillaceae bacterium                                        Gammaproteobacteria             PBYG01000129.1
KZY96212.1      Calcineurin-CE+wHTH                     LWFP01002352.1:829-15542                GCA_001635005.1     405     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->DUF3297->                                                                                                                                                                                                                                                                                                                                            Oleibacter sp. HI0075                                               Gammaproteobacteria             LWFP01002352.1
MAO12628.1      Calcineurin-CE+wHTH                     NZQX01000027.1:49291-60194              GCA_002693645.1     393     PAAR_motif->?->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                   Marinobacter sp.                                                    Gammaproteobacteria             NZQX01000027.1
WP_080577924.1  Calcineurin-CE+wHTH                     NZ_AHAY01000001.1:21961-35306           GCF_000237045.1     415     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas chlororaphis subsp. chlororaphis GP72                   Gammaproteobacteria             NZ_AHAY01000001.1
WP_154912001.1  Calcineurin-CE+wHTH                     NZ_CABVIK010000004.1:292929-307334      GCF_902498035.1     223     LysR_substrate->Glycos_transf_N+Glycos_transf_1->DAM->*Calcineurin-CE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->LysR_substrate->Glycos_transf_N+Glycos_transf_1->DAM->*Calcineurin-CE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                          Pseudomonas fluorescens                                             Gammaproteobacteria             NZ_CABVIK010000004.1
WP_003170938.1  Calcineurin-CE+wHTH                     NZ_CM001025.1:204941-217774             GCF_000166515.1     416     Phage_holin_3_5->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                    Pseudomonas fluorescens WH6                                         Gammaproteobacteria             NZ_CM001025.1
WP_016252865.1  Calcineurin-CE+wHTH                     NZ_CP020659.1:5853458-5864741           GCF_000568855.2     418     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas aeruginosa PAK                                          Gammaproteobacteria             NZ_CP020659.1
WP_104904150.1  Calcineurin-CE+wHTH                     NZ_CP026880.1:5117662-5131794           GCF_002949975.1     391     AAA_21->HNH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Pseudomonas sp. LH1G9                                               Gammaproteobacteria             NZ_CP026880.1
WP_109634629.1  Calcineurin-CE+wHTH                     NZ_CP029482.1:5694887-5707181           GCF_003151075.1     415     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas sp. 31-12                                               Gammaproteobacteria             NZ_CP029482.1
WP_163973993.1  Calcineurin-CE+wHTH                     NZ_CP048408.1:1111222-1124671           GCF_010448615.1     415     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas fluorescens                                             Gammaproteobacteria             NZ_CP048408.1
WP_116814514.1  Calcineurin-CE+wHTH                     NZ_CP097256.1:1365632-1379687           GCF_023380065.1     413     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_CP097256.1
WP_092205307.1  Calcineurin-CE+wHTH                     NZ_FMXJ01000046.1:23868-38345           GCF_900103555.1     408     LysR_substrate->Glycos_transf_N+Glycos_transf_1->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                    Pseudomonas sp. NFACC15-1                                           Gammaproteobacteria             NZ_FMXJ01000046.1
WP_165666041.1  Calcineurin-CE+wHTH                     NZ_JAANPM010000040.1:36811-46354        GCF_011319895.1     415     HTH->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Pseudomonas otitidis                                                Gammaproteobacteria             NZ_JAANPM010000040.1
WP_177140227.1  Calcineurin-CE+wHTH                     NZ_JACAOS010000016.1:545405-556701      GCF_013386165.1     416     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas gingeri                                                 Gammaproteobacteria             NZ_JACAOS010000016.1
WP_187599110.1  Calcineurin-CE+wHTH                     NZ_JACSZQ010000004.1:193339-208144      GCF_014450905.1     414     RADICAL-SAM->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Pseudomonas cerasi                                                  Gammaproteobacteria             NZ_JACSZQ010000004.1
WP_207808063.1  Calcineurin-CE+wHTH                     NZ_JAFGYL010000011.1:32311-46121        GCF_017491835.1     414     tRNA->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Pseudomonas sp. 67(2021)                                            Gammaproteobacteria             NZ_JAFGYL010000011.1
WP_206401486.1  Calcineurin-CE+wHTH                     NZ_JAFGZD010000004.1:311413-330502      GCF_017165765.1     408     PSE->PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Pseudomonas capsici                                                 Gammaproteobacteria             NZ_JAFGZD010000004.1
WP_079387638.1  Calcineurin-CE+wHTH                     NZ_JTOD01000015.1:32257-43776           GCF_000793005.1     416     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_JTOD01000015.1
WP_081321715.1  Calcineurin-CE+wHTH                     NZ_LDSS01000024.1:41858-53103           GCF_001476825.1     409     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas psychrotolerans                                         Gammaproteobacteria             NZ_LDSS01000024.1
WP_081311693.1  Calcineurin-CE+wHTH                     NZ_MCBG01000003.1:28285-39279           GCF_001700665.1     415     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                      Pseudomonas putida                                                  Gammaproteobacteria             NZ_MCBG01000003.1
WP_123589095.1  Calcineurin-CE+wHTH                     NZ_MOBS01000021.1:7836-18418            GCF_003732345.1     415     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas fluorescens                                             Gammaproteobacteria             NZ_MOBS01000021.1
WP_122219865.1  Calcineurin-CE+wHTH                     NZ_RBPG01000034.1:39319-51845           GCF_003699875.1     415     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas syringae                                                Gammaproteobacteria             NZ_RBPG01000034.1
WP_134251153.1  Calcineurin-CE+wHTH                     NZ_RWUO01000003.1:219977-231239         GCF_004375175.1     415     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_RWUO01000003.1
WP_134177637.1  Calcineurin-CE+wHTH                     NZ_SOCQ01000018.1:129959-141597         GCF_004365765.1     391     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas helmanticensis                                          Gammaproteobacteria             NZ_SOCQ01000018.1
WP_103754256.1  Calcineurin-CE+wHTH                     NZ_MLEX01000008.1:22385-39896           GCF_002917195.1     414     RADICAL-SAM->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->PSE->MFS_1->PSE->GAF->                                                                                                                                                                                                                                                                                                                  Pseudomonas syringae pv. syringae                                   Gammaproteobacteria             NZ_MLEX01000008.1
WP_102310267.1  Calcineurin-CE+wHTH                     NZ_JAJGZH010000009.1:14594-28680        GCF_020806135.1     412     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Enterovibrio norvegicus                                             Gammaproteobacteria             NZ_JAJGZH010000009.1
NVP02267.1      Calcineurin-CE+wHTH                     JABXOR010001189.1:494-6258              GCA_013377795.1     422     T5orf172->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Photobacterium damselae subsp. damselae                             Gammaproteobacteria             JABXOR010001189.1
WP_107191746.1  Calcineurin-CE+wHTH                     NZ_PYMN01000042.1:19860-27349           GCF_003025695.1     392     PTR2->DIOX_N+2OG-FeII_Oxy->DUF1090->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                   Photobacterium phosphoreum                                          Gammaproteobacteria             NZ_PYMN01000042.1
EGQ7756035.1    Calcineurin-CE+wHTH                     AAXMJZ010000001.1:382455-395066         GCA_015745685.1     394     Rnk_N+GreA_GreB->SPOUT->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Vibrio vulnificus                                                   Gammaproteobacteria             AAXMJZ010000001.1
EGQ8234631.1    Calcineurin-CE+wHTH                     AAXMNW010000040.1:11054-17464           GCA_015774915.1     398     Couple_hipA+HipA_C->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                Vibrio parahaemolyticus                                             Gammaproteobacteria             AAXMNW010000040.1
EGR1070510.1    Calcineurin-CE+wHTH                     AAXNLX010000010.1:60-8654               GCA_015796745.1     398     Couple_hipA+HipA_C->?->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Vibrio cholerae                                                     Gammaproteobacteria             AAXNLX010000010.1
EGR1418897.1    Calcineurin-CE+wHTH                     AAXNOU010000002.1:92068-105999          GCA_015799115.1     416     IMPDH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                   Vibrio cholerae                                                     Gammaproteobacteria             AAXNOU010000002.1
EGR1574532.1    Calcineurin-CE+wHTH                     AAXNPZ010000048.1:10748-16346           GCA_015799415.1     398     Couple_hipA+HipA_C->?->PSE->HTH_15->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                   Vibrio alginolyticus                                                Gammaproteobacteria             AAXNPZ010000048.1
EGR3853141.1    Calcineurin-CE+wHTH                     AAXOIL010000034.1:11514-18532           GCA_015808335.1     414     PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                  Vibrio cholerae                                                     Gammaproteobacteria             AAXOIL010000034.1
EGR4674187.1    Calcineurin-CE+wHTH                     AAXOPY010000010.1:158670-169938         GCA_015814545.1     398     Couple_hipA+HipA_C->?->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Vibrio parahaemolyticus                                             Gammaproteobacteria             AAXOPY010000010.1
EGR5448544.1    Calcineurin-CE+wHTH                     AAXOWA010000064.1:1-2858                GCA_015816245.1     423     *Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                       Vibrio cholerae                                                     Gammaproteobacteria             AAXOWA010000064.1
EHH0804993.1    Calcineurin-CE+wHTH                     AAZQOY010000121.1:1-1866                GCA_017602005.1     380     *Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                       Vibrio vulnificus                                                   Gammaproteobacteria             AAZQOY010000121.1
EHH2471294.1    Calcineurin-CE+wHTH                     AAZRGG010000002.1:6457-20194            GCA_017637545.1     423     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->ABhydrolase->                                                                                                                                                                                                                                                                                                                                             Vibrio vulnificus                                                   Gammaproteobacteria             AAZRGG010000002.1
EHH2475627.1    Calcineurin-CE+wHTH                     AAZRGH010000001.1:131423-145166         GCA_017637465.1     423     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->ABhydrolase->                                                                                                                                                                                                                                                                                                                                             Vibrio vulnificus                                                   Gammaproteobacteria             AAZRGH010000001.1
HAS6684294.1    Calcineurin-CE+wHTH                     DACQKU010000009.1:77508-92389           GCA_015779295.1     396     OMP_b-brl->HTH_Tnp_1+HTH_21+rve+rve_2->PIN_8->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                            Vibrio parahaemolyticus                                             Gammaproteobacteria             DACQKU010000009.1
HAS8134061.1    Calcineurin-CE+wHTH                     DACQYO010000001.1:31078-43674           GCA_015820085.1     394     Rnk_N+GreA_GreB->SPOUT->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Vibrio vulnificus                                                   Gammaproteobacteria             DACQYO010000001.1
PMM55436.1      Calcineurin-CE+wHTH                     MCZJ01000045.1:25860-40474              GCA_002875965.1     415     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio lentus                                                       Gammaproteobacteria             MCZJ01000045.1
WP_004735640.1  Calcineurin-CE+wHTH                     NZ_AIDS01000033.1:103028-117289         GCF_000256485.1     417     PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Vibrio splendidus 12F01                                             Gammaproteobacteria             NZ_AIDS01000033.1
WP_061024689.1  Calcineurin-CE+wHTH                     NZ_AP025508.1:1568315-1582596           GCF_024347615.1     397     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio splendidus                                                   Gammaproteobacteria             NZ_AP025508.1
WP_029856401.1  Calcineurin-CE+wHTH                     NZ_AWJY01000182.1:133-8598              GCF_000490415.1     397     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio parahaemolyticus S097                                        Gammaproteobacteria             NZ_AWJY01000182.1
WP_021704641.1  Calcineurin-CE+wHTH                     NZ_BATJ01000004.1:248037-261195         GCF_000467125.1     412     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio proteolyticus NBRC 13287                                     Gammaproteobacteria             NZ_BATJ01000004.1
WP_088134212.1  Calcineurin-CE+wHTH                     NZ_CP018835.1:2759994-2774448           GCF_002196515.1     394     IMPDH->GATase+NAD_synthase+GMP_synt_C->PSE->Phage_CI_C->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                  Vibrio gazogenes                                                    Gammaproteobacteria             NZ_CP018835.1
WP_123011702.1  Calcineurin-CE+wHTH                     NZ_CP046741.1:669304-683910             GCF_009762965.1     393     SPOUT->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                   Vibrio cholerae                                                     Gammaproteobacteria             NZ_CP046741.1
WP_000691361.1  Calcineurin-CE+wHTH                     NZ_CP104355.1:1087525-1096848           GCF_025258925.1     410     Phage_integrase->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                         Vibrio cholerae                                                     Gammaproteobacteria             NZ_CP104355.1
WP_193837541.1  Calcineurin-CE+wHTH                     NZ_JADDYG010000164.1:79122-90588        GCF_015163535.1     394     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio sp. OPT46                                                    Gammaproteobacteria             NZ_JADDYG010000164.1
WP_210455588.1  Calcineurin-CE+wHTH                     NZ_JAFNED010000020.1:15912-31882        GCF_017918055.1     398     SBP_bac_8->MCP-N+GGDEF+EAL->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Vibrio crassostreae                                                 Gammaproteobacteria             NZ_JAFNED010000020.1
WP_085570038.1  Calcineurin-CE+wHTH                     NZ_JAGDKU010000011.1:103314-117349      GCF_018457855.1     421     Polymerase->RnaseH->PIPSQUEAK->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                        Vibrio alginolyticus                                                Gammaproteobacteria             NZ_JAGDKU010000011.1
WP_217557324.1  Calcineurin-CE+wHTH                     NZ_JAHANP010000004.1:170561-185770      GCF_019092545.1     411     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                                     Vibrio metschnikovii                                                Gammaproteobacteria             NZ_JAHANP010000004.1
WP_041156449.1  Calcineurin-CE+wHTH                     NZ_JXOK01000063.1:112-11095             GCF_000830505.1     365     Phage_CI_C->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->TniQ->PSE->PSE->Cas_Csy4->                                                                                                                                                                                                                                                                                                                    Vibrio mytili                                                       Gammaproteobacteria             NZ_JXOK01000063.1
WP_102488811.1  Calcineurin-CE+wHTH                     NZ_MDBE01000034.1:73371-86707           GCF_002875305.1     412     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio splendidus                                                   Gammaproteobacteria             NZ_MDBE01000034.1
WP_102547786.1  Calcineurin-CE+wHTH                     NZ_MDBV01000081.1:158461-171345         GCF_002875045.1     395     GST_N+GST_C->PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Vibrio splendidus                                                   Gammaproteobacteria             NZ_MDBV01000081.1
WP_094128019.1  Calcineurin-CE+wHTH                     NZ_NDIE01000033.1:1-8497                GCF_002241235.1     410     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio sp. V09_P4A23P171                                            Gammaproteobacteria             NZ_NDIE01000033.1
WP_108187267.1  Calcineurin-CE+wHTH                     NZ_PIFK01000004.1:114734-129069         GCF_003049965.1     394     OmpA_membrane->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Vibrio splendidus                                                   Gammaproteobacteria             NZ_PIFK01000004.1
WP_108166159.1  Calcineurin-CE+wHTH                     NZ_PIFT01000001.1:23226-37411           GCF_003050445.1     392     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->SMBP->ABhydrolase->                                                                                                                                                                                                                                                                                                                                       Vibrio splendidus                                                   Gammaproteobacteria             NZ_PIFT01000001.1
WP_108320996.1  Calcineurin-CE+wHTH                     NZ_PYCG01000023.1:1-5175                GCF_003057115.1     398     PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->ORC-CDC6-like->CARF-double->CARF-double->                                                                                                                                                                                                                                                                                                                         Vibrio cholerae                                                     Gammaproteobacteria             NZ_PYCG01000023.1
WP_114742289.1  Calcineurin-CE+wHTH                     NZ_QEDC01000010.1:86539-101655          GCF_003347835.1     416     IMPDH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                   Vibrio cholerae                                                     Gammaproteobacteria             NZ_QEDC01000010.1
WP_162808929.1  Calcineurin-CE+wHTH                     NZ_QEDJ01000477.1:534-3805              GCF_003347915.1     410     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio cholerae                                                     Gammaproteobacteria             NZ_QEDJ01000477.1
WP_020196703.1  Calcineurin-CE+wHTH                     NZ_RBZD01000023.1:1-5511                GCF_004214575.1     398     Couple_hipA+HipA_C->?->HTH_15->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                        Vibrio vulnificus                                                   Gammaproteobacteria             NZ_RBZD01000023.1
WP_162457621.1  Calcineurin-CE+wHTH                     NZ_RPDB01000004.1:548059-561058         GCF_009738025.1     409     Couple_hipA+HipA_C->?->PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Vibrio parahaemolyticus                                             Gammaproteobacteria             NZ_RPDB01000004.1
WP_136994118.1  Calcineurin-CE+wHTH                     NZ_SYUT01000013.1:5811-18477            GCF_005146325.1     421     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio genomosp. F6                                                 Gammaproteobacteria             NZ_SYUT01000013.1
WP_171328619.1  Calcineurin-CE+wHTH                     NZ_VTXL01000006.1:151024-163706         GCF_013114445.1     391     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Vibrio splendidus                                                   Gammaproteobacteria             NZ_VTXL01000006.1
WP_171345302.1  Calcineurin-CE+wHTH                     NZ_VTYF01000001.1:134975-147939         GCF_013114015.1     410     CACHE+HISKIN+Response_reg->AlaE->tRNA->Arm-DNA-bind_3+Phage_int_SAM_3+Phage_integrase->Phage_AlpA->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                       Vibrio alginolyticus                                                Gammaproteobacteria             NZ_VTYF01000001.1
TQP44374.1      Calcineurin-CE+wHTH                     VIPA01000134.1:266-7588                 GCA_006802465.1     423     Phage_integrase->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                      Vibrio cholerae                                                     Gammaproteobacteria             VIPA01000134.1
TAM27072.1      Calcineurin-CE+wHTH                     SCRY01000174.1:15795-29003              GCA_004298975.1     424     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Rhodanobacter sp.                                                   Gammaproteobacteria             SCRY01000174.1
WP_215839095.1  Calcineurin-CE+wHTH                     NZ_CP072597.1:1625301-1637676           GCF_018847975.1     405     Transketolase_N+PDH_E1_M->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->HTH->                                                                                                                                                                                                                                                                                                                      Lysobacter sp. K5869                                                Gammaproteobacteria             NZ_CP072597.1
MBH1803127.1    Calcineurin-CE+wHTH                     JADULC010000020.1:20169-33535           GCA_015998645.1     414     Transketolase_N+PDH_E1_M->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                           Stenotrophomonas maltophilia                                        Gammaproteobacteria             JADULC010000020.1
MBH1664156.1    Calcineurin-CE+wHTH                     JADUNW010000011.1:23317-38149           GCA_015997955.1     415     Transketolase_N+PDH_E1_M+Transketolase_C->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                           Stenotrophomonas maltophilia                                        Gammaproteobacteria             JADUNW010000011.1
WP_211921969.1  Calcineurin-CE+wHTH                     NZ_HG999362.1:748596-762414             GCF_905367715.1     414     Tox-ABHYDROLASE3->Glyco_hydro_53->Transketolase_N+PDH_E1_M->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                         Xanthomonas arboricola pv. juglandis                                Gammaproteobacteria             NZ_HG999362.1
WP_184621938.1  Calcineurin-CE+wHTH                     NZ_JACHOF010000010.1:122-11922          GCF_014199765.1     404     Tox-ABHYDROLASE3->Glyco_hydro_53->Transketolase_N+PDH_E1_M->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                         Xanthomonas arboricola                                              Gammaproteobacteria             NZ_JACHOF010000010.1
WP_167631098.1  Calcineurin-CE+wHTH                     NZ_JAAVJJ010000001.1:281063-295333      GCF_011947535.1     415     ILVD_EDD->LiaI-LiaF-TM->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Mariprofundus ferrooxydans                                          Zetaproteobacteria              NZ_JAAVJJ010000001.1
WP_237681855.1  Calcineurin-CE+wHTH                     NZ_VOLH01000029.1:16289-29987           GCF_021462705.1     417     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                                                                    Allorhizobium ampelinum                                             Alphaproteobacteria             NZ_VOLH01000029.1
WP_059580624.1  Calcineurin-CE+wHTH                     NZ_JAHLCK010000006.1:156275-173695      GCF_029268915.1     395     Methyltransf_25->DegT_DnrJ_EryC1->Glyco_transf_4+Glyco_trans_1_4+Glyco_trans_1_2->?->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                Burkholderia semiarida                                              Betaproteobacteria              NZ_JAHLCK010000006.1
WP_237171456.1  Calcineurin-CE+wHTH                     NZ_CP010310.2:2385628-2401500           GCF_000815105.2     417     Phage_integrase->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                      Pandoraea pulmonicola                                               Betaproteobacteria              NZ_CP010310.2
WP_115520823.1  Calcineurin-CE+wHTH                     NZ_NNSE01000001.1:439919-453709         GCF_003367135.1     391     *Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Aeromonas veronii                                                   Gammaproteobacteria             NZ_NNSE01000001.1
WP_162648230.1  Calcineurin-CE+wHTH                     NZ_CAJOXJ020000003.1:355967-369957      GCF_905335675.2     410     TraJ-RHH->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Citrobacter freundii                                                Gammaproteobacteria             NZ_CAJOXJ020000003.1
WP_202401997.1  Calcineurin-CE+wHTH                     NZ_JARJGN010000001.1:258197-271893      GCF_029310235.1     410     HTH_1+LysR_substrate->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                 Enterobacter hormaechei                                             Gammaproteobacteria             NZ_JARJGN010000001.1
WP_125919184.1  Calcineurin-CE+wHTH                     NZ_RIAN01000003.1:364722-376863         GCF_003940985.1     416     DUF6094->?->RNA-Helicase+SNF->DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                       Stutzerimonas stutzeri                                              Gammaproteobacteria             NZ_RIAN01000003.1
WP_070382787.1  Calcineurin-CE+wHTH                     NZ_CP016384.1:251050-266108             GCF_001767355.1     393     TAL_FSA->Transketolase_N+Transket_pyr+Transketolase_C->PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                              Vibrio mimicus                                                      Gammaproteobacteria             NZ_CP016384.1
WP_206987105.1  Calcineurin-CE+wHTH                     NZ_JAELVO010000005.1:37428-49494        GCF_028309885.1     398     Couple_hipA+HipA_C->?->PSE->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Vibrio parahaemolyticus                                             Gammaproteobacteria             NZ_JAELVO010000005.1
WP_076024801.1  Calcineurin-CE+wHTH                     NZ_MOLL01000004.1:27547-51370           GCF_001953365.1     414     LPD36+METHYLASE+D6+LPD39+LPD4->MazE_antitoxin->PemK_toxin->?->*Calcineurin-CE+wHTH->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                            Vibrio cholerae                                                     Gammaproteobacteria             NZ_MOLL01000004.1
EKE25436.1      Calcineurin-CE+wHTH                     AMFJ01001169.1:1-2874                   GCA_000299275.1     401     DAM->*Calcineurin-CE+wHTH->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                  uncultured bacterium                                                environmental samples           AMFJ01001169.1

#ORC-CDC6 (HD-CE)
pid             arch                                                                            assembly            plen    compact                                                                                                                                                                                                                                                                                                                                                                                                     organism                                                            taxend                          
NMC60089.1      HD-CE                                   JAAZOJ010000482.1:392-4869              GCA_012797855.1     386     DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                   Candidatus Methanofastidiosa archaeon                               Stenosarchaea group             JAAZOJ010000482.1
WP_148708191.1  HD-CE                                   NZ_PSYW01000001.1:567724-579005         GCF_003383095.1     342     *HD-CE->ORC-CDC6-like->CARF-double->PDDEXK_1->                                                                                                                                                                                                                                                                                                                                                              Haloferax sp. Atlit-12N                                             Stenosarchaea group             NZ_PSYW01000001.1
MBV9767375.1    HD-CE                                   JAFAYG010000539.1:7417-12459            GCA_019240515.1     353     DCM->*HD-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                Acidobacteriaceae bacterium                                         Acidobacteriales                JAFAYG010000539.1
MBN8690623.1    HD-CE                                   JAFLBD010000002.1:613921-627823         GCA_017303935.1     389     DUF3854->?->HTH_3->DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Armatimonadetes bacterium                                           Armatimonadetes                 JAFLBD010000002.1
MBA2583841.1    HD-CE                                   JACCXN010000068.1:13200-25707           GCA_013696965.1     335     ParB+HNH-DHNNK->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->?->HTH->                                                                                                                                                                                                                                                                                                                                 Bacteroidetes bacterium                                             Bacteroidetes                   JACCXN010000068.1
MBP1616968.1    HD-CE                                   JAFNAP010000003.1:102215-116346         GCA_017860195.1     348     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Bacteroidetes bacterium                                             Bacteroidetes                   JAFNAP010000003.1
MBL7103272.1    HD-CE                                   JADHVR010000008.1:371-8167              GCA_016783885.1     306     DUF5710+Phage_int_SAM_4+Phage_integrase->?->DCM->?->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                    Bacteroidales bacterium                                             Bacteroidia                     JADHVR010000008.1
MBR4912684.1    HD-CE                                   JAFZIR010000064.1:41705-52312           GCA_017554265.1     319     Ribosomal_S18->Ribosomal_L9_N+Ribosomal_L9_C->ThrE+ThrE_2->?->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->DNA_methylase->RE_HpaII->TSCPD->                                                                                                                                                                                                                                                           Bacteroidales bacterium                                             Bacteroidia                     JAFZIR010000064.1
GAE15861.1      HD-CE                                   BAIQ01000023.1:566-7312                 GCA_000511735.1     265     DNA_methylase->*HD-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                          Bacteroides pyogenes JCM 6292                                       Bacteroidia                     BAIQ01000023.1
WP_034537247.1  HD-CE                                   NZ_ATZH01000027.1:50-13002              GCF_000428105.1     346     PSE->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Bacteroides pyogenes DSM 20611 = JCM 6294                           Bacteroidia                     NZ_ATZH01000027.1
WP_113748169.1  HD-CE                                   NZ_CP065872.1:1545954-1556579           GCF_016117715.1     330     RteC->XIS-HTH->?->PSE->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Bacteroides thetaiotaomicron                                        Bacteroidia                     NZ_CP065872.1
WP_117714032.1  HD-CE                                   NZ_QSFH01000030.1:25630-36860           GCF_003466885.1     351     rve->XIS-HTH->?->XIS-HTH->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->*Metallophos->?->AbiEii->rve->XIS-HTH->?->XIS-HTH->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->*Metallophos->?->AbiEii->                                                                                                                                                                                                Bacteroides uniformis                                               Bacteroidia                     NZ_QSFH01000030.1
WP_120178172.1  HD-CE                                   NZ_QTMD01000029.1:6342-25543            GCF_003602995.1     351     ACET->XIS-HTH->FTSK->XIS-HTH->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->*Calcineurin->?->AbiEii->?->ACET->XIS-HTH->FTSK->XIS-HTH->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->*Calcineurin->?->AbiEii->                                                                                                                                                                                     Bacteroides sp. AF25-38AC                                           Bacteroidia                     NZ_QTMD01000029.1
RKU82503.1      HD-CE                                   QTNC01000001.1:262422-276608            GCA_003635495.1     332     RteC->PSE->?->?->DUF5712->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                               Parabacteroides sp. AM44-16                                         Bacteroidia                     QTNC01000001.1
PCJ01118.1      HD-CE                                   NVUQ01000002.1:47558-66120              GCA_002401955.1     357     REase+SWI2_SNF2+DUF3387->Mrr_N+Mrr_cat->DDE_Tnp_1_4->Virulence_RhuM+DOC->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->DEAM+HATPase_c_4+BirA-HTH->Phage_int_SAM_4+Phage_integrase->AAA_21->                                                                                                                                                                                                            Flavobacteriales bacterium                                          Flavobacteriia                  NVUQ01000002.1
MBC7523225.1    HD-CE                                   JACMPO010000031.1:1-10740               GCA_014377455.1     356     HTH->*HD-CE->ORC-CDC6-like->CARF-double->HATPase_c_3->Z1+Z1-like->DUF4420->                                                                                                                                                                                                                                                                                                                                 Flavobacterium sp.                                                  Flavobacteriia                  JACMPO010000031.1
WP_102087554.1  HD-CE                                   NZ_PJBS01000141.1:1-5399                GCF_002836055.1     343     DNA_methylase->*HD-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                      Psychroflexus sp. MES1-P1E                                          Flavobacteriia                  NZ_PJBS01000141.1
WP_218547904.1  HD-CE                                   NZ_JAGSPD010000021.1:138-13491          GCF_019203985.1     359     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Winogradskyella sp. WHY3                                            Flavobacteriia                  NZ_JAGSPD010000021.1
HAL81672.1      HD-CE                                   DMKV01000158.1:50-7793                  GCA_003454155.1     243     DNA_methylase->*HD-CE->*HD-CE->ORC-CDC6-like->DNA_methylase->*HD-CE->*HD-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                Mucilaginibacter sp.                                                Sphingobacteriia                DMKV01000158.1
HAL81673.1      HD-CE                                   DMKV01000158.1:50-7793                  GCA_003454155.1     107     DNA_methylase->*HD-CE->*HD-CE->ORC-CDC6-like->DNA_methylase->*HD-CE->*HD-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                Mucilaginibacter sp.                                                Sphingobacteriia                DMKV01000158.1
WP_152969734.1  HD-CE                                   NZ_LLWP01000008.1:194378-206130         GCF_001412215.1     351     Peptidase_M23->?->DUF1738+MPTase-PolyVal->DUF4099+DUF3945->?->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                          Pedobacter sp. Hv1                                                  Sphingobacteriia                NZ_LLWP01000008.1
WP_120257142.1  HD-CE                                   NZ_RAPY01000001.1:191257-202943         GCF_003610355.1     345     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Sphingobacterium detergens                                          Sphingobacteriia                NZ_RAPY01000001.1
WP_005939591.1  HD-CE                                   NZ_BQNO01000001.1:2480005-2495706       GCF_022835055.1     330     DNA_methylase->HATPase_c_3->Z1+Z1-like->DUF4420->AIPR->*HD-CE->ORC-CDC6-like->CARF-double->Vsr->Virulence_RhuM->                                                                                                                                                                                                                                                                                            Bacteroides uniformis                                               Bacteroidia                     NZ_BQNO01000001.1
WP_009036654.1  HD-CE                                   NZ_CABKOQ010000015.1:234197-250080      GCF_902374035.1     330     DNA_methylase->HATPase_c_3->Z1+Z1-like->DUF4420->AIPR->*HD-CE->ORC-CDC6-like->CARF-double->Vsr->Virulence_RhuM->                                                                                                                                                                                                                                                                                            Bacteroides uniformis                                               Bacteroidia                     NZ_CABKOQ010000015.1
WP_009131915.1  HD-CE                                   NZ_CABKRN010000005.1:480739-494704      GCF_902374815.1     332     RteC->XIS-HTH->?->DUF5712->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->putAbiC->ParB+ParB->                                                                                                                                                                                                                                                                                                          Bacteroides oleiciplenus                                            Bacteroidia                     NZ_CABKRN010000005.1
WP_195738774.1  HD-CE                                   NZ_JADMQL010000005.1:45582-55980        GCF_015559735.1     332     DUF1016->XIS-HTH->?->DUF5712->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Phage_int_SAM_5+Phage_integrase->RRF2-HTH->DUF3575->                                                                                                                                                                                                                                                                       Bacteroides cellulosilyticus                                        Bacteroidia                     NZ_JADMQL010000005.1
WP_057098597.1  HD-CE                                   NZ_JADMUC010000013.1:12968-23696        GCF_015546945.1     330     HEPN->PSE->XIS-HTH->?->DUF5712->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Arm-DNA-bind_5+Phage_int_SAM_5+Phage_integrase->                                                                                                                                                                                                                                                                         Bacteroides intestinalis                                            Bacteroidia                     NZ_JADMUC010000013.1
WP_117748341.1  HD-CE                                   NZ_JADMTX010000013.1:67574-80798        GCF_015546785.1     327     DNA_methylase->HATPase_c_3->Z1+Z1-like->DUF4420->AIPR->*HD-CE->ORC-CDC6-like->CARF-double->MTS->HIT->                                                                                                                                                                                                                                                                                                       Phocaeicola plebeius                                                Bacteroidia                     NZ_JADMTX010000013.1
WP_169553712.1  HD-CE                                   NZ_CP051679.1:12770-7336                GCF_012849055.1     354     DUF5712->VirD4-TraG->DCM->*HD-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                               Spirosoma rhododendri                                               Cytophagia                      NZ_CP051679.1
WP_073110781.1  HD-CE                                   NZ_FQYN01000006.1:249064-259312         GCF_900141805.1     364     DnaB_C->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Hymenobacter daecheongensis DSM 21074                               Cytophagia                      NZ_FQYN01000006.1
WP_130023668.1  HD-CE                                   NZ_SEWF01000053.1:358-10186             GCF_004168285.1     372     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->PADR-HTH->MacB_PCD+MacB_PCD->                                                                                                                                                                                                                                                                                                                            Emticicia agri                                                      Cytophagia                      NZ_SEWF01000053.1
WP_207335862.1  HD-CE                                   NZ_JAFMYU010000009.1:42023-52747        GCF_017353255.1     365     Peptidase_M23->YWFCY+VirD4-TraG->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                        Fibrella aquatilis                                                  Cytophagia                      NZ_JAFMYU010000009.1
WP_163286825.1  HD-CE                                   NZ_JAAGVY010000050.1:12925-26595        GCF_010686655.1     360     HsdM_N+N6_Mtase->TRD+TRD->Thymidylat_synt->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                              Cryomorpha ignava                                                   Flavobacteriia                  NZ_JAAGVY010000050.1
WP_056253821.1  HD-CE                                   NZ_LMMA01000035.1:386-6965              GCF_001422725.1     340     *HD-CE->ORC-CDC6-like->CARF-double->ZetaToxin->DNA_methylase->RE_NgoFVII->                                                                                                                                                                                                                                                                                                                                  Flavobacterium sp. Leaf82                                           Flavobacteriia                  NZ_LMMA01000035.1
WP_128388479.1  HD-CE                                   NZ_SBII01000002.1:12223-26961           GCF_004028155.1     356     *HD-CE->ORC-CDC6-like->CARF-double->Vsr+DUF559->HATPase_c_3->Z1+Z1-like->                                                                                                                                                                                                                                                                                                                                   Flavobacterium cerinum                                              Flavobacteriia                  NZ_SBII01000002.1
WP_125067038.1  HD-CE                                   NZ_CP032548.1:1477057-1487884           GCF_003867015.1     362     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->ThiF->                                                                                                                                                                                                                                                                                                                                                   Tenacibaculum singaporense                                          Flavobacteriia                  NZ_CP032548.1
WP_178988497.1  HD-CE                                   NZ_CP053351.1:1930530-1941910           GCF_013394655.1     173     Amidohydro_2->Peptidase_M19->HIT->SQHop_cyclase_C->DNA_methylase->*HD-CE->*HD-CE->ORC-CDC6-like->CARF-double->?->?->Amidohydro_2->Peptidase_M19->HIT->SQHop_cyclase_C->DNA_methylase->*HD-CE->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                          Winogradskyella schleiferi                                          Flavobacteriia                  NZ_CP053351.1
WP_178988498.1  HD-CE                                   NZ_CP053351.1:1930530-1941910           GCF_013394655.1     166     Amidohydro_2->Peptidase_M19->HIT->SQHop_cyclase_C->DNA_methylase->*HD-CE->*HD-CE->ORC-CDC6-like->CARF-double->?->?->Amidohydro_2->Peptidase_M19->HIT->SQHop_cyclase_C->DNA_methylase->*HD-CE->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                          Winogradskyella schleiferi                                          Flavobacteriia                  NZ_CP053351.1
WP_129534809.1  HD-CE                                   NZ_CP033070.1:1521711-1532510           GCF_003669035.1     337     DNA_methylase->DNA_methylase->*HD-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                           Chryseobacterium sp. 3008163                                        Flavobacteriia                  NZ_CP033070.1
WP_123879774.1  HD-CE                                   NZ_CP033920.1:3414141-3429820           GCF_003815695.1     354     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Chryseobacterium carnipullorum                                      Flavobacteriia                  NZ_CP033920.1
WP_161042280.1  HD-CE                                   NZ_RSAV01000005.1:330309-342290         GCF_009865615.1     355     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->?->?->ArdA->                                                                                                                                                                                                                                                                                                                                             Elizabethkingia anophelis                                           Flavobacteriia                  NZ_RSAV01000005.1
WP_109417072.1  HD-CE                                   NZ_QEAS01000015.1:433-13149             GCF_003130405.1     336     REase->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                  Pararcticibacter amylolyticus                                       Sphingobacteriia                NZ_QEAS01000015.1
WP_190313376.1  HD-CE                                   NZ_JACNYL010000002.1:520834-533893      GCF_014692525.1     357     RE_HaeIII->Classical-AAA+McrB->McrC-NTD+McrC->putAbiC->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                  Sphingobacterium chuzhouense                                        Sphingobacteriia                NZ_JACNYL010000002.1
WP_121125116.1  HD-CE                                   NZ_RBWS01000011.1:97-10983              GCF_003627955.1     356     Tox-HNH->?->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                            Sphingobacterium puteale                                            Sphingobacteriia                NZ_RBWS01000011.1
MBN1969711.1    HD-CE                                   JAFGEE010000172.1:237-5236              GCA_016931755.1     343     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->ORF6N->                                                                                                                                                                                                                                                                                                                                                  Candidatus Delongbacteria bacterium                                 Candidatus Delongbacteria       JAFGEE010000172.1
NQU24873.1      HD-CE                                   JABMRB010001108.1:72-9493               GCA_013202865.1     319     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Candidatus Nealsonbacteria bacterium                                Candidatus Nealsonbacteria      JABMRB010001108.1
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TRV19115.1      HD-CE                                   SFAL01000214.1:1-4041                   GCA_007096665.1     336     DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                   Microcystis flos-aquae Mf_QC_C_20070823_S10                         Oscillatoriophycideae           SFAL01000214.1
OQC17521.1      HD-CE                                   MWEH01000069.1:638-4588                 GCA_002070965.1     378     *HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                        Firmicutes bacterium ADurb.Bin080                                   Firmicutes                      MWEH01000069.1
PKM68376.1      HD-CE                                   PGZV01000004.1:123775-137138            GCA_002841495.1     342     MORC->Z1+Z1-like->DUF4420->AIPR->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Methyltransf_25->                                                                                                                                                                                                                                                                                                       Firmicutes bacterium HGW-Firmicutes-2                               Firmicutes                      PGZV01000004.1
MBD5636235.1    HD-CE                                   JAAUYT010000004.1:773-10210             GCA_014804975.1     348     HTH->*HD-CE->ORC-CDC6-like->CARF-double->DNA_methylase->HATPase_c_3->Z1+Z1-like->                                                                                                                                                                                                                                                                                                                           Clostridia bacterium                                                Clostridia                      JAAUYT010000004.1
MBD5636337.1    HD-CE                                   JAAUYT010000008.1:1-10071               GCA_014804975.1     348     HTH->*HD-CE->ORC-CDC6-like->CARF-double->DNA_methylase->HATPase_c_3->Z1+Z1-like->                                                                                                                                                                                                                                                                                                                           Clostridia bacterium                                                Clostridia                      JAAUYT010000008.1
QOX63294.1      HD-CE                                   CP042469.1:1818822-1832969              GCA_015243575.1     390     FtsX_ECD+FtsX->CCDC158+Peptidase_M23->DHH+DHHA1+RecJ_OB->TM-Conf-3H-effector+PDZ+Peptidase_S41->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                   Clostridiales bacterium                                             Clostridia                      CP042469.1
MBD5085330.1    HD-CE                                   JAAVHT010000063.1:1-9619                GCA_014799565.1     349     *HD-CE->ORC-CDC6-like->CARF-double->Zn_Tnp_IS1595->                                                                                                                                                                                                                                                                                                                                                         Clostridiales bacterium                                             Clostridia                      JAAVHT010000063.1
WP_160665721.1  HD-CE                                   NZ_QWKG01000042.1:1-12010               GCF_009911595.1     357     tRNA->Recombinase->?->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Thy1->dCache_1+HAMP+HAMP_2+MA->                                                                                                                                                                                                                                                                                                    Colidextribacter sp. OB.20                                          Clostridia                      NZ_QWKG01000042.1
WP_109727825.1  HD-CE                                   NZ_QGDI01000015.1:62177-77171           GCF_003149325.1     351     REase->CBM_3+CBM_3->?->HIN-HTH+HATPase_c_4+LRP-HTH->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                               Ruminococcus flavefaciens                                           Clostridia                      NZ_QGDI01000015.1
MXZ07849.1      HD-CE                                   VXSR01000001.1:53823-65506              GCA_009837865.1     331     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Gemmatimonadetes bacterium                                          Gemmatimonadetes                VXSR01000001.1
MBL7128260.1    HD-CE                                   JADHVP010000022.1:148-7805              GCA_016783945.1     335     DNAMETHYLASE->*HD-CE->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                                                                    Ignavibacteria bacterium                                            Ignavibacteria                  JADHVP010000022.1
MBI2825943.1    HD-CE                                   JACPPG010000044.1:229842-242375         GCA_016191115.1     336     RNaseH+DUF3800->?->RADICAL-SAM->DUF499->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Vsr->                                                                                                                                                                                                                                                                                                            Planctomycetia bacterium                                            Planctomycetia                  JACPPG010000044.1
WP_010034213.1  HD-CE                                   NZ_ABGO01000004.1:64255-79060           GCF_000171775.1     353     tRNA->tRNA->*HD-CE->ORC-CDC6-like->CARF-double->DNA_methylase->Thy1->                                                                                                                                                                                                                                                                                                                                       Gemmata obscuriglobus UQM 2246                                      Planctomycetia                  NZ_ABGO01000004.1
WP_165233532.1  HD-CE                                   NZ_JAALJH010000107.1:13594-25827        GCF_011064615.1     343     *HD-CE->ORC-CDC6-like->CARF-double->DNA_methylase->                                                                                                                                                                                                                                                                                                                                                         Aquisphaera sp. JC669                                               Planctomycetia                  NZ_JAALJH010000107.1
WP_145265915.1  HD-CE                                   NZ_CP036316.1:4645435-4655865           GCF_007745435.1     341     *HD-CE->ORC-CDC6-like->CARF-double->ENDO3+DNA_methylase->?->Imm70->                                                                                                                                                                                                                                                                                                                                         Calycomorphotria hydatis                                            Planctomycetia                  NZ_CP036316.1
OQW71220.1      HD-CE                                   MSXO01000038.1:10806-25159              GCA_002083615.1     334     HSDR_N_2+SF2-DUF3427A+EcoEI_R_C->HsdM_N+N6_Mtase->DUF1016_N+DUF1016->TRD+TRD->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                           Proteobacteria bacterium ST_bin11                                   Proteobacteria                  MSXO01000038.1
WP_162561408.1  HD-CE                                   NZ_CP029553.1:5571499-5585017           GCF_003173755.1     279     HAMP+MA->LemA->TPM_phosphatase->?->tRNA->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                Methylobacterium terrae                                             Alphaproteobacteria             NZ_CP029553.1
WP_202073457.1  HD-CE                                   NZ_JAERVJ010000007.1:122557-134713      GCF_016745395.1     338     DUF927->?->DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                        Methylocystis sp. Sn-Cys                                            Alphaproteobacteria             NZ_JAERVJ010000007.1
WP_157233959.1  HD-CE                                   NZ_CM001442.1:463560-476139             GCF_000244915.1     323     tRNA->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                   Bradyrhizobium sp. WSM471                                           Alphaproteobacteria             NZ_CM001442.1
WP_188107598.1  HD-CE                                   NZ_JAANIH010000084.1:8380-28058         GCF_014529705.1     345     *HD-CE->ORC-CDC6-like->CARF-double->DNA_methylase->                                                                                                                                                                                                                                                                                                                                                         Bradyrhizobium campsiandrae                                         Alphaproteobacteria             NZ_JAANIH010000084.1
MBL4696445.1    HD-CE                                   JAESSP010000008.1:56717-70428           GCA_016764085.1     325     XIS-HTH->DUF2840->TraF-SignalPeptidase->DUF3363->PSE->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                   Rhizobiaceae bacterium                                              Alphaproteobacteria             JAESSP010000008.1
WP_217005175.1  HD-CE                                   NZ_CP074396.1:105430-117985             GCF_019048945.1     351     DUF1612+HTH_13->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                         Agrobacterium salinitolerans                                        Alphaproteobacteria             NZ_CP074396.1
WP_077107731.1  HD-CE                                   NZ_FMUD01000065.1:688-8247              GCF_900100825.1     352     DNA_methylase->*HD-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                      Agrobacterium sp. DSM 25558                                         Alphaproteobacteria             NZ_FMUD01000065.1
WP_156585937.1  HD-CE                                   NZ_WPHQ01000002.1:483742-500153         GCF_009744095.1     357     HHH_4+AAA_30+SH3_13+UvrD_C_2->?->?->Classical-AAA+Peptidase_M41->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                        Agrobacterium vitis                                                 Alphaproteobacteria             NZ_WPHQ01000002.1
WP_012555878.1  HD-CE                                   NC_011368.1:573699-586599               GCF_000021345.1     357     PSE->DUF4365->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Rhizobium leguminosarum bv. trifolii WSM2304                        Alphaproteobacteria             NC_011368.1
WP_130755915.1  HD-CE                                   NZ_SIOD01000001.1:3126813-3139742       GCF_004304705.1     355     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Rhizobium leguminosarum                                             Alphaproteobacteria             NZ_SIOD01000001.1
WP_130758648.1  HD-CE                                   NZ_SIQK01000001.1:1276741-1288761       GCF_004303345.1     358     Classical-AAA+MPTase-FtsH->PSE->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Rhizobium leguminosarum                                             Alphaproteobacteria             NZ_SIQK01000001.1
WP_165906735.1  HD-CE                                   NZ_SLUV01000002.1:79-12338              GCF_004341765.1     370     DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                   Rhizobium sp. PP-WC-2G-219                                          Alphaproteobacteria             NZ_SLUV01000002.1
WP_137154634.1  HD-CE                                   NZ_STFX01000008.1:118670-126912         GCF_005222915.1     357     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Rhizobium sp. FKL33                                                 Alphaproteobacteria             NZ_STFX01000008.1
MBF0448831.1    HD-CE                                   JADFYU010000055.1:5075-15443            GCA_015232865.1     394     METHYLASE+DAM-Fungal->TPD->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Magnetococcales bacterium                                           Alphaproteobacteria             JADFYU010000055.1
MBF0283311.1    HD-CE                                   JADGAP010000013.1:172-15487             GCA_015231965.1     381     TY-Chap2->tRNA->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                         Magnetococcales bacterium                                           Alphaproteobacteria             JADGAP010000013.1
PHR61312.1      HD-CE                                   NVXG01000022.1:111-7397                 GCA_002733805.1     352     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Robiginitomaculum sp.                                               Alphaproteobacteria             NVXG01000022.1
RWQ30028.1      HD-CE                                   SASS01000007.1:39859-52862              GCA_004021955.1     357     ABC_membrane+ABC_tran->ABC_membrane+ABC_tran->?->AIG2_2->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                Mesorhizobium sp.                                                   Alphaproteobacteria             SASS01000007.1
NOR63729.1      HD-CE                                   WTAL01000210.1:6955-11462               GCA_013139635.1     251     *HD-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                     Rhodobacteraceae bacterium                                          Alphaproteobacteria             WTAL01000210.1
WP_146227945.1  HD-CE                                   NZ_QJTK01000019.1:35112-44104           GCF_003217355.1     325     PRiA4_ORF3->*HD-CE->ORC-CDC6-like->CARF-double->DCM->                                                                                                                                                                                                                                                                                                                                                       Rhodobacter viridis                                                 Alphaproteobacteria             NZ_QJTK01000019.1
WP_097802964.1  HD-CE                                   NZ_FXYH01000001.1:439956-454688         GCF_900185055.1     349     TetR-HTH->DUF1254+DUF1214+OmpA->DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                   Pelagimonas varians                                                 Alphaproteobacteria             NZ_FXYH01000001.1
WP_211002875.1  HD-CE                                   NZ_JAGEUF010000006.1:84131-97292        GCF_018101215.1     350     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Phaeobacter sp. HS011                                               Alphaproteobacteria             NZ_JAGEUF010000006.1
WP_171173698.1  HD-CE                                   NZ_WPZY01000002.1:261169-273419         GCF_013031405.1     377     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->PBECR1->                                                                                                                                                                                                                                                                                                                                                 Ruegeria sp. HKCCD8929                                              Alphaproteobacteria             NZ_WPZY01000002.1
WP_157870997.1  HD-CE                                   NC_010125.1:1073449-1092890             GCF_000067045.1     289     *HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                        Gluconacetobacter diazotrophicus PA1 5                              Alphaproteobacteria             NC_010125.1
OHC74589.1      HD-CE                                   MIAA01000031.1:39305-49487              GCA_001830425.1     367     SBF->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->HD+HD_assoc->Arg_tRNA_synt_N+tRNA-synt_1d+DALR_1->SPOR->                                                                                                                                                                                                                                                                                            Rhodospirillales bacterium RIFCSPLOWO2_02_FULL_58_16                Alphaproteobacteria             MIAA01000031.1
OHC73600.1      HD-CE                                   MIAA01000048.1:386-8370                 GCA_001830425.1     340     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->NMT1->BPD_transp_1->ABC_tran->                                                                                                                                                                                                                                                                                                                           Rhodospirillales bacterium RIFCSPLOWO2_02_FULL_58_16                Alphaproteobacteria             MIAA01000048.1
NCP18639.1      HD-CE                                   JAACTC010000006.1:269299-282265         GCA_009993635.1     347     Peptidase_S49+Peptidase_S49->tRNA->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                     Erythrobacter sp.                                                   Alphaproteobacteria             JAACTC010000006.1
MBA3666807.1    HD-CE                                   JACDDV010000009.1:31001-41297           GCA_013816785.1     352     HTH_17->?->?->*HD-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                       Sphingomonas sp.                                                    Alphaproteobacteria             JACDDV010000009.1
OGB34010.1      HD-CE                                   MESI01000025.1:980-10669                GCA_001770935.1     364     FA_hydroxylase->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                         Burkholderiales bacterium RIFCSPLOWO2_12_FULL_61_40                 Betaproteobacteria              MESI01000025.1
OYY44360.1      HD-CE                                   NCFU01000005.1:17446-29233              GCA_002281365.1     366     HTH_28+DNA_methylase->?->Vsr->MvaI_BcnI->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                Gallionellales bacterium 35-53-114                                  Betaproteobacteria              NCFU01000005.1
OEU66351.1      HD-CE                                   MAXI01000282.1:269-9386                 GCA_001750915.1     356     DUF4145->?->RusA->DCM->*HD-CE->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                                                           Desulfovibrio sp. S3730MH75                                         Deltaproteobacteria             MAXI01000282.1
WP_187472133.1  HD-CE                                   NZ_CP060692.1:619263-630791             GCF_014352895.1     332     SbcC+SMC_N->Mrr_cat->?->SLATT->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                         Aliarcobacter cryaerophilus                                         Epsilonproteobacteria           NZ_CP060692.1
WP_026804694.1  HD-CE                                   NZ_KK073871.1:60191-69935               GCF_000585195.1     328     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Aliarcobacter lanthieri                                             Epsilonproteobacteria           NZ_KK073871.1
WP_066347483.1  HD-CE                                   NZ_LRUR01000061.1:7390-19144            GCF_001572855.1     332     HTH->?->CR-ATPase4->?->SLATT->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                          Aliarcobacter cryaerophilus                                         Epsilonproteobacteria           NZ_LRUR01000061.1
WP_012084215.1  HD-CE                                   NC_009663.1:2527293-2537062             GCF_000010345.1     325     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Sulfurovum sp. NBC37-1                                              Epsilonproteobacteria           NC_009663.1
WP_132813430.1  HD-CE                                   NZ_SLTI01000063.1:118852-132056         GCF_004347735.1     332     Vsr->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Sulfuricurvum sp. IAE1                                              Epsilonproteobacteria           NZ_SLTI01000063.1
MBL3591237.1    HD-CE                                   JAESPF010000102.1:1876-11709            GCA_016756865.1     354     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         gamma proteobacterium endosymbiont of Lamellibrachia anaximandri    Gammaproteobacteria             JAESPF010000102.1
MAM71827.1      HD-CE                                   NZND01000014.1:46380-58590              GCA_002694805.1     372     HTH_3->DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                            Gammaproteobacteria bacterium                                       Gammaproteobacteria             NZND01000014.1
MXZ27164.1      HD-CE                                   VXSK01000002.1:557287-573066            GCA_009838035.1     313     Cofac_haem_bdg+PDZ->DUF4065->Peptidase_M1+Peptidase_M28+PDZ->ParB->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->HET+nSTAND4->                                                                                                                                                                                                                                                                         Gammaproteobacteria bacterium                                       Gammaproteobacteria             VXSK01000002.1
WP_157812775.1  HD-CE                                   NZ_PGCP01000015.1:7819-20924            GCF_002812985.1     339     Metallophos->TnsE_C->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                               Aeromonas lusitana                                                  Gammaproteobacteria             NZ_PGCP01000015.1
WP_214343632.1  HD-CE                                   NZ_JAHDJU010000002.1:174391-191479      GCF_018531185.1     345     Mu-transpos_C->TnsC-ATPase+Tn7_TnsC_Int->TniQ+TnsD->TnsE_C->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->?->Sulfatase->Cytochrome_C554+Cytochrome_C554+Cytochrom_C552+TPR->                                                                                                                                                                                                                           Bowmanella yangjiangensis                                           Gammaproteobacteria             NZ_JAHDJU010000002.1
NQZ26211.1      HD-CE                                   JABSPA010000002.1:1131808-1146768       GCA_013214175.1     347     Arm-DNA-bind_3+Phage_integrase->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Colwellia sp.                                                       Gammaproteobacteria             JABSPA010000002.1
WP_208841912.1  HD-CE                                   NZ_CP072133.1:2017744-2029418           GCF_017638925.1     365     Tn7_TnsC_Int->TniQ->TnsD->TnsE_C->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Phage_int_SAM_4+Phage_integrase->Zn_Tnp_IS91+Y2_Tnp->                                                                                                                                                                                                                                                                  Pseudoalteromonas xiamenensis                                       Gammaproteobacteria             NZ_CP072133.1
WP_155247329.1  HD-CE                                   NZ_ATYI01000005.1:306266-317422         GCF_000427605.1     358     HTH->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->?->?->PRTase->                                                                                                                                                                                                                                                                                                                                      Teredinibacter turnerae T8415                                       Gammaproteobacteria             NZ_ATYI01000005.1
NJA06451.1      HD-CE                                   JAATWI010000010.1:190423-205999         GCA_011882205.1     379     TrfA->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                   Methylococcaceae bacterium WWC4                                     Gammaproteobacteria             JAATWI010000010.1
MBH1970813.1    HD-CE                                   JAECRP010000004.1:177448-191007         GCA_016000175.1     338     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->?->DUF900->Amidase_2->                                                                                                                                                                                                                                                                                                                                   Moraxellaceae bacterium                                             Gammaproteobacteria             JAECRP010000004.1
WP_199949653.1  HD-CE                                   NZ_JADVOO010000006.1:58964-72872        GCF_016508605.1     355     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Acinetobacter courvalinii                                           Gammaproteobacteria             NZ_JADVOO010000006.1
WP_089603758.1  HD-CE                                   NZ_KZ268704.1:346980-360533             GCF_002233755.1     355     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Acinetobacter piscicola                                             Gammaproteobacteria             NZ_KZ268704.1
WP_166170721.1  HD-CE                                   NZ_WXXM01000012.1:47837-61386           GCF_011319235.1     358     DNA_methylase->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                          Acinetobacter sp. SA01                                              Gammaproteobacteria             NZ_WXXM01000012.1
WP_032030636.1  HD-CE                                   NZ_CP046898.1:3193669-3204747           GCF_013377175.1     355     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Acinetobacter baumannii                                             Gammaproteobacteria             NZ_CP046898.1
WP_130037006.1  HD-CE                                   NZ_SEUD01000005.1:211563-222540         GCF_004152785.1     353     DUF475->MFS_1->SSB->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                     Acinetobacter baumannii                                             Gammaproteobacteria             NZ_SEUD01000005.1
WP_201549819.1  HD-CE                                   NZ_CAJGYP010000001.1:1168887-1184122    GCF_904845995.1     348     tRNA-synt_1c+Anticodon_2->?->?->tRNA->tRNA->LysE->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                       Psychrobacter fjordensis                                            Gammaproteobacteria             NZ_CAJGYP010000001.1
WP_036542369.1  HD-CE                                   NZ_JMSZ01000001.1:78630-94202           GCF_000691225.1     373     tRNA-synt_2e->tRNA_synt_2f+DALR_1->DUF6216->DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                       Nitrincola lacisaponensis                                           Gammaproteobacteria             NZ_JMSZ01000001.1
WP_069184385.1  HD-CE                                   NZ_LXRF01000015.1:102563-112648         GCF_001717765.1     358     Tautomerase_3->DCM->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Marinobacter adhaerens                                              Gammaproteobacteria             NZ_LXRF01000015.1
SFA41640.1      HD-CE                                   FOJP01000001.1:474390-487651            GCA_900111835.1     346     CoiA->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->NERD+TOPC->DNA_methylase->Bro-N->                                                                                                                                                                                                                                                                                                                  Pseudomonas otitidis                                                Gammaproteobacteria             FOJP01000001.1
WP_057025657.1  HD-CE                                   NZ_BDAK01000046.1:6232-20004            GCF_002091795.1     331     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Pseudomonas synxantha NBRC 3913                                     Gammaproteobacteria             NZ_BDAK01000046.1
WP_158659527.1  HD-CE                                   NZ_CP026386.1:1097968-1109487           GCF_002934345.1     234     DNAMETHYLASE->*HD-CE->*HD-CE->ORC-CDC6-like->*ORC-CDC6-like->CARF-double->HTH_38+rve->CARF-double->?->DUF3077->Bac_DNA_binding->MerR-HTH->tRNA->DCM->DNAMETHYLASE->*HD-CE->*HD-CE->ORC-CDC6-like->*ORC-CDC6-like->CARF-double->HTH_38+rve->CARF-double->?->DUF3077->MerR-HTH->tRNA->DCM->DNAMETHYLASE->*HD-CE->*HD-CE->ORC-CDC6-like->*ORC-CDC6-like->CARF-double->HTH_38+rve->CARF-double->?->DUF3077->    Pseudomonas sp. PONIH3                                              Gammaproteobacteria             NZ_CP026386.1
WP_158659528.1  HD-CE                                   NZ_CP026386.1:1097968-1109487           GCF_002934345.1     146     DNAMETHYLASE->*HD-CE->*HD-CE->ORC-CDC6-like->*ORC-CDC6-like->CARF-double->HTH_38+rve->CARF-double->?->DUF3077->Bac_DNA_binding->MerR-HTH->tRNA->DCM->DNAMETHYLASE->*HD-CE->*HD-CE->ORC-CDC6-like->*ORC-CDC6-like->CARF-double->HTH_38+rve->CARF-double->?->DUF3077->MerR-HTH->tRNA->DCM->DNAMETHYLASE->*HD-CE->*HD-CE->ORC-CDC6-like->*ORC-CDC6-like->CARF-double->HTH_38+rve->CARF-double->?->DUF3077->    Pseudomonas sp. PONIH3                                              Gammaproteobacteria             NZ_CP026386.1
WP_048351137.1  HD-CE                                   NZ_CP049044.1:1597480-1612656           GCF_011040435.1     331     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Pseudomonas psychrophila                                            Gammaproteobacteria             NZ_CP049044.1
WP_186690589.1  HD-CE                                   NZ_CP077097.1:3198735-3210141           GCF_014269225.2     358     Phe_tRNA-synt_N+tRNA-synt_2d->EMAP+B3_4+B5+tRNA_synthFbeta+FDX-ACB->Bac_DNA_binding->MerR-HTH->tRNA->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->Glutaminase->                                                                                                                                                                                                                                       Pseudomonas anuradhapurensis                                        Gammaproteobacteria             NZ_CP077097.1
WP_169878927.1  HD-CE                                   NZ_JAAQZH010000008.1:107235-120690      GCF_012987005.1     358     DOC+FURR-HTH->NERD+TOPC->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_JAAQZH010000008.1
WP_170045505.1  HD-CE                                   NZ_JAARMB010000018.1:103286-116288      GCF_012985615.1     331     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Pseudomonas sp. WS 5412                                             Gammaproteobacteria             NZ_JAARMB010000018.1
WP_177073738.1  HD-CE                                   NZ_JACAQT010000067.1:523-6730           GCF_013386965.1     362     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->DUF4917->                                                                                                                                                                                                                                                                                                                                                Pseudomonas gingeri                                                 Gammaproteobacteria             NZ_JACAQT010000067.1
WP_177030182.1  HD-CE                                   NZ_JACARW010000053.1:51419-64064        GCF_013386435.1     366     DNA_methylase->*HD-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->TnpB_IS66->PSE->                                                                                                                                                                                                                                                                                                                          Pseudomonas veronii                                                 Gammaproteobacteria             NZ_JACARW010000053.1
WP_137271051.1  HD-CE                                   NZ_QGAI01000009.1:88534-103984          GCF_005233585.1     362     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->DUF4917->                                                                                                                                                                                                                                                                                                                                                Pseudomonas fluorescens                                             Gammaproteobacteria             NZ_QGAI01000009.1
WP_146232647.1  HD-CE                                   NZ_QJRM01000010.1:265267-279930         GCF_003205275.1     334     MODE-HTH->?->PSE->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->HTH_Tnp_1+HTH_21+rve+rve_2->                                                                                                                                                                                                                                                                                                           Pseudomonas protegens                                               Gammaproteobacteria             NZ_QJRM01000010.1
WP_122700250.1  HD-CE                                   NZ_UTAI01000106.1:176338-190836         GCF_900580455.1     364     DUF2790->Ribonuc_red_sm->DCM->*HD-CE->ORC-CDC6-like->CARF-double->Bro-N->HNH->                                                                                                                                                                                                                                                                                                                              Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UTAI01000106.1
WP_163003222.1  HD-CE                                   NZ_UTBG01000106.1:79387-90703           GCF_900580675.1     331     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->DUF3077->                                                                                                                                                                                                                                                                                                                                                Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UTBG01000106.1
WP_122531780.1  HD-CE                                   NZ_UTGI01000038.1:36484-48635           GCF_900582025.1     354     ATPcone+ATP-cone+Ribonuc_red_lgN+Ribonuc_red_lgC->DUF2559->DOC->Ribonuc_red_sm->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                         Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UTGI01000038.1
WP_122622264.1  HD-CE                                   NZ_UTUN01000001.1:148313-163593         GCF_900585705.1     329     ATPcone+ATP-cone+Ribonuc_red_lgN+Ribonuc_red_lgC->DUF2559->DOC->Ribonuc_red_sm->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                         Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UTUN01000001.1
WP_122729582.1  HD-CE                                   NZ_UUOC01000042.1:43995-60382           GCF_900590755.1     330     ATPcone+ATP-cone+Ribonuc_red_lgN+Ribonuc_red_lgC->4HB_MCP_1+MA->Ribonuc_red_sm->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->?->Bro-N->                                                                                                                                                                                                                                                               Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UUOC01000042.1
WP_027901429.1  HD-CE                                   NZ_KE695301.1:14549-25526               GCF_000452865.1     366     MazE_antitoxin->PemK_toxin->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Pseudomonas syringae UB246                                          Gammaproteobacteria             NZ_KE695301.1
MPT21418.1      HD-CE                                   SPEU01000083.1:20451-36148              GCA_009360675.1     358     SIGMA-HTH->PBPB+PAS_3+PAS_9+PAS+GGDEF+EAL->tRNA->HTH->PSE->NERD+TOPC->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                   Pseudomonas sp.                                                     Gammaproteobacteria             SPEU01000083.1
EHH1226311.1    HD-CE                                   AAZQTN010000038.1:33679-42718           GCA_017604345.1     360     DNA_methylase->*HD-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                      Vibrio vulnificus                                                   Gammaproteobacteria             AAZQTN010000038.1
WP_206622972.1  HD-CE                                   NZ_JAFKOQ010000013.1:48912-61735        GCF_017290475.1     359     PSE->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Vibrio vulnificus                                                   Gammaproteobacteria             NZ_JAFKOQ010000013.1
WP_114732095.1  HD-CE                                   NZ_QEDR01000016.1:206780-219336         GCF_003348055.1     359     DCM->*HD-CE->ORC-CDC6-like->CARF-double->GreA_GreB_N+GreA_GreB->                                                                                                                                                                                                                                                                                                                                            Vibrio cholerae                                                     Gammaproteobacteria             NZ_QEDR01000016.1
WP_027053695.1  HD-CE                                   NZ_AXAE01000018.1:154211-165428         GCF_000472705.1     356     AIG2_2->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Mesorhizobium erdmanii USDA 3471                                    Alphaproteobacteria             NZ_AXAE01000018.1
WP_135399539.1  HD-CE                                   NZ_JACHBJ010000004.1:241196-252187      GCF_014200255.1     351     DUF1612+HTH_13->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                         Agrobacterium tumefaciens                                           Alphaproteobacteria             NZ_JACHBJ010000004.1
WP_058027348.1  HD-CE                                   NZ_CP013145.1:2696677-2709808           GCF_001444365.1     363     SAM-methylase->?->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                       Colwellia sp. MT41                                                  Gammaproteobacteria             NZ_CP013145.1
WP_162030023.1  HD-CE                                   NZ_CACVAI010000057.1:45914-57120        GCF_902726595.1     364     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->?->DNA_methylase->McrB->                                                                                                                                                                                                                                                                                                                                 Lentimonas sp. CC10                                                 Verrucomicrobia incertae sedis  NZ_CACVAI010000057.1
QTN31147.1      HD-CE                                   CP059069.1:467559-479962                GCA_017798145.1     360     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Akkermansiaceae bacterium                                           Verrucomicrobiae                CP059069.1
MBL9185763.1    HD-CE                                   JAEUHK010000131.1:48755-59663           GCA_016795465.1     364     DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->?->?->DOC->                                                                                                                                                                                                                                                                                                                                              Verrucomicrobiaceae bacterium                                       Verrucomicrobiae                JAEUHK010000131.1
WP_200351768.1  HD-CE                                   NZ_JAENIK010000011.1:1133361-1148041    GCF_016595465.1     374     GreAB-C->Glyco_hydro_92N+Glyco_hydro_92->DNA_methylase->*HD-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                Luteolibacter yonseiensis                                           Verrucomicrobiae                NZ_JAENIK010000011.1
WP_131326745.1  HD-CE+sGTP                              NZ_SJOF01000010.1:89-7085               GCF_004331255.1     355     HTH->DNA_methylase->*HD-CE+sGTP->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Acinetobacter sp. ANC 4173                                          Gammaproteobacteria             NZ_SJOF01000010.1
WP_131270611.1  HD-CE+sGTP                              NZ_SJOA01000003.1:82-7684               GCF_004331165.1     355     HTH->DUF6088->DNA_methylase->*HD-CE+sGTP->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                      Acinetobacter terrae                                                Gammaproteobacteria             NZ_SJOA01000003.1

#ORC-CDC6 (PRTase-CE)
pid             arch                                                                            assembly            plen    compact                                                                                                                                                                                                                                                                                                                                                                                                     organism                                                            taxend                          
TRZ50402.1      PRTase-CE                               QYOT01000182.1:131-6456                 GCA_007279595.1     320     N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->Y2_Tnp->                                                                                                                                                                                                                                                                                                                                               bacterium Bacteria.                                                                                 QYOT01000182.1
PWI46301.1      PRTase-CE                               NJBF01000088.1:436-6556                 GCA_003144275.1     320     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Candidatus Heimdallarchaeota archaeon B3_Heim                       Candidatus Heimdallarchaeota    NJBF01000088.1
MBD3191025.1    PRTase-CE                               WJIK01000062.1:1-9159                   GCA_014730365.1     388     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Candidatus Heimdallarchaeota archaeon                               Candidatus Heimdallarchaeota    WJIK01000062.1
MCC6133021.1    PRTase-CE                               JADLFP010000399.1:519-14178             GCA_020845555.1     364     Replic_Relax->?->VWA->PP2C->STY-kinase->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                   Acidobacteria bacterium                                             Acidobacteria                   JADLFP010000399.1
PWU11226.1      PRTase-CE                               PSRJ01000041.1:1-9134                   GCA_003175985.1     376     Phage_integrase->PfkB->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                          Acidobacteriia bacterium                                            Acidobacteria                   PSRJ01000041.1
WP_158823239.1  PRTase-CE                               NZ_LMUH01000022.1:689595-706803         GCF_009766105.1     300     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Granulicella sp. S156                                               Acidobacteriales                NZ_LMUH01000022.1
WP_117300689.1  PRTase-CE                               NZ_QVQT02000004.1:549958-561594         GCF_003428625.2     374     Epimerase->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                Paracidobacterium acidisoli                                         Acidobacteriales                NZ_QVQT02000004.1
ADV80957.1      PRTase-CE                               CP002467.1:109377-128394                GCA_000179915.2     315     Reg_prop+Phytase-like+Y_Y_Y+HisKA_3+HATPase_c->RHS+RHS+RHS->RHS->?->?->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                  Terriglobus saanensis SP1PR4                                        Acidobacteriales                CP002467.1
WP_187290227.1  PRTase-CE                               NC_014963.1:109413-128394               GCF_000179915.2     262     Reg_prop+Phytase-like+Y_Y_Y+HisKA_3+HATPase_c->RHS+RHS+RHS->RHS->?->?->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                             Terriglobus saanensis SP1PR4                                        Acidobacteriales                NC_014963.1
WP_014786591.1  PRTase-CE                               NC_018014.1:3743230-3760641             GCF_000265425.1     370     MPTase->zf-ISL3+DDE_Tnp_ISL3->?->DUF6334->Phage_integrase->P-Sug-Iso+HAD-PMM->*PRTase-CE->nSTAND3->CARF-double->PfkB->D6->                                                                                                                                                                                                                                                                                  Terriglobus roseus DSM 18391                                        Acidobacteriales                NC_018014.1
MBC7932029.1    PRTase-CE                               JACMLF010000724.1:14222-26668           GCA_014379745.1     425     DUF4190+DUF3471->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->LTD->                                                                                                                                                                                                                                                                                                                     Pyrinomonadaceae bacterium                                          Blastocatellia                  JACMLF010000724.1
MBL8216468.1    PRTase-CE                               JAEUQF010000435.1:1294-14288            GCA_016789745.1     308     *PRTase-CE->ORC-CDC6-like->METHYLASE->                                                                                                                                                                                                                                                                                                                                                                      Bryobacterales bacterium                                            Bryobacterales                  JAEUQF010000435.1
WP_143337702.1  PRTase-CE                               NZ_NXEI01000001.1:1572570-1587852       GCF_002441635.1     294     AMP-binding+AMP-binding_C->Glyco_hydro_43->Na_sulph_symp->*PRTase-CE->ORC-CDC6-like->CARF-double->Aminotran_1_2->?->Lyase_1+ADSL_C->                                                                                                                                                                                                                                                                        Dietzia sp. WMMA184                                                 Corynebacteriales               NZ_NXEI01000001.1
WP_142928020.1  PRTase-CE                               NZ_PEDK01000026.1:686-16142             GCF_003431805.1     354     *PRTase-CE->ORC-CDC6-like->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->                                                                                                                                                                                                                                                                                                                                           Mycobacterium marinum                                               Corynebacteriales               NZ_PEDK01000026.1
WP_131822606.1  PRTase-CE                               NZ_MLID01000020.1:178466-193807         GCF_001853695.1     292     PmbA_TldD+PmbA_TldD_C->PmbA_TldD_C->Response_reg+OmpR-HTH->HAMP+HISKIN->DUF4173->tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                             Mycobacteroides chelonae                                            Corynebacteriales               NZ_MLID01000020.1
SHP69334.1      PRTase-CE                               FRZR01000002.1:262422-275609            GCA_900131255.1     296     PmbA_TldD+PmbA_TldD_C->PmbA_TldD_C->Response_reg+OmpR-HTH->HAMP+HISKIN->DUF4173->tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                  Mycobacteroides abscessus subsp. bolletii                           Corynebacteriales               FRZR01000002.1
WP_157835602.1  PRTase-CE                               NZ_AJSD01000034.1:1-6393                GCF_000261105.1     206     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Mycobacteroides abscessus M159                                      Corynebacteriales               NZ_AJSD01000034.1
WP_057479115.1  PRTase-CE                               NZ_LMRR01000042.1:27829-40508           GCF_001426085.1     154     Enolase_N+Enolase_C->DivIC->DUF501->Ppx-GppA->SCFA_trans->tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                    Rhodococcus sp. Leaf278                                             Corynebacteriales               NZ_LMRR01000042.1
WP_046379029.1  PRTase-CE                               NZ_CP011295.1:4705650-4721497           GCF_000975175.1     307     SSF->DUF485->SSF->Polyketide_cyc2->SBP_bac_11+VWA->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                 Rhodococcus erythropolis                                            Corynebacteriales               NZ_CP011295.1
WP_139220400.1  PRTase-CE                               NZ_FOEE01000002.1:325622-343863         GCF_900110555.1     297     DEDD_Tnp_IS110+Transposase_20->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                     Blastococcus endophyticus                                           Geodermatophilales              NZ_FOEE01000002.1
MBL8932849.1    PRTase-CE                               JAEUJN010000122.1:70-11556              GCA_016794595.1     365     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Kineosporiaceae bacterium                                           Kineosporiales                  JAEUJN010000122.1
WP_156186579.1  PRTase-CE                               NZ_LFKW01000060.1:116-7929              GCF_001040865.1     297     PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                    Cellulomonas sp. A375-1                                             Micrococcales                   NZ_LFKW01000060.1
MBC7297371.1    PRTase-CE                               JACIXL010000029.1:77-6773               GCA_014360445.1     359     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Demequina sp.                                                       Micrococcales                   JACIXL010000029.1
WP_203656749.1  PRTase-CE                               NZ_BONR01000005.1:12418-26696           GCF_016862815.1     297     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Demequina activiva                                                  Micrococcales                   NZ_BONR01000005.1
WP_109689254.1  PRTase-CE                               NZ_QGDN01000002.1:29260-47680           GCF_003149195.1     379     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like+ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                             Branchiibius hedensis                                               Micrococcales                   NZ_QGDN01000002.1
WP_204132512.1  PRTase-CE                               NZ_JAFDVD010000020.1:102130-114121      GCF_016887965.1     287     FAD_binding_5+CO_deh_flav_C->Fer2_2->Ald_Xan_dh_C+Ald_Xan_dh_C2->COXG->CN_hydrolase->*PRTase-CE->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                          Phycicoccus sp. MQZ13P-5                                            Micrococcales                   NZ_JAFDVD010000020.1
KQZ09170.1      PRTase-CE                               LMFU01000002.1:1536317-1552667          GCA_001427265.1     203     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Agromyces sp. Root1464                                              Micrococcales                   LMFU01000002.1
WP_157377079.1  PRTase-CE                               NZ_LMFU01000002.1:1536317-1552661       GCF_001427265.1     294     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->TrwC+AAA_30->                                                                                                                                                                                                                                                                                                                                            Agromyces sp. Root1464                                              Micrococcales                   NZ_LMFU01000002.1
MBT1544548.1    PRTase-CE                               JAHEWT010000006.1:23987-39491           GCA_018598365.1     370     F420_oxidored->?->*PRTase-CE->ORC-CDC6-like->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->                                                                                                                                                                                                                                                                                                                         Curtobacterium flaccumfaciens pv. flaccumfaciens                    Micrococcales                   JAHEWT010000006.1
WP_155896719.1  PRTase-CE                               NZ_JMLI01000017.1:142301-152212         GCF_000686685.1     308     MMR_HSR1+YchF-GTPase_C->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                            Curtobacterium sp. UNCCL17                                          Micrococcales                   NZ_JMLI01000017.1
WP_168690242.1  PRTase-CE                               NZ_CP051154.1:3368898-3384372           GCF_012317045.1     382     P-Sug-Iso+HAD-PMM->PfkB->*PRTase-CE->ORC-CDC6-like->CARF-double->TF-Rv0623->                                                                                                                                                                                                                                                                                                                                Leifsonia sp. PS1209                                                Micrococcales                   NZ_CP051154.1
WP_076708107.1  PRTase-CE                               NZ_CP031421.1:2013330-2025839           GCF_001975955.2     368     *PRTase-CE->ORC-CDC6-like->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->                                                                                                                                                                                                                                                                                                                                           Microbacterium oleivorans                                           Micrococcales                   NZ_CP031421.1
WP_196323886.1  PRTase-CE                               NZ_JAAGRZ010000025.1:9278-25109         GCF_015700745.1     305     DUF222+HNH->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                             Microbacterium lacticum                                             Micrococcales                   NZ_JAAGRZ010000025.1
WP_147436282.1  PRTase-CE                               NZ_BMXM01000011.1:55203-68137           GCF_014651755.1     292     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->ABC_tran+ABC_tran->BPD_transp_2->                                                                                                                                                                                                                                                                                                                        Mycetocola manganoxydans                                            Micrococcales                   NZ_BMXM01000011.1
WP_138945360.1  PRTase-CE                               NZ_CP040750.1:1342341-1363380           GCF_006065115.1     253     SAD-DUF3427C+REase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                Plantibacter sp. M259                                               Micrococcales                   NZ_CP040750.1
WP_146080741.1  PRTase-CE                               NZ_PSTZ01000005.1:128910-143329         GCF_002931555.1     249     *PRTase-CE->ORC-CDC6-like->CARF-double->Phosphonate-bd->ABC_tran->BPD_transp_1->                                                                                                                                                                                                                                                                                                                            Pseudoclavibacter sp. RFBB5                                         Micrococcales                   NZ_PSTZ01000005.1
WP_159987147.1  PRTase-CE                               NZ_CP047175.1:8124-22325                GCF_009834185.1     372     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Rathayibacter sp. VKM Ac-2760                                       Micrococcales                   NZ_CP047175.1
VXC12591.1      PRTase-CE                               LR733293.1:3914298-3930441              GCA_902506095.1     297     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Arthrobacter sp. 9AX                                                Micrococcales                   LR733293.1
WP_156372319.1  PRTase-CE                               NZ_LMPC01000006.1:50486-65983           GCF_001423745.1     319     PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->HKD-Rease+SF2-DUF3427A+SAD-DUF3427C->MazG-like->URI+SFI-ATPase->                                                                                                                                                                                                                                                                                               Arthrobacter sp. Leaf337                                            Micrococcales                   NZ_LMPC01000006.1
WP_216926556.1  PRTase-CE                               NZ_JAHOPC010000014.1:88542-101216       GCF_019038615.1     307     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Paenarthrobacter sp. MMS21-TAE1-1                                   Micrococcales                   NZ_JAHOPC010000014.1
MBM0237707.1    PRTase-CE                               JAEVHO010000109.1:100-10401             GCA_016802835.1     297     PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->dUTPase->                                                                                                                                                                                                                                                                                                                                                      Micromonospora sp. ATA32                                            Micromonosporales               JAEVHO010000109.1
TXJ06733.1      PRTase-CE                               SSHC01000035.1:118-10647                GCA_008017265.1     372     Transposase_mut->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->DUF1345->                                                                                                                                                                                                                                                                                                                 Aeromicrobium sp.                                                   Propionibacteriales             SSHC01000035.1
WP_123390486.1  PRTase-CE                               NZ_RKHO01000001.1:2022710-2039062       GCF_003752505.1     373     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Marmoricola aurantiacus                                             Propionibacteriales             NZ_RKHO01000001.1
WP_157571747.1  PRTase-CE                               NZ_AUFN01000015.1:2042-16129            GCF_000426525.1     296     Glyoxalase->adh_short_C2->Glyoxalase+Glyoxalase->adh_short_C2->FAA_hydrolase->*PRTase-CE->ORC-CDC6-like->ABhydrolase->DUF2218->                                                                                                                                                                                                                                                                             Nocardioides alkalitolerans DSM 16699                               Propionibacteriales             NZ_AUFN01000015.1
MCB0859965.1    PRTase-CE                               JAGQUR010000037.1:1-9686                GCA_020438395.1     361     tRNA-synt_1e+DALR_2->SpoU_sub_bind+SPOUT->Sigma70_r2+LuxR-HTH->tRNA->P-Sug-Iso+HAD-PMM->*PRTase-CE->                                                                                                                                                                                                                                                                                                        Solirubrobacterales bacterium                                       Thermoleophilia                 JAGQUR010000037.1
MBN1458867.1    PRTase-CE                               JAFGKS010000152.1:1-9388                GCA_016928475.1     307     Type_ISP_C->FRG->?->METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->NUDIX->                                                                                                                                                                                                                                                                                                                              Armatimonadetes bacterium                                           Armatimonadetes                 JAFGKS010000152.1
PIY40449.1      PRTase-CE                               PFKQ01000444.1:220-4630                 GCA_002784925.1     372     P-Sug-Iso+HAD-PMM->*PRTase-CE->                                                                                                                                                                                                                                                                                                                                                                             Armatimonadetes bacterium CG_4_10_14_3_um_filter_59_10              Armatimonadetes                 PFKQ01000444.1
MBI3221471.1    PRTase-CE                               JACPVX010000091.1:13114-26502           GCA_016191555.1     369     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Bacteroidetes bacterium                                             Bacteroidetes                   JACPVX010000091.1
MBQ3812064.1    PRTase-CE                               JAFPUZ010000008.1:88951-101416          GCA_017413135.1     301     AbiEii->ThiC_Rad_SAM->AMIN->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->PSE->                                                                                                                                                                                                                                                                                                                        Bacteroidales bacterium                                             Bacteroidia                     JAFPUZ010000008.1
MBR0500353.1    PRTase-CE                               JAFRNC010000004.1:10323-24400           GCA_017430365.1     338     AAA_14+DUF4143->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Bacteroidales bacterium                                             Bacteroidia                     JAFRNC010000004.1
MBQ6741373.1    PRTase-CE                               JAFSPJ010000004.1:226395-238379         GCA_017442975.1     376     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->AbiEi_1->AbiEii->                                                                                                                                                                                                                                                                                                                                Bacteroidales bacterium                                             Bacteroidia                     JAFSPJ010000004.1
MBR3411642.1    PRTase-CE                               JAFWOP010000018.1:13347-28679           GCA_017545365.1     296     HKD-Rease+Helicase_C->Schlafen+HATPase_c_4+DUF5434->N6_Mtase+Eco57I+TaqI_C->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->DUF4062->DUF1016_N+DUF1016->                                                                                                                                                                                                                                                 Bacteroidales bacterium                                             Bacteroidia                     JAFWOP010000018.1
MBO4875642.1    PRTase-CE                               JAFZRE010000032.1:38585-55678           GCA_017620015.1     300     YARHG+DUF3160->PGA_cap->Bro-N->?->ResIII+Eco57I->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->AbiH->AlbA_2+HATPase_c_4+ZDNA-HTH->                                                                                                                                                                                                                                                                     Bacteroidales bacterium                                             Bacteroidia                     JAFZRE010000032.1
MBQ7966545.1    PRTase-CE                               JAFUIZ010000009.1:167-7999              GCA_017473885.1     326     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Bacteroidaceae bacterium                                            Bacteroidia                     JAFUIZ010000009.1
WP_163212302.1  PRTase-CE                               NZ_QVMJ01000007.1:98741-114250          GCF_010500955.1     333     Thymidylat_synt->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF4365->                                                                                                                                                                                                                                                                                                                   Bacteroides sp. 519                                                 Bacteroidia                     NZ_QVMJ01000007.1
RGP02380.1      PRTase-CE                               QSVZ01000022.1:722-8547                 GCA_003439845.1     305     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Bacteroides thetaiotaomicron                                        Bacteroidia                     QSVZ01000022.1
WP_163308646.1  PRTase-CE                               NZ_QVMO01000055.1:6524-17898            GCF_010501055.1     302     DUF6088->AbiEii->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                        Dysgonomonas sp. 521                                                Bacteroidia                     NZ_QVMO01000055.1
MBQ6791354.1    PRTase-CE                               JAFSKL010000026.1:43544-58840           GCA_017448985.1     297     AAA-ATPase_like+PDDEXK_9->GATase_6+Asn_synthase->Hexapep->23S_rRNA_IVP->DUF354->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->KAP-NTPase->                                                                                                                                                                                                                                                             Paludibacteraceae bacterium                                         Bacteroidia                     JAFSKL010000026.1
MBF1481007.1    PRTase-CE                               JABZUD010000091.1:207-6822              GCA_015261725.1     331     PSE->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                       Prevotella pallens                                                  Bacteroidia                     JABZUD010000091.1
MBR1621060.1    PRTase-CE                               JAFUXO010000128.1:1-3606                GCA_017477155.1     298     tRNA->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                           Prevotella sp.                                                      Bacteroidia                     JAFUXO010000128.1
WP_033148139.1  PRTase-CE                               NZ_JNKF01000012.1:11264-21937           GCF_000702825.1     300     SDH_sah->DUF6016->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->?->SbcC->                                                                                                                                                                                                                                                                                                                              Prevotella sp. P6B1                                                 Bacteroidia                     NZ_JNKF01000012.1
WP_117587416.1  PRTase-CE                               NZ_QRVA01000023.1:174-9991              GCF_003459205.1     302     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Prevotella copri                                                    Bacteroidia                     NZ_QRVA01000023.1
RUL59256.1      PRTase-CE                               RYYU01000001.1:1267897-1281524          GCA_003977605.1     302     UbiA->UbiA->UbiA->UbiA->UbiA->UbiA->HAD->DUF6080->Polysacc_synt_3->PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->FMN+Fer4_5+Fer4->Nitroreductase->                                                                                                                                                                                                                                                Prevotella koreensis                                                Bacteroidia                     RYYU01000001.1
MBR4854249.1    PRTase-CE                               JAFYQT010000038.1:37040-48795           GCA_017559745.1     284     LexA-protease->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Alistipes sp.                                                       Bacteroidia                     JAFYQT010000038.1
MBR5493899.1    PRTase-CE                               JAFYUE010000139.1:3353-16001            GCA_017549645.1     305     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Alistipes sp.                                                       Bacteroidia                     JAFYUE010000139.1
MBS6650705.1    PRTase-CE                               JAGZXA010000001.1:113444-125367         GCA_018378655.1     326     Phage_int_SAM_5+Phage_integrase->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->KilA-N->?->XIS-HTH->                                                                                                                                                                                                                                                                                       Alistipes putredinis                                                Bacteroidia                     JAGZXA010000001.1
OSZ82925.1      PRTase-CE                               NFUW01000001.1:1477997-1491086          GCA_002127285.1     329     Arm-DNA-bind_5+Phage_int_SAM_5+Phage_integrase->XIS-HTH->VirE_N+DUF3987->Thymidylat_synt->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                   Chitinophagaceae bacterium IBVUCB1                                  Chitinophagia                   NFUW01000001.1
RYY46218.1      PRTase-CE                               SEAA01000164.1:561-8069                 GCA_004173335.1     316     PSE->?->N6_N4_Mtase+METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                     Chitinophagaceae bacterium                                          Chitinophagia                   SEAA01000164.1
MBL7759125.1    PRTase-CE                               JAEUVE010000003.1:1198-18013            GCA_016786865.1     364     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Sediminibacterium sp.                                               Chitinophagia                   JAEUVE010000003.1
WP_018623043.1  PRTase-CE                               NZ_KB893312.1:133276-146575             GCF_000374065.1     296     Glycos_transf_2->GidB->bPH_3->tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                                      Spirosoma luteum DSM 19990                                          Cytophagia                      NZ_KB893312.1
WP_202016313.1  PRTase-CE                               NZ_JAERRB010000018.1:128782-145297      GCF_016735595.1     379     PHP->METHYLASE->A18->T5orf172->?->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                         Chryseolinea sp. Jin1                                               Cytophagia                      NZ_JAERRB010000018.1
WP_202016721.1  PRTase-CE                               NZ_JAERRB010000024.1:395-7606           GCF_016735595.1     303     *PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                                                                          Chryseolinea sp. Jin1                                               Cytophagia                      NZ_JAERRB010000024.1
PHR46278.1      PRTase-CE                               NVXV01000011.1:139056-149029            GCA_002734085.1     300     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                          Fluviicola sp.                                                      Flavobacteriia                  NVXV01000011.1
WP_163399419.1  PRTase-CE                               NZ_JAADZW010000009.1:21250-38250        GCF_010645065.1     379     HTH->?->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->Preader8+HNH_4->                                                                                                                                                                                                                                                                                                                   Flavobacterium fluviatile                                           Flavobacteriia                  NZ_JAADZW010000009.1
WP_108172005.1  PRTase-CE                               NZ_QBKQ01000002.1:816361-827223         GCF_003054225.1     319     RadC->?->DUF5712->VirD4-TraG->?->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                                         Gramella gaetbulicola                                               Flavobacteriia                  NZ_QBKQ01000002.1
OZA24883.1      PRTase-CE                               NCIM01000006.1:97780-108537             GCA_002282055.1     364     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->PSE->                                                                                                                                                                                                                                                                                                                                      Sphingobacteriales bacterium 17-39-43                               Sphingobacteriia                NCIM01000006.1
WP_119408994.1  PRTase-CE                               NZ_CP032869.1:2086944-2104305           GCF_003576455.2     369     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Mucilaginibacter celer                                              Sphingobacteriia                NZ_CP032869.1
WP_130857295.1  PRTase-CE                               NZ_LR027853.1:48001-62774               GCF_900607235.1     353     AAA_15->UvrD-helicase->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->Glyoxalase->                                                                                                                                                                                                                                                                                                        Olivibacter jilunii                                                 Sphingobacteriia                NZ_LR027853.1
WP_157255306.1  PRTase-CE                               NZ_LMKM01000001.1:241598-255823         GCF_001421515.1     327     PRA-PH->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                     Pedobacter sp. Leaf216                                              Sphingobacteriia                NZ_LMKM01000001.1
WP_204392365.1  PRTase-CE                               NZ_JACJLE010000020.1:30093-42199        GCF_016901995.1     303     AAA_21->?->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                              Bacteroides caecigallinarum                                         Bacteroidia                     NZ_JACJLE010000020.1
WP_087208178.1  PRTase-CE                               NZ_NFJG01000015.1:19010-31059           GCF_002159755.1     297     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Bacteroides sp. An269                                               Bacteroidia                     NZ_NFJG01000015.1
WP_136000470.1  PRTase-CE                               NZ_SRYX01000103.1:511-8971              GCF_004793675.1     326     AlbA_2->UPF0020+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Bacteroides caecimuris                                              Bacteroidia                     NZ_SRYX01000103.1
WP_183697397.1  PRTase-CE                               NZ_JACICA010000009.1:36182-47267        GCF_014195585.1     331     HTH->Couple_hipA->HipA_C->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                  Alloprevotella rava                                                 Bacteroidia                     NZ_JACICA010000009.1
WP_223929565.1  PRTase-CE                               NZ_BPTU01000003.1:456026-468038         GCF_019973355.1     389     NusG+Ribosomal_L26->?->?->DDE_Tnp_IS66->DDE_Tnp_1->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                        Prevotella lacticifex                                               Bacteroidia                     NZ_BPTU01000003.1
WP_100013706.1  PRTase-CE                               NZ_CP024727.1:451991-465593             GCF_002763715.1     302     XIS-HTH->PSE->PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                      Prevotella intermedia                                               Bacteroidia                     NZ_CP024727.1
WP_117706977.1  PRTase-CE                               NZ_JADMWD010000012.1:25437-37058        GCF_015547975.1     330     Thymidylat_synt->N6_N4_Mtase+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF418->                                                                                                                                                                                                                                                                                                         Parabacteroides merdae                                              Bacteroidia                     NZ_JADMWD010000012.1
WP_146858036.1  PRTase-CE                               NZ_BKAU01000001.1:1021100-1033609       GCF_007992715.1     362     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Chitinophaga cymbidii                                               Chitinophagia                   NZ_BKAU01000001.1
NOT92265.1      PRTase-CE                               JABFRP010000002.1:1604526-1614868       GCA_013141115.1     307     Thymidylat_synt->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->ACET->                                                                                                                                                                                                                                                                                                                                   Ferruginibacter sp.                                                 Chitinophagia                   JABFRP010000002.1
WP_150413097.1  PRTase-CE                               NZ_VYQF01000001.1:699624-711200         GCF_008710285.1     359     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Ginsengibacter hankyongi                                            Chitinophagia                   NZ_VYQF01000001.1
WP_158638426.1  PRTase-CE                               NZ_CP042435.1:5049291-5065176           GCF_007971225.1     303     TraJ-RHH->Relaxase->YWFCY+VirD4-TraG->Thymidylat_synt->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                   Panacibacter ginsenosidivorans                                      Chitinophagia                   NZ_CP042435.1
WP_132053099.1  PRTase-CE                               NZ_CP037755.1:1807050-1817895           GCF_004347775.1     330     XIS-HTH->XIS-HTH->Thymidylat_synt->METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->bPH_1->                                                                                                                                                                                                                                                                                                    Pseudocnuella soli                                                  Chitinophagia                   NZ_CP037755.1
WP_161835152.1  PRTase-CE                               NZ_JAACJR010000008.1:974005-988741      GCF_009939225.1     359     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->DOC+BirA-HTH->                                                                                                                                                                                                                                                                                                                             Sediminibacterium soli                                              Chitinophagia                   NZ_JAACJR010000008.1
WP_092899515.1  PRTase-CE                               NZ_FOKK01000014.1:105433-118277         GCF_900112005.1     301     ADA-DBD+DUF5763->?->KAP_NTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                         Algoriphagus aquimarinus                                            Cytophagia                      NZ_FOKK01000014.1
WP_210522153.1  PRTase-CE                               NZ_JAGEMO020000154.1:363-9933           GCF_017921975.2     291     CHAT->?->DUF305->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                        Hymenobacter terricola                                              Cytophagia                      NZ_JAGEMO020000154.1
WP_125421288.1  PRTase-CE                               NZ_RWIT01000008.1:1740-15651            GCF_003944715.1     372     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Hymenobacter rigui                                                  Cytophagia                      NZ_RWIT01000008.1
WP_216714848.1  PRTase-CE                               NZ_JACVEL010000021.1:10867-20054        GCF_014518315.1     367     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Taishania pollutisoli                                               Flavobacteriia                  NZ_JACVEL010000021.1
WP_180857107.1  PRTase-CE                               NZ_CAIJDE010000034.1:167536-180521      GCF_903819335.1     317     Peptidase_C1_2->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Flavobacterium panici                                               Flavobacteriia                  NZ_CAIJDE010000034.1
WP_138425533.1  PRTase-CE                               NZ_CP010992.1:2353080-2363236           GCF_001580475.1     319     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Flavobacterium columnare                                            Flavobacteriia                  NZ_CP010992.1
WP_166335115.1  PRTase-CE                               NZ_JAAJBU010000003.1:1-17328            GCF_011392125.1     317     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Flavobacterium lotistagni                                           Flavobacteriia                  NZ_JAAJBU010000003.1
WP_091267253.1  PRTase-CE                               NZ_LT629737.1:3113016-3124415           GCF_900104765.1     327     HTH->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->?->HsdM_N->                                                                                                                                                                                                                                                                                                                             Gillisia sp. Hel1_33_143                                            Flavobacteriia                  NZ_LT629737.1
WP_207032596.1  PRTase-CE                               NZ_JAFLNL010000003.1:306059-317769      GCF_017313785.1     363     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Muricauda aurea                                                     Flavobacteriia                  NZ_JAFLNL010000003.1
WP_158062991.1  PRTase-CE                               NZ_CP044507.1:6706-19219                GCF_008831505.1     314     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Chryseobacterium sp.                                                Flavobacteriia                  NZ_CP044507.1
WP_089756537.1  PRTase-CE                               NZ_FNKL01000004.1:119490-135343         GCF_900100115.1     362     HTH->Preader8+HNH_4->HIT->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                       Chryseobacterium soldanellicola                                     Flavobacteriia                  NZ_FNKL01000004.1
WP_034973600.1  PRTase-CE                               NZ_FOFI01000002.1:557465-569333         GCF_900110605.1     329     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Epilithonimonas lactis                                              Flavobacteriia                  NZ_FOFI01000002.1
WP_078346105.1  PRTase-CE                               NZ_MBTF01000001.1:549068-562145         GCF_002013915.1     376     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Mucilaginibacter pedocola                                           Sphingobacteriia                NZ_MBTF01000001.1
WP_188746669.1  PRTase-CE                               NZ_BMIK01000001.1:370257-385804         GCF_014642075.1     296     HTH->?->*PRTase-CE->ORC-CDC6-like->CARF-double->ORC-CDC6-like+ZnR->?->N6_Mtase->                                                                                                                                                                                                                                                                                                                            Parapedobacter defluvii                                             Sphingobacteriia                NZ_BMIK01000001.1
WP_079716948.1  PRTase-CE                               NZ_FUYS01000004.1:492974-509700         GCF_900168055.1     296     HTH->PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->ORC-CDC6-like+ZnR->?->N6_Mtase->PSE->                                                                                                                                                                                                                                                                                                                     Parapedobacter luteus                                               Sphingobacteriia                NZ_FUYS01000004.1
WP_201668619.1  PRTase-CE                               NZ_CP068224.1:2990901-3004817           GCF_016725925.1     330     LuxR-HTH+rve->IstB_IS21->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                   Sphingobacterium multivorum                                         Sphingobacteriia                NZ_CP068224.1
WP_164111983.1  PRTase-CE                               NZ_WFKM01000010.1:212868-228150         GCF_011007365.1     296     HTH->*PRTase-CE->ORC-CDC6-like->CARF-double->ORC-CDC6-like+ZnR->?->METHYLASE->                                                                                                                                                                                                                                                                                                                              Sphingobacterium sp. xlx-96                                         Sphingobacteriia                NZ_WFKM01000010.1
WP_020404490.1  PRTase-CE                               NZ_AQXG01000013.1:30858-44848           GCF_000375425.1     374     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Gracilimonas tropica DSM 19535                                      Balneolia                       NZ_AQXG01000013.1
HBE90560.1      PRTase-CE                               DNQH01000054.1:1-5713                   GCA_003501005.1     267     Hist_deacetyl->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Candidatus Andersenbacteria bacterium                               Candidatus Andersenbacteria     DNQH01000054.1
MBR6124419.1    PRTase-CE                               JAFXYS010000373.1:1-9921                GCA_017541625.1     326     AlbA_2+HATPase_c_4+BirA-HTH->PDDEXK_3->TRD+TRD->DAM-Guillarida+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->ACET->                                                                                                                                                                                                                                                                         Candidatus Saccharibacteria bacterium                               Candidatus Saccharibacteria     JAFXYS010000373.1
MBL7061948.1    PRTase-CE                               JADHXB010000031.1:4756-16384            GCA_016783155.1     379     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Dehalococcoidia bacterium                                           Dehalococcoidia                 JADHXB010000031.1
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WP_015125429.1  PRTase-CE                               NC_019680.1:2743502-2759790             GCF_000316685.1     376     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Synechococcus sp. PCC 6312                                          Synechococcales                 NC_019680.1
WP_153013589.1  PRTase-CE                               NZ_BCMS01000001.1:341952-356941         GCF_001485435.1     302     PHP+DNA_pol3_alpha+DNA_pol3_finger+Intein_splicing+HHH_6+N-OB->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->DUF559->                                                                                                                                                                                                                                                                                  Deinococcus grandis                                                 Deinococci                      NZ_BCMS01000001.1
WP_155300847.1  PRTase-CE                               NZ_BLBE01000006.1:24276-34233           GCF_009687825.1     287     *PRTase-CE->ORC-CDC6-like->CARF-double->DNAMETHYLASE->                                                                                                                                                                                                                                                                                                                                                      Deinococcus kurensis                                                Deinococci                      NZ_BLBE01000006.1
WP_139322878.1  PRTase-CE                               NZ_MSTI01000068.1:114468-131325         GCF_001949125.1     317     Tox-HNH->PHP+DNA_pol3_alpha+DNA_pol3_finger+HHH_6+N-OB->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                 Deinococcus marmoris                                                Deinococci                      NZ_MSTI01000068.1
WP_217033337.1  PRTase-CE                               NZ_JAHNZY010000004.1:207905-225485      GCF_019039195.1     312     XdhC_CoxI+XdhC_C->Mob_synth_C->PSE->PSE->?->N6_Mtase->Thy1+Thy1->*PRTase-CE->ORC-CDC6-like->CARF-double->HKD-Rease+SF2-DUF3427A+DUF3427->                                                                                                                                                                                                                                                                   Bacillus sp. FJAT-29953                                             Bacilli                         NZ_JAHNZY010000004.1
WP_061656652.1  PRTase-CE                               NZ_LOMN01000035.1:304-11989             GCF_001583925.1     305     GntP_permease->NAD_binding_2+6PGD->DPPIV_N+BetaPropeller+Peptidase_S9->DUF4256->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                          Bacillus cereus                                                     Bacilli                         NZ_LOMN01000035.1
WP_009593322.1  PRTase-CE                               NZ_AEXS01000121.1:1959-13424            GCF_000204455.1     312     *PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                                                           Paenibacillus sp. HGF5                                              Bacilli                         NZ_AEXS01000121.1
WP_173119970.1  PRTase-CE                               NZ_JABMKY010000028.1:94053-109497       GCF_013204845.1     310     TnsD->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                                                                    Paenibacillus qinlingensis                                          Bacilli                         NZ_JABMKY010000028.1
WP_076152530.1  PRTase-CE                               NZ_MRTT01000021.1:42690-56144           GCF_001955865.1     310     AMP-binding+AMP-binding_C->4HBT->SecG->OB_RNB+CSD2+RNASEII+S1->SmpB->tmRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                             Paenibacillus glucanolyticus                                        Bacilli                         NZ_MRTT01000021.1
WP_104835587.1  PRTase-CE                               NZ_CP091221.1:1163923-1176699           GCF_023375425.1     300     PSE->?->DAM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                       Enterococcus faecium                                                Bacilli                         NZ_CP091221.1
MBN2919904.1    PRTase-CE                               JAFHBP010000270.1:1-8377                GCA_016938995.1     370     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->Epimerase->                                                                                                                                                                                                                                                                                                                                Lactobacillus sp.                                                   Bacilli                         JAFHBP010000270.1
MBQ3523286.1    PRTase-CE                               JAFQCT010000010.1:42750-56635           GCA_017399405.1     310     HEPN->DUF45->?->?->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->ARG+HsdM_N+N6_Mtase->HsdM_N+N6_Mtase->                                                                                                                                                                                                                                                                                                Clostridia bacterium                                                Clostridia                      JAFQCT010000010.1
MBQ7106574.1    PRTase-CE                               JAFSDK010000028.1:2708-11720            GCA_017436255.1     304     Mn_catalase->?->VbhA->DOC->SLATT->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->Thy1->                                                                                                                                                                                                                                                                                                                  Clostridia bacterium                                                Clostridia                      JAFSDK010000028.1
MBR3918720.1    PRTase-CE                               JAFWZH010000192.1:1-11372               GCA_017522515.1     313     Glyco_hydro_92->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                             Clostridia bacterium                                                Clostridia                      JAFWZH010000192.1
OGO89123.1      PRTase-CE                               MGOX01000007.1:72693-82106              GCA_001795415.1     301     HTH->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                  Clostridiales bacterium GWF2_36_10                                  Clostridia                      MGOX01000007.1
SFT33420.1      PRTase-CE                               FPAN01000002.1:351759-365682            GCA_900116395.1     308     CBAH->Glyco_hydro_3->PLDc_N+HKD+HKD->?->Glyoxalase_2->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->?->DUF6077->                                                                                                                                                                                                                                                                                        Lachnospiraceae bacterium XBD2001                                   Clostridia                      FPAN01000002.1
SCI55740.1      PRTase-CE                               FMFN01000037.1:160-8460                 GCA_900066235.1     317     assembly_gap->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                           uncultured Blautia sp.                                              Clostridia                      FMFN01000037.1
NQS76935.1      PRTase-CE                               JABMJD010000051.1:976-8310              GCA_013201395.1     373     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Candidatus Syntrophopropionicum ammoniitolerans                     Clostridia                      JABMJD010000051.1
MBS4878531.1    PRTase-CE                               JAGZNH010000015.1:63095-72669           GCA_018363735.1     303     PSE->?->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Clostridiales bacterium                                             Clostridia                      JAGZNH010000015.1
QUO20794.1      PRTase-CE                               CP073693.1:1863679-1877510              GCA_018228645.1     219     BACTERIALFRINGE->DUF6020->NAD_binding_8+GLF->METHYLASE->?->*PRTase-CE->ORC-CDC6-like->CARF-double->?->Peptidase_M6+SPATA3+FN3->GATase_6+SIS+SIS->                                                                                                                                                                                                                                                           Clostridiaceae bacterium Marseille-Q4143                            Clostridia                      CP073693.1
WP_021315355.1  PRTase-CE                               NZ_AUUR01000080.1:12531-23593           GCF_000445165.1     371     *P-Sug-Iso+S6PP->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->AAA_31->                                                                                                                                                                                                                                                                                                                                     Dehalobacter sp. UNSWDHB                                            Clostridia                      NZ_AUUR01000080.1
WP_014795731.1  PRTase-CE                               NC_018017.1:4053950-4070500             GCF_000243155.2     314     YtxH->tmRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->TniQ+HTH+TetR-HTH->TnsA-REase+rve+Mu-transpos_C->                                                                                                                                                                                                                                                                                            Desulfitobacterium dehalogenans ATCC 51507                          Clostridia                      NC_018017.1
KUO77847.1      PRTase-CE                               LOEW01000083.1:79-13692                 GCA_001516045.1     390     MoeA_N+MoCF_biosynth+MoeA_C->MoeA_N+MoCF_biosynth+MoeA_C+PBP_like->?->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                     Desulfosporosinus sp. BRH_c37                                       Clostridia                      LOEW01000083.1
OUQ41919.1      PRTase-CE                               NFLN01000011.1:71313-88677              GCA_002160955.1     308     HTH_26->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->AAA_25->Phage_integrase->Phage_int_SAM_3+Phage_integrase->                                                                                                                                                                                                                                                                                                  Gemmiger sp. An120                                                  Clostridia                      NFLN01000011.1
WP_143403001.1  PRTase-CE                               NZ_NFLN01000011.1:72002-87115           GCF_002160955.1     305     HTH_26->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->AAA_25->Phage_integrase->Phage_int_SAM_3+Phage_integrase->                                                                                                                                                                                                                                                                                     Gemmiger sp. An120                                                  Clostridia                      NZ_NFLN01000011.1
MBQ7358985.1    PRTase-CE                               JAFTKW010000005.1:411-10517             GCA_017453065.1     371     AbiEii->NUDIX->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                            Lachnospiraceae bacterium                                           Clostridia                      JAFTKW010000005.1
MBP5493774.1    PRTase-CE                               JAGCVT010000032.1:1-5532                GCA_017962225.1     331     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Lachnospiraceae bacterium                                           Clostridia                      JAGCVT010000032.1
CCZ93800.1      PRTase-CE                               HF998362.1:713-12149                    GCA_000433295.1     302     HTH_26->DNA_methylase->RE_EcoO109I->RE_EcoO109I->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                      Coprococcus eutactus CAG:665                                        Clostridia                      HF998362.1
MBQ2922593.1    PRTase-CE                               JAFQSK010000125.1:8543-21052            GCA_017409545.1     310     XIS-HTH->Mrr_N+Mrr_cat->A18->?->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                            Tyzzerella sp.                                                      Clostridia                      JAFQSK010000125.1
MBQ8604155.1    PRTase-CE                               JAFUNP010000022.1:126065-132191         GCA_017473015.1     304     XIS-HTH->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                           Oscillospiraceae bacterium                                          Clostridia                      JAFUNP010000022.1
MBQ0015059.1    PRTase-CE                               JAGHVH010000029.1:62070-79437           GCA_018064455.1     312     Schlafen+HATPase_c_4+BirA-HTH->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                          Oscillospiraceae bacterium                                          Clostridia                      JAGHVH010000029.1
MBE6762678.1    PRTase-CE                               SVPL01000085.1:1-5888                   GCA_015065925.1     303     XIS-HTH->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->tRNA->                                                                                                                                                                                                                                                                                                                                        Oscillospiraceae bacterium                                          Clostridia                      SVPL01000085.1
MBE6700401.1    PRTase-CE                               SVQQ01000001.1:162994-181569            GCA_015065265.1     310     NLPC+CHAP+Big_2+Big_2->Flg_new+SLH->Methyltransf_25->?->AAA_14+DUF4143->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Sigma70_r4_2->XIS-HTH->                                                                                                                                                                                                                                                          Oscillospiraceae bacterium                                          Clostridia                      SVQQ01000001.1
WP_010681013.1  PRTase-CE                               NZ_JH556653.1:1736960-1751182           GCF_000179595.2     374     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Acetivibrio cellulolyticus CD2                                      Clostridia                      NZ_JH556653.1
WP_087340358.1  PRTase-CE                               NZ_NFHG01000031.1:112-8792              GCF_002159265.1     313     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Flavonifractor sp. An82                                             Clostridia                      NZ_NFHG01000031.1
MBR6069048.1    PRTase-CE                               JAFXXD010000002.1:50838-62989           GCA_017542475.1     310     PSE->CR-ATPase8+CR-REase7->Thy1->Acetyltransf_1+Methyltransf_25->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->DUF3795->ACET->                                                                                                                                                                                                                                                                         Ruminococcus sp.                                                    Clostridia                      JAFXXD010000002.1
WP_126309160.1  PRTase-CE                               NZ_AP018449.1:3206410-3217088           GCF_003966895.1     314     HTH->HTH_36->?->?->HNH_2->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                          Methylomusa anaerophila                                             Negativicutes                   NZ_AP018449.1
MBN2286894.1    PRTase-CE                               JAFGTM010000181.1:2880-7874             GCA_016934115.1     304     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Tissierellales bacterium                                            Tissierellia                    JAFGTM010000181.1
MBV6445729.1    PRTase-CE                               JABARO010000010.1:182-8210              GCA_019187245.1     377     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->Polymerase+CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                Ignavibacteriaceae bacterium                                        Ignavibacteria                  JABARO010000010.1
OGV59066.1      PRTase-CE                               MHBM01000284.1:23438-35487              GCA_001804885.1     300     HTH->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                    Lentisphaerae bacterium RIFOXYA12_FULL_48_11                        Lentisphaerae                   MHBM01000284.1
MBF0591065.1    PRTase-CE                               JADFXD010000011.1:7710-19159            GCA_015233725.1     248     FabA->Hexapep+Hexapep+Acetyltransf_11->LpxI_N+DUF1009->Glycos_transf_2->N6_N4_Mtase+CR-MNS-like-STAND+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                  Nitrospirae bacterium                                               Nitrospirae                     JADFXD010000011.1
MBY0247557.1    PRTase-CE                               JAIEOE010000020.1:167399-179419         GCA_019750685.1     355     P-Sug-Iso+HAD-PMM->*PRTase-CE->CR-ATPase5->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                              Nitrospiraceae bacterium                                            Nitrospirales                   JAIEOE010000020.1
KJU86502.1      PRTase-CE                               LACI01000567.1:57-1210                  GCA_000963235.1     60      *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Candidatus Magnetobacterium bavaricum                               Nitrospirales                   LACI01000567.1
HAP41035.1      PRTase-CE                               DMQK01000278.1:112-3164                 GCA_003456605.1     375     P-Sug-Iso+HAD-PMM->*PRTase-CE->                                                                                                                                                                                                                                                                                                                                                                             Nitrospira sp.                                                      Nitrospirales                   DMQK01000278.1
MCA9464394.1    PRTase-CE                               JAGQKD010000080.1:1-13912               GCA_020430305.1     375     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Nitrospira sp.                                                      Nitrospirales                   JAGQKD010000080.1
MCC6230503.1    PRTase-CE                               JADLFE010000053.1:6719-21216            GCA_020845755.1     374     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Phycisphaerales bacterium                                           Phycisphaerae                   JADLFE010000053.1
MBX3384504.1    PRTase-CE                               JAHBXF010000002.1:1404708-1423818       GCA_019636615.1     376     METHYLASE+METHYLASE->Crr6->?->?->Lon_2+ChlI->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->NACHT->                                                                                                                                                                                                                                                                                       Phycisphaeraceae bacterium                                          Phycisphaerae                   JAHBXF010000002.1
MBX3412782.1    PRTase-CE                               JAHBXR010000007.1:9723-28489            GCA_019636335.1     367     DUF2130->SNF+DUF572->Abi_2->N6_N4_Mtase->ResIII->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                          Pirellulales bacterium                                              Planctomycetia                  JAHBXR010000007.1
MCC7419300.1    PRTase-CE                               JADZEF010000029.1:7227-22055            GCA_020850695.1     367     STY-kinase->?->DUF4339+DUF4282->DDRGK+FGE-sulfatase+STN->HTH_17->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->HsdM_N+N6_Mtase->                                                                                                                                                                                                                                                         Planctomycetaceae bacterium                                         Planctomycetia                  JADZEF010000029.1
MBL8802966.1    PRTase-CE                               JAEUHY010000034.1:1-8566                GCA_016795325.1     268     Phage_integrase->Phage_integrase->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->HTH_Tnp_1+HTH_21+rve_3->                                                                                                                                                                                                                                                                                                Planctomycetota bacterium                                           Planctomycetota                 JAEUHY010000034.1
MBN8600344.1    PRTase-CE                               JAFLCP010000013.1:17592-31745           GCA_017303505.1     297     dUTPase->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                       Planctomycetota bacterium                                           Planctomycetota                 JAFLCP010000013.1
WP_143393648.1  PRTase-CE                               NZ_NIDE01000014.1:721482-739525         GCF_002197845.1     302     *PRTase-CE->ORC-CDC6-like->DUF4096+DDE_Tnp_1->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Fimbriiglobus ruber                                                 Planctomycetia                  NZ_NIDE01000014.1
WP_074307153.1  PRTase-CE                               NZ_FSRB01000001.1:3103362-3116477       GCF_900129635.1     368     P-Sug-Iso+HAD-PMM->*PRTase-CE->CR-ATPase5+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                      Singulisphaera sp. GP187                                            Planctomycetia                  NZ_FSRB01000001.1
WP_152051857.1  PRTase-CE                               NZ_WEZF01000010.1:82817-100954          GCF_009177065.1     364     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->McrA-NTD+HNH_2->                                                                                                                                                                                                                                                                                                                           Tautonia marina                                                     Planctomycetia                  NZ_WEZF01000010.1
WP_146579639.1  PRTase-CE                               NZ_SJPM01000010.1:84-7465               GCF_007859915.1     294     MNS->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                    Rhodopirellula pilleata                                             Planctomycetia                  NZ_SJPM01000010.1
MBS0219028.1    PRTase-CE                               JAFEBX010000022.1:189-7672              GCA_018242425.1     381     P-Sug-Iso+HAD-PMM->*PRTase-CE->ParA-Soj-PloopNTPase->                                                                                                                                                                                                                                                                                                                                                       Proteobacteria bacterium                                            Proteobacteria                  JAFEBX010000022.1
MBS0423203.1    PRTase-CE                               JAFEEI010000016.1:45850-58953           GCA_018241205.1     299     HigB-like_toxin->HTH->PSE->HTH->HipA_C->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                 Proteobacteria bacterium                                            Proteobacteria                  JAFEEI010000016.1
MBU0768979.1    PRTase-CE                               JAHIYM010000490.1:1-2729                GCA_018815045.1     267     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Proteobacteria bacterium                                            Proteobacteria                  JAHIYM010000490.1
RYG99641.1      PRTase-CE                               SDYH01000032.1:19-11720                 GCA_004145575.1     298     Phage_integrase->?->Phage_AlpA->?->PriCT2+DUF5906->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                      Alphaproteobacteria bacterium                                       Alphaproteobacteria             SDYH01000032.1
RYG89175.1      PRTase-CE                               SDYI01000016.1:1145-12178               GCA_004145145.1     371     ParB+DAM-Fungal->DUF5681->*PRTase-CE->GspA-ATPase->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->                                                                                                                                                                                                                                                                                                                   Alphaproteobacteria bacterium                                       Alphaproteobacteria             SDYI01000016.1
TMJ18651.1      PRTase-CE                               VBAC01000001.1:439477-451836            GCA_005883305.1     337     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Alphaproteobacteria bacterium                                       Alphaproteobacteria             VBAC01000001.1
WP_139159600.1  PRTase-CE                               NZ_FMTS01000001.1:488358-505906         GCF_900100255.1     298     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Asticcacaulis taihuensis                                            Alphaproteobacteria             NZ_FMTS01000001.1
WP_199170594.1  PRTase-CE                               NZ_PEBF01000001.1:2727719-2740106       GCF_002742625.1     376     HEPN_AbiU2->*PRTase-CE->ORC-CDC6-like->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->                                                                                                                                                                                                                                                                                                                               Caulobacter sp. FWC2                                                Alphaproteobacteria             NZ_PEBF01000001.1
WP_046133446.1  PRTase-CE                               NZ_FQVC01000018.1:12842-27654           GCF_900128975.1     291     tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                              Devosia limi DSM 17137                                              Alphaproteobacteria             NZ_FQVC01000018.1
WP_038972310.1  PRTase-CE                               NZ_AJQH01000199.1:85048-95378           GCF_000261745.1     307     *PRTase-CE->ORC-CDC6-like->CARF-double->?->Thy1->                                                                                                                                                                                                                                                                                                                                                           Bradyrhizobium sp. CCBAU 15635                                      Alphaproteobacteria             NZ_AJQH01000199.1
WP_100554731.1  PRTase-CE                               NZ_CM008469.1:11377-23046               GCF_001705105.1     379     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Bradyrhizobium sp. UASWS1016                                        Alphaproteobacteria             NZ_CM008469.1
WP_194405638.1  PRTase-CE                               NZ_CP030059.1:657971-669325             GCF_015291745.1     327     METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF2235->PilZ->                                                                                                                                                                                                                                                                                                                                          Bradyrhizobium sp. CCBAU 53351                                      Alphaproteobacteria             NZ_CP030059.1
WP_025038341.1  PRTase-CE                               NZ_DF820426.1:46485-60190               GCF_000617845.2     366     Prok-E2_E->ThiF->Multi_ubiq->STY-kinase->P-Sug-Iso+HAD-PMM->PfkB->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                  Bradyrhizobium sp. DOA9                                             Alphaproteobacteria             NZ_DF820426.1
WP_157328001.1  PRTase-CE                               NZ_JANADL010000026.1:44062-58209        GCF_024199785.1     310     Arm-DNA-bind_3+Phage_integrase->UPF0020->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                           Bradyrhizobium cajani                                               Alphaproteobacteria             NZ_JANADL010000026.1
WP_066734275.1  PRTase-CE                               NZ_LSJL01000081.1:8253-22017            GCF_001556725.1     382     Methyltransf_11->tRNA->?->*PRTase-CE->ORC-CDC6-like->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->                                                                                                                                                                                                                                                                                                                 Bradyrhizobium sp. CCH5-A9                                          Alphaproteobacteria             NZ_LSJL01000081.1
WP_124160189.1  PRTase-CE                               NZ_RQIT01000006.1:95249-108837          GCF_003837805.1     324     DAM-Fungal+METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                              Bradyrhizobium sp. RP6                                              Alphaproteobacteria             NZ_RQIT01000006.1
WP_163151255.1  PRTase-CE                               NZ_VKHP01000011.1:32658-44143           GCF_010811875.1     307     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Thy1->                                                                                                                                                                                                                                                                                                                                                   Bradyrhizobium uaiense                                              Alphaproteobacteria             NZ_VKHP01000011.1
WP_192317421.1  PRTase-CE                               NZ_CP062112.1:1053447-1071122           GCF_014843375.1     308     SH3_3->PSE->AAA_21->HNH->PSE->Thy1->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                         Aminobacter sp. SR38                                                Alphaproteobacteria             NZ_CP062112.1
WP_133675266.1  PRTase-CE                               NZ_SNZF01000012.1:122100-132816         GCF_004363725.1     382     DUF1612+HTH_13->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                           Aquamicrobium defluvii                                              Alphaproteobacteria             NZ_SNZF01000012.1
KGF67816.1      PRTase-CE                               JRJG01000107.1:13200-26750              GCA_000759435.1     312     Couple_hipA+HipA_C->?->?->?->Thy1->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                 Hoeflea sp. BAL378                                                  Alphaproteobacteria             JRJG01000107.1
WP_161784999.1  PRTase-CE                               NZ_JRJG01000107.1:17512-26750           GCF_000759435.1     320     Classical-AAA->Peptidase_M41->Thy1->UPF0020+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                            Hoeflea sp. BAL378                                                  Alphaproteobacteria             NZ_JRJG01000107.1
WP_095489628.1  PRTase-CE                               NZ_NPKI01000051.1:225239-237234         GCF_002284565.1     294     TVPOL->Resolvase->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                              Mesorhizobium mediterraneum                                         Alphaproteobacteria             NZ_NPKI01000051.1
WP_077107190.1  PRTase-CE                               NZ_FMUD01000041.1:10827-28297           GCF_900100825.1     378     DUF6035->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                  Agrobacterium sp. DSM 25558                                         Alphaproteobacteria             NZ_FMUD01000041.1
WP_151047664.1  PRTase-CE                               NZ_VZUL01000006.1:111-13323             GCF_008806425.1     339     ABM->adh_short->?->Thy1->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                    Neorhizobium galegae                                                Alphaproteobacteria             NZ_VZUL01000006.1
WP_181293005.1  PRTase-CE                               NZ_JACCEY010000023.1:110205-122410      GCF_013591995.1     294     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Rhizobium sp. WYCCWR 11146                                          Alphaproteobacteria             NZ_JACCEY010000023.1
WP_003581620.1  PRTase-CE                               NZ_JH719395.1:2427829-2439552           GCF_000271845.1     294     *PRTase-CE->ORC-CDC6-like->CARF-double->MTS->PSE->                                                                                                                                                                                                                                                                                                                                                          Rhizobium leguminosarum bv. trifolii WSM2297                        Alphaproteobacteria             NZ_JH719395.1
WP_049732990.1  PRTase-CE                               NZ_LFIO01000947.1:81344-93894           GCF_001187535.1     294     *PRTase-CE->ORC-CDC6-like->CARF-double->MTS->PSE->                                                                                                                                                                                                                                                                                                                                                          Rhizobium ecuadorense                                               Alphaproteobacteria             NZ_LFIO01000947.1
WP_097536349.1  PRTase-CE                               NZ_LODW01000047.1:151973-162440         GCF_002914525.1     343     PSE->Thy1->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->HEPN+APATPase+TPR+S1COLD->HTH_Tnp_1->TnpB_IS66->                                                                                                                                                                                                                                                                                  Rhizobium hidalgonense                                              Alphaproteobacteria             NZ_LODW01000047.1
WP_064697786.1  PRTase-CE                               NZ_LYPM01000033.1:401-11357             GCF_001662105.1     318     DUF1612+HTH_13->Thy1->N6_N4_Mtase+METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                       Rhizobium aegyptiacum                                               Alphaproteobacteria             NZ_LYPM01000033.1
WP_071088667.1  PRTase-CE                               NZ_MAWZ01000019.1:41073-57095           GCF_001854685.1     343     OppC_N+BPD_transp_1->ABC_tran+ABC_tran->Glyco_hydro_4+Glyco_hydro_4C->Thy1->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->AAA_21->HNH->EFG_II+EFG_IV+EFG_C->                                                                                                                                                                                                                               Rhizobium sp. RSm-3                                                 Alphaproteobacteria             NZ_MAWZ01000019.1
WP_164024703.1  PRTase-CE                               NZ_WUEO01000010.1:82581-94160           GCF_010668125.1     315     BPD_transp_1->ABC_tran+oligo_HPY->ABC_tran->Thy1->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                           Rhizobium leguminosarum                                             Alphaproteobacteria             NZ_WUEO01000010.1
WP_164575080.1  PRTase-CE                               NZ_WUEQ01000015.1:49479-66286           GCF_010668195.1     339     Thy1->N6_N4_Mtase+DAM-Emiliania+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF5677->                                                                                                                                                                                                                                                                                                               Rhizobium leguminosarum                                             Alphaproteobacteria             NZ_WUEQ01000015.1
WP_017270730.1  PRTase-CE                               NZ_ATYH01000046.1:30469-45698           GCF_000427585.1     321     PSE->Thy1->N6_N4_Mtase+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                       Sinorhizobium meliloti CIAM1775                                     Alphaproteobacteria             NZ_ATYH01000046.1
WP_153423780.1  PRTase-CE                               NZ_VITA01000045.1:1-10148               GCF_007827695.1     315     Thy1->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                      Sinorhizobium medicae                                               Alphaproteobacteria             NZ_VITA01000045.1
MBF0132447.1    PRTase-CE                               JADGCQ010000031.1:9330-29047            GCA_015228925.1     378     STY-kinase+PEGA+GGN+FGS->?->*PRTase-CE->ORC-CDC6-like->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->                                                                                                                                                                                                                                                                                                               Magnetococcales bacterium                                           Alphaproteobacteria             JADGCQ010000031.1
WP_183817798.1  PRTase-CE                               NZ_JACHOB010000003.1:258732-271702      GCF_014199615.1     332     GTP1_OBG+MMR_HSR1->SSF->Chromate_transp+Chromate_transp->Phage_integrase->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->ArdA->                                                                                                                                                                                                                                                             Parvularcula dongshanensis                                          Alphaproteobacteria             NZ_JACHOB010000003.1
RWK95007.1      PRTase-CE                               SAPN01000014.1:128822-141030            GCA_004020105.1     377     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like+ORC-CDC6-like->CARF-double->PfkB->CoiA->                                                                                                                                                                                                                                                                                                                       Mesorhizobium sp.                                                   Alphaproteobacteria             SAPN01000014.1
TYC63997.1      PRTase-CE                               VIRH01000050.1:130-11439                GCA_008107755.1     343     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Rhodobacterales bacterium                                           Alphaproteobacteria             VIRH01000050.1
MBD1203454.1    PRTase-CE                               JACVZW010000013.1:52-12949              GCA_014654775.1     296     Amidohydro_1->Bmp->ABC_tran+ABC_tran->BPD_transp_2->BPD_transp_2->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                       Rhodobacteraceae bacterium                                          Alphaproteobacteria             JACVZW010000013.1
NBZ89249.1      PRTase-CE                               JAABNR010000019.1:56691-70524           GCA_009925085.1     320     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Rhodobacter tardus                                                  Alphaproteobacteria             JAABNR010000019.1
WP_152618561.1  PRTase-CE                               NZ_JWLD01000065.1:5958-16385            GCF_000813725.1     343     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Leisingera sp. ANG-Vp                                               Alphaproteobacteria             NZ_JWLD01000065.1
WP_076617776.1  PRTase-CE                               NZ_CP019307.1:2015068-2024967           GCF_001969345.1     297     *PRTase-CE->ORC-CDC6-like->?->CARF-double->METHYLASE->ArdA->                                                                                                                                                                                                                                                                                                                                                Phaeobacter inhibens                                                Alphaproteobacteria             NZ_CP019307.1
WP_146346765.1  PRTase-CE                               NZ_VOGO01000007.1:39976-52058           GCF_007923355.1     298     FAA_hydrolase->NAD_binding_2+NAD_binding_11->Aminotran_1_2->2-Hacid_dh_C->UDG->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                          Phaeobacter marinintestinus                                         Alphaproteobacteria             NZ_VOGO01000007.1
WP_120633693.1  PRTase-CE                               NZ_OMPS01000033.1:145378-160462         GCF_900313035.1     378     VirB8->CagX->VirB10->VirD4-TraG->DEDD_Tnp_IS110+Transposase_20->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                           Ruegeria sp. EL01                                                   Alphaproteobacteria             NZ_OMPS01000033.1
MBN8891041.1    PRTase-CE                               JAFKLE010000313.1:4932-15542            GCA_017304995.1     332     DUF2924->Resolvase+Recombinase+Zn_ribbon_recom->?->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                          Rhodospirillales bacterium                                          Alphaproteobacteria             JAFKLE010000313.1
WP_219766812.1  PRTase-CE                               NZ_JAHYBZ010000017.1:18000-29868        GCF_019430885.1     332     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->HTH_Tnp_1->                                                                                                                                                                                                                                                                                                                                  Roseomonas sp. HJA6                                                 Alphaproteobacteria             NZ_JAHYBZ010000017.1
WP_146208101.1  PRTase-CE                               NZ_LGQW01000015.1:7323097-7338071       GCF_003116035.1     291     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Azospirillum sp. TSH64                                              Alphaproteobacteria             NZ_LGQW01000015.1
WP_197145745.1  PRTase-CE                               NZ_CP065428.1:3310279-3324006           GCF_015871485.1     303     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Thalassospira sp. A40-3                                             Alphaproteobacteria             NZ_CP065428.1
HBR83714.1      PRTase-CE                               DOIL01000052.1:24490-37135              GCA_003511665.1     332     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                          Erythrobacter sp.                                                   Alphaproteobacteria             DOIL01000052.1
WP_209197020.1  PRTase-CE                               NZ_JAGHQS010000001.1:121582-135132      GCF_017744185.1     376     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Qipengyuania flava                                                  Alphaproteobacteria             NZ_JAGHQS010000001.1
WP_231471127.1  PRTase-CE                               NZ_CAKLBX010000001.1:3144542-3156219    GCF_920987055.1     380     CHTH->RES->*PRTase-CE->ORC-CDC6-like->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->                                                                                                                                                                                                                                                                                                                                Novosphingobium sp. CECT 9465                                       Alphaproteobacteria             NZ_CAKLBX010000001.1
WP_185679114.1  PRTase-CE                               NZ_JACLAX010000007.1:55140-68068        GCF_014230355.1     335     DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                        Novosphingobium piscinae                                            Alphaproteobacteria             NZ_JACLAX010000007.1
WP_022678030.1  PRTase-CE                               NZ_KE148485.1:1-9350                    GCF_000410615.1     304     Phage_AlpA->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                             Novosphingobium sp. B-7                                             Alphaproteobacteria             NZ_KE148485.1
ARR53196.1      PRTase-CE                               CP021181.1:1448198-1468601              GCA_000715175.2     304     YkuD->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Zn_Tnp_IS1595+DDE_Tnp_IS1595->                                                                                                                                                                                                                                                                                                                     Rhizorhabdus wittichii DC-6                                         Alphaproteobacteria             CP021181.1
ANI79220.1      PRTase-CE                               CP015987.1:176313-188849                GCA_001658005.1     310     *PRTase-CE->ORC-CDC6-like->CARF-double->MTS->                                                                                                                                                                                                                                                                                                                                                               Sphingobium sp. EP60837                                             Alphaproteobacteria             CP015987.1
MBN8807023.1    PRTase-CE                               JAFKMA010000001.1:420928-434276         GCA_017304635.1     337     DAM-Fungal+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                   Sphingomonas sp.                                                    Alphaproteobacteria             JAFKMA010000001.1
WP_022687645.1  PRTase-CE                               NZ_ATTI01000001.1:3301281-3313077       GCF_000419605.1     304     *PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                                                                          Sphingomonas phyllosphaerae 5.2                                     Alphaproteobacteria             NZ_ATTI01000001.1
WP_189677449.1  PRTase-CE                               NZ_BNAQ01000006.1:309640-319566         GCF_014653575.1     332     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                          Sphingomonas glacialis                                              Alphaproteobacteria             NZ_BNAQ01000006.1
WP_206599081.1  PRTase-CE                               NZ_MDDS01000012.1:1-5825                GCF_001721295.1     196     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->dUTPase->MazG->                                                                                                                                                                                                                                                                                                                                          Sphingomonas turrisvirgatae                                         Alphaproteobacteria             NZ_MDDS01000012.1
PZQ58890.1      PRTase-CE                               QFQI01000012.1:19983-39416              GCA_003243195.1     304     *PRTase-CE->ORC-CDC6-like->CARF-double->MTS->DUF3391+HDGYP->GGDEF->                                                                                                                                                                                                                                                                                                                                         Sphingomonas taxi                                                   Alphaproteobacteria             QFQI01000012.1
WP_058455774.1  PRTase-CE                               NZ_LNSD01000009.1:37971-51377           GCF_001468315.1     310     ParB->?->?->Toprim_3->YAcAr->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                    Sphingopyxis sp. H057                                               Alphaproteobacteria             NZ_LNSD01000009.1
MBI3373768.1    PRTase-CE                               JACPYS010000033.1:21779-33826           GCA_016195915.1     373     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Betaproteobacteria bacterium                                        Betaproteobacteria              JACPYS010000033.1
MBI2768964.1    PRTase-CE                               JACPOK010000016.1:21846-35225           GCA_016191525.1     298     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Burkholderiales bacterium                                           Betaproteobacteria              JACPOK010000016.1
WP_143219561.1  PRTase-CE                               NZ_CADIJU010000017.1:54578-66806        GCF_902859635.1     296     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Achromobacter marplatensis                                          Betaproteobacteria              NZ_CADIJU010000017.1
WP_175156312.1  PRTase-CE                               NZ_CADIKQ010000006.1:718-7248           GCF_902860005.1     303     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->A_deaminase->HAM->                                                                                                                                                                                                                                                                                                                                       Achromobacter mucicolens                                            Betaproteobacteria              NZ_CADIKQ010000006.1
WP_176089767.1  PRTase-CE                               NZ_CAHLAR010000006.1:389706-402152      GCF_903652925.1     296     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->DDE_Tnp_1->BirA-HTH+DOC->                                                                                                                                                                                                                                                                                                                                 Achromobacter anxifer                                               Betaproteobacteria              NZ_CAHLAR010000006.1
WP_152900456.1  PRTase-CE                               NZ_JUZW01000710.1:12913-24323           GCF_001057605.1     295     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Achromobacter xylosoxidans                                          Betaproteobacteria              NZ_JUZW01000710.1
WP_147407146.1  PRTase-CE                               NZ_NQYH01000009.1:106-12292             GCF_003585905.1     295     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Pusillimonas maritima                                               Betaproteobacteria              NZ_NQYH01000009.1
MBL8372033.1    PRTase-CE                               JAEUOU010000024.1:70356-85543           GCA_016790575.1     371     REase+ZDNA-HTH->?->DUF1837->DEAD+Helicase_C->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                              Burkholderiaceae bacterium                                          Betaproteobacteria              JAEUOU010000024.1
WP_013698658.1  PRTase-CE                               NC_015381.1:3101745-3112541             GCF_000194745.1     321     DUF4096+DDE_Tnp_1->Transposase_mut->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->AIRS+AIRS_C->                                                                                                                                                                                                                                                                                      Burkholderia gladioli BSR3                                          Betaproteobacteria              NC_015381.1
WP_138110710.1  PRTase-CE                               NZ_CADEQK010000049.1:12072-24450        GCF_902829505.1     300     PSE->?->4HB_MCP_1+MA->DUF4433->MACRODOMAIN->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->PSE->                                                                                                                                                                                                                                                                                                             Burkholderia gladioli                                               Betaproteobacteria              NZ_CADEQK010000049.1
WP_186078028.1  PRTase-CE                               NZ_CADEVP010000020.1:108298-121935      GCF_902830895.1     300     adh_short_C2->PSE->PSE->?->4HB_MCP_1+MA->DUF4433->MACRODOMAIN->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->PSE->                                                                                                                                                                                                                                                                                          Burkholderia gladioli                                               Betaproteobacteria              NZ_CADEVP010000020.1
WP_124076885.1  PRTase-CE                               NZ_CADEVU010000019.1:40028-51212        GCF_902830995.1     308     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Burkholderia gladioli                                               Betaproteobacteria              NZ_CADEVU010000019.1
WP_186066914.1  PRTase-CE                               NZ_CADEWC010000001.1:134974-147221      GCF_902831055.1     275     MazG-Phage->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->AAA_21->                                                                                                                                                                                                                                                                                                                                     Burkholderia gladioli                                               Betaproteobacteria              NZ_CADEWC010000001.1
WP_186100814.1  PRTase-CE                               NZ_CADEXM010000005.1:264004-278888      GCF_902831455.1     328     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->tRNA->                                                                                                                                                                                                                                                                                                                                       Burkholderia gladioli                                               Betaproteobacteria              NZ_CADEXM010000005.1
WP_186148965.1  PRTase-CE                               NZ_CADEZP010000029.1:72602-83422        GCF_902831935.1     296     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Burkholderia gladioli                                               Betaproteobacteria              NZ_CADEZP010000029.1
WP_186170290.1  PRTase-CE                               NZ_CADFAL010000028.1:7821-21209         GCF_902832175.1     309     DUF4433->MACRODOMAIN->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->PSE->                                                                                                                                                                                                                                                                                                                                   Burkholderia gladioli                                               Betaproteobacteria              NZ_CADFAL010000028.1
WP_160293880.1  PRTase-CE                               NZ_CP031453.1:32285-44725               GCF_026651625.1     309     DUF4433->MACRODOMAIN->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                   Burkholderia gladioli                                               Betaproteobacteria              NZ_CP031453.1
KVO28095.1      PRTase-CE                               LPAK01000107.1:215024-225449            GCA_001527985.1     296     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Burkholderia ubonensis                                              Betaproteobacteria              LPAK01000107.1
KWF32673.1      PRTase-CE                               LPJT01000064.1:241402-259931            GCA_001532285.1     260     dUTPase->*PRTase-CE->ORC-CDC6-like->PSE->                                                                                                                                                                                                                                                                                                                                                                   Burkholderia diffusa                                                Betaproteobacteria              LPJT01000064.1
WP_175657871.1  PRTase-CE                               NZ_CADEQL010000006.1:274148-286347      GCF_902829455.1     296     TnsC-ATPase->TniQ->CHTH->TniQ->?->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Burkholderia vietnamiensis                                          Betaproteobacteria              NZ_CADEQL010000006.1
WP_175838591.1  PRTase-CE                               NZ_CADETY010000032.1:186-12045          GCF_902830485.1     308     dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->T6SS_TssF->                                                                                                                                                                                                                                                                                                                                                Burkholderia anthina                                                Betaproteobacteria              NZ_CADETY010000032.1
WP_175831360.1  PRTase-CE                               NZ_CADEVE010000016.1:177822-190847      GCF_902830765.1     296     Abhydrolase_1->ADH_N+ADH_zinc_N_2->Abhydrolase_1->Pyr_redox_2+Pyr_redox_dim->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                             Burkholderia cepacia                                                Betaproteobacteria              NZ_CADEVE010000016.1
WP_081333393.1  PRTase-CE                               NZ_CADFFH010000008.1:94805-106571       GCF_902833415.1     321     HTH_36->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->AIRS+AIRS_C->                                                                                                                                                                                                                                                                                                                  Burkholderia vietnamiensis                                          Betaproteobacteria              NZ_CADFFH010000008.1
WP_212232361.1  PRTase-CE                               NZ_JAGSVM010000063.1:202-7335           GCF_018146755.1     300     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Burkholderia cenocepacia                                            Betaproteobacteria              NZ_JAGSVM010000063.1
WP_059661055.1  PRTase-CE                               NZ_LOTS01000061.1:20032-30400           GCF_001522175.1     296     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Burkholderia ubonensis                                              Betaproteobacteria              NZ_LOTS01000061.1
WP_060012144.1  PRTase-CE                               NZ_LOZM01000076.1:14583-28724           GCF_001527525.1     372     HTH->TnsA-REase->rve->TnsC-ATPase->TniQ->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                  Burkholderia ubonensis                                              Betaproteobacteria              NZ_LOZM01000076.1
WP_060055642.1  PRTase-CE                               NZ_LPAD01000055.1:1528-13380            GCF_001527865.1     360     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Burkholderia ubonensis                                              Betaproteobacteria              NZ_LPAD01000055.1
WP_059958396.1  PRTase-CE                               NZ_LPBJ01000129.1:1258-12632            GCF_001528075.1     296     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Burkholderia ubonensis                                              Betaproteobacteria              NZ_LPBJ01000129.1
WP_080426691.1  PRTase-CE                               NZ_LPFJ01000083.1:986-8963              GCF_001530375.1     321     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->AIRS+AIRS_C->                                                                                                                                                                                                                                                                                                                          Burkholderia ubonensis                                              Betaproteobacteria              NZ_LPFJ01000083.1
WP_155639427.1  PRTase-CE                               NZ_LPJS01000026.1:242378-259931         GCF_001533155.1     308     dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                           Burkholderia diffusa                                                Betaproteobacteria              NZ_LPJS01000026.1
WP_124654544.1  PRTase-CE                               NZ_QTSA01000033.1:38385-52720           GCF_003854025.1     320     MotA_ExbB->MotB_plug+OmpA->CACHE+HAMP+MA->?->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                           Burkholderia cenocepacia                                            Betaproteobacteria              NZ_QTSA01000033.1
WP_124702883.1  PRTase-CE                               NZ_QTSF01000057.1:5810-17887            GCF_003854675.1     298     Histone_HNS->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                            Burkholderia cenocepacia                                            Betaproteobacteria              NZ_QTSF01000057.1
KUE88084.1      PRTase-CE                               LMVF01000027.1:198969-213038            GCA_001481455.1     297     SSB->?->?->DEAD+Helicase_C_2->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                            Cupriavidus necator                                                 Betaproteobacteria              LMVF01000027.1
WP_145987302.1  PRTase-CE                               NZ_LT984799.1:421460-432815             GCF_900250105.1     300     SSB->?->RES->TMEM247->PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Golgin_A5->Histone_HNS->                                                                                                                                                                                                                                                                                                      Cupriavidus taiwanensis                                             Betaproteobacteria              NZ_LT984799.1
WP_109585276.1  PRTase-CE                               NZ_QGGT01000008.1:47059-61119           GCF_003148725.1     316     CytC->Redoxin->Calcineurin->tRNA->RPA->DAM-Fungal+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                            Cupriavidus plantarum                                               Betaproteobacteria              NZ_QGGT01000008.1
WP_051610663.1  PRTase-CE                               NZ_AYXJ01000029.1:102788-119974         GCF_000681415.1     328     PIN->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Pandoraea sp. E26                                                   Betaproteobacteria              NZ_AYXJ01000029.1
WP_027800341.1  PRTase-CE                               NZ_AWZT01000012.1:110065-126239         GCF_000472525.1     300     Bac_DNA_binding->PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                   Paraburkholderia dilworthii                                         Betaproteobacteria              NZ_AWZT01000012.1
WP_155837005.1  PRTase-CE                               NZ_AXAO01000075.1:156-14064             GCF_000472845.1     274     DUF3701+Phage_int_SAM_4+Phage_integrase->SET->MazG-Phage->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                               Paraburkholderia mimosarum STM 3621                                 Betaproteobacteria              NZ_AXAO01000075.1
WP_200577284.1  PRTase-CE                               NZ_CAJNAY010000081.1:249-7865           GCF_905220855.1     369     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Paraburkholderia domus                                              Betaproteobacteria              NZ_CAJNAY010000081.1
WP_200660246.1  PRTase-CE                               NZ_CAJNBH010000021.1:27798-39475        GCF_905220965.1     304     OmpA->SAM-methylase->HAD_2->tmRNA->Arm-DNA-bind_3+Phage_integrase->MazG-Phage->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Phage_AlpA->                                                                                                                                                                                                                                                              Paraburkholderia nemoris                                            Betaproteobacteria              NZ_CAJNBH010000021.1
WP_143811212.1  PRTase-CE                               NZ_CYGY02000134.1:7116-16908            GCF_900007165.1     296     METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Paraburkholderia piptadeniae                                        Betaproteobacteria              NZ_CYGY02000134.1
WP_183732861.1  PRTase-CE                               NZ_JACHBW010000034.1:349-10614          GCF_014200455.1     300     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Paraburkholderia bannensis                                          Betaproteobacteria              NZ_JACHBW010000034.1
WP_106282856.1  PRTase-CE                               NZ_PVZB01000012.1:78400-92289           GCF_003002025.1     296     Lactonase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Paraburkholderia sp. BL25I1N1                                       Betaproteobacteria              NZ_PVZB01000012.1
WP_187636309.1  PRTase-CE                               NZ_VZQQ01000019.1:62054-74459           GCF_014397785.1     321     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->AIRS+AIRS_C->                                                                                                                                                                                                                                                                                                                          Paraburkholderia podalyriae                                         Betaproteobacteria              NZ_VZQQ01000019.1
KHK48578.1      PRTase-CE                               JSZO01000049.1:253-11420                GCA_000801955.1     299     dUTPase->*PRTase-CE->ORC-CDC6-like->AbiEi_2->                                                                                                                                                                                                                                                                                                                                                               Ralstonia sp. A12                                                   Betaproteobacteria              JSZO01000049.1
WP_157003282.1  PRTase-CE                               NZ_JSZO01000049.1:253-11420             GCF_000801955.1     308     dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->AbiEi_2->                                                                                                                                                                                                                                                                                                                                                  Ralstonia sp. A12                                                   Betaproteobacteria              NZ_JSZO01000049.1
RUP33974.1      PRTase-CE                               RXJO01000071.1:3145-14545               GCA_003987795.1     298     AAA_21->HNH->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Curvibacter sp.                                                     Betaproteobacteria              RXJO01000071.1
WP_133601924.1  PRTase-CE                               NZ_SNXE01000001.1:522970-537582         GCF_004362405.1     296     *PRTase-CE->ORC-CDC6-like->CARF-double->REase-DUF3883->                                                                                                                                                                                                                                                                                                                                                     Kinneretia asaccharophila                                           Betaproteobacteria              NZ_SNXE01000001.1
WP_056192238.1  PRTase-CE                               NZ_LMDK01000001.1:790515-801631         GCF_001425055.1     302     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Pelomonas sp. Root1237                                              Betaproteobacteria              NZ_LMDK01000001.1
SFU92903.1      PRTase-CE                               FPBM01000008.1:202004-214912            GCA_900116715.1     306     Arabinose_bd+HTH_18->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                           Polaromonas sp. YR568                                               Betaproteobacteria              FPBM01000008.1
WP_175541830.1  PRTase-CE                               NZ_FPBM01000008.1:202004-214912         GCF_900116715.1     282     Arabinose_bd+HTH_18->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                           Polaromonas sp. YR568                                               Betaproteobacteria              NZ_FPBM01000008.1
WP_119110376.1  PRTase-CE                               NZ_QXJC01000010.1:91043-106173          GCF_003570885.1     372     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Simplicispira hankyongi                                             Betaproteobacteria              NZ_QXJC01000010.1
WP_162569311.1  PRTase-CE                               NZ_LR594666.1:4574485-4585878           GCF_901827165.1     298     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Variovorax sp. SRS16                                                Betaproteobacteria              NZ_LR594666.1
WP_099795049.1  PRTase-CE                               NZ_PEFF01000001.1:4107774-4118891       GCF_002754375.1     315     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Variovorax sp. 54                                                   Betaproteobacteria              NZ_PEFF01000001.1
AON52326.1      PRTase-CE                               CP013136.1:6341-18487                   GCA_001721865.1     355     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Herbaspirillum seropedicae                                          Betaproteobacteria              CP013136.1
WP_152486665.1  PRTase-CE                               NZ_AEEC02000009.1:128323-142414         GCF_000300975.2     318     SIGMA-HTH->tRNA->DUF4145->N6_N4_Mtase+METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->MazG-Phage->                                                                                                                                                                                                                                                                                                       Herbaspirillum frisingense GSF30                                    Betaproteobacteria              NZ_AEEC02000009.1
KKO66107.1      PRTase-CE                               LBCO01000004.1:367334-383314            GCA_000988085.1     358     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Janthinobacterium sp. KBS0711                                       Betaproteobacteria              LBCO01000004.1
WP_143710595.1  PRTase-CE                               NC_009659.1:3384997-3397001             GCF_000013625.1     304     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Janthinobacterium sp. Marseille                                     Betaproteobacteria              NC_009659.1
WP_215410254.1  PRTase-CE                               NZ_JAFLJN010000085.1:118252-133080      GCF_018682595.1     302     adh_short_C2->PSE->ISG65-75->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                   Janthinobacterium sp. JC611                                         Betaproteobacteria              NZ_JAFLJN010000085.1
WP_099760429.1  PRTase-CE                               NZ_PEFN01000001.1:1385564-1400029       GCF_002754575.1     318     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Janthinobacterium sp. 35                                            Betaproteobacteria              NZ_PEFN01000001.1
WP_161077659.1  PRTase-CE                               NZ_WWCQ01000002.1:525744-538107         GCF_009857555.1     301     GST_N_2+GST_C_2->SspB->tRNA->Phage_integrase->Terminase_3C->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                    Duganella sp. CY15W                                                 Betaproteobacteria              NZ_WWCQ01000002.1
WP_161056712.1  PRTase-CE                               NZ_WWCT01000019.1:38157-50576           GCF_009857605.1     297     HTH->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Duganella levis                                                     Betaproteobacteria              NZ_WWCT01000019.1
RFP12545.1      PRTase-CE                               QVIM01000019.1:45885-56317              GCA_003416965.1     297     HTH->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Duganella sp. BJB488                                                Betaproteobacteria              QVIM01000019.1
MBB6135848.1    PRTase-CE                               JACHBX010000005.1:4856-18281            GCA_014200505.1     309     dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->MTS->Beta-lactamase->                                                                                                                                                                                                                                                                                                                                      Massilia aurea                                                      Betaproteobacteria              JACHBX010000005.1
WP_126074793.1  PRTase-CE                               NZ_RXLQ01000007.1:139708-153433         GCF_003953935.1     299     Peptidase_M3->Peptidase_M3->?->TPR+TPR->?->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Massilia atriviolacea                                               Betaproteobacteria              NZ_RXLQ01000007.1
WP_131148583.1  PRTase-CE                               NZ_BMWV01000001.1:894809-908345         GCF_014651415.1     315     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->HTH->HipA_C->                                                                                                                                                                                                                                                                                                                                Pseudoduganella albidiflava                                         Betaproteobacteria              NZ_BMWV01000001.1
WP_200595579.1  PRTase-CE                               NZ_JAEPBG010000011.1:129565-142438      GCF_016632335.1     300     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Noviherbaspirillum pedocola                                         Betaproteobacteria              NZ_JAEPBG010000011.1
WP_186912353.1  PRTase-CE                               NZ_JACOFV010000008.1:69862-83275        GCF_014284255.1     305     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Undibacterium jejuense                                              Betaproteobacteria              NZ_JACOFV010000008.1
WP_212674006.1  PRTase-CE                               NZ_JAGSPJ010000001.1:567541-579694      GCF_018139545.1     291     *PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->ORC-CDC6-like+ZnR->                                                                                                                                                                                                                                                                                                                                       Undibacterium fentianense                                           Betaproteobacteria              NZ_JAGSPJ010000001.1
WP_144373900.1  PRTase-CE                               NZ_VMDW02000142.1:3325-16851            GCF_007644045.2     320     HTH->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Vogesella urethralis                                                Betaproteobacteria              NZ_VMDW02000142.1
WP_156786974.1  PRTase-CE                               NZ_JH164926.1:512803-525537             GCF_000226875.1     256     RnaseIII->PSE->?->METHYLASE->*PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                        Neisseria shayeganii 871                                            Betaproteobacteria              NZ_JH164926.1
MBI4937621.1    PRTase-CE                               JACRAQ010000065.1:44955-61380           GCA_016213335.1     367     Lactonase+nos_propeller+Cupredoxin->Cytochrome_CBB3->Usp+Usp+PCP_red+PCP_red->Radical_SAM+SPASM+PCP_red+PCP_red+PCP_red+CHASE3->Amino_oxidase->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                            Nitrosomonadales bacterium                                          Betaproteobacteria              JACRAQ010000065.1
MBI5007878.1    PRTase-CE                               JACRNY010000006.1:224581-234158         GCA_016214695.1     299     HPPK->dNK->Pantoate_transf->Pantoate_ligase->Asp_decarbox->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                         Nitrosomonadales bacterium                                          Betaproteobacteria              JACRNY010000006.1
WP_198293826.1  PRTase-CE                               NZ_KI912532.1:1897414-1908458           GCF_000519045.1     268     tRNA->?->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                           Dechloromonas agitata is5                                           Betaproteobacteria              NZ_KI912532.1
KAB2921695.1    PRTase-CE                               WBUO01000123.1:352-8408                 GCA_008933675.1     296     Arm-DNA-bind_3+Phage_integrase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                         Dechloromonas sp.                                                   Betaproteobacteria              WBUO01000123.1
MBK07097.1      PRTase-CE                               PBIH01000090.1:27993-40165              GCA_002720785.1     203     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Deltaproteobacteria bacterium                                       Deltaproteobacteria             PBIH01000090.1
TDB38447.1      PRTase-CE                               RCMW01000008.1:16775-32119              GCA_004348915.1     380     OEP+OEP->HlyD_D23->ACR_tran->P-II->?->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                     Deltaproteobacteria bacterium                                       Deltaproteobacteria             RCMW01000008.1
MBL7176053.1    PRTase-CE                               JADHXN010000052.1:20295-30851           GCA_016782925.1     178     REase+SF2-DUF3427A+EcoEI_R_C->HsdM_N+N6_Mtase->Methylase_S+TRD->*PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                     Desulfobacteraceae bacterium                                        Deltaproteobacteria             JADHXN010000052.1
OQY11201.1      PRTase-CE                               NBLR01000124.1:1-7408                   GCA_002084375.1     370     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Desulfobacteraceae bacterium 4572_187                               Deltaproteobacteria             NBLR01000124.1
MCD4677122.1    PRTase-CE                               JAIOTP010000538.1:1767-8882             GCA_021106735.1     373     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                              Desulfobacula sp.                                                   Deltaproteobacteria             JAIOTP010000538.1
WP_181551725.1  PRTase-CE                               NZ_JACDUS010000006.1:182798-198536      GCF_013761005.1     324     UvrD-helicase+UvrD_C->MerR-HTH->?->primpol+D5N+D5ATPase+Pox_D5->DNA_methylase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                     Desulfosalsimonas propionicica                                      Deltaproteobacteria             NZ_JACDUS010000006.1
WP_214187515.1  PRTase-CE                               NZ_JAHCZI010000013.1:96901-107111       GCF_018501225.1     384     zf-CHC2->RadC->?->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                         Geobacter hydrogenophilus                                           Deltaproteobacteria             NZ_JAHCZI010000013.1
WP_161663818.1  PRTase-CE                               NZ_JAAAPJ010000001.1:856268-872385      GCF_009909145.1     306     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Corallococcus silvisoli                                             Deltaproteobacteria             NZ_JAAAPJ010000001.1
WP_147451332.1  PRTase-CE                               NZ_RAWB01000318.1:301-10121             GCF_003612055.1     307     S1+S1+S1+S1+S1+S1->*PRTase-CE->ORC-CDC6-like->CARF-double->Thiolase_N+Thiolase_C->ISOCOT->ISOCOT->                                                                                                                                                                                                                                                                                                          Corallococcus llansteffanensis                                      Deltaproteobacteria             NZ_RAWB01000318.1
WP_147445358.1  PRTase-CE                               NZ_RAWK01000024.1:399-15427             GCF_003612165.1     306     AidB_N+Acyl-CoA_dh_M+Acyl-CoA_dh_1->*PRTase-CE->ORC-CDC6-like->CARF-double->PhyH->                                                                                                                                                                                                                                                                                                                          Corallococcus aberystwythensis                                      Deltaproteobacteria             NZ_RAWK01000024.1
MBX3218965.1    PRTase-CE                               JAHBWC010000001.1:98444-114906          GCA_019637225.1     379     HTH->P-Sug-Iso+HAD-PMM->*PRTase-CE->SMS-KaiC->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Labilithrix sp.                                                     Deltaproteobacteria             JAHBWC010000001.1
HBI47846.1      PRTase-CE                               DNUH01000112.1:4540-15201               GCA_003507965.1     313     DADA-Ligase->ENDO3+EndIII_4Fe-2S+DNA_methylase->*PRTase-CE->ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                              Smithella sp.                                                       Deltaproteobacteria             DNUH01000112.1
WP_175531750.1  PRTase-CE                               NZ_JABWGM010000038.1:50-12115           GCF_013363865.1     363     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Aliarcobacter butzleri                                              Epsilonproteobacteria           NZ_JABWGM010000038.1
WP_129085749.1  PRTase-CE                               NZ_CP031219.1:2751430-2765285           GCF_003346775.1     324     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Malaciobacter mytili LMG 24559                                      Epsilonproteobacteria           NZ_CP031219.1
NOQ32112.1      PRTase-CE                               WTBY01000066.1:10792-28165              GCA_013138865.1     291     SNF->?->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->AlbA_2+HATPase_c_4->?->Fic_N+DOC+DEOR-HTH->                                                                                                                                                                                                                                                                                                       Helicobacteraceae bacterium                                         Epsilonproteobacteria           WTBY01000066.1
QMU61183.1      PRTase-CE                               CP046178.1:1053411-1067460              GCA_014075255.1     380     HISKIN+Response_reg->HPT->?->Metallophos->DUF1820->tRNA->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                  Gammaproteobacteria bacterium                                       Gammaproteobacteria             CP046178.1
HBG31864.1      PRTase-CE                               DNRH01000260.1:9583-25775               GCA_003500065.1     255     *PRTase-CE->ORC-CDC6-like->?->METHYLASE->                                                                                                                                                                                                                                                                                                                                                                   Gammaproteobacteria bacterium                                       Gammaproteobacteria             DNRH01000260.1
MBR9907539.1    PRTase-CE                               JAAEZG010000004.1:105486-117944         GCA_018222985.1     314     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Gammaproteobacteria bacterium                                       Gammaproteobacteria             JAAEZG010000004.1
MBQ0754699.1    PRTase-CE                               JAGPVL010000034.1:57527-69360           GCA_018067045.1     341     Cons_hypoth95+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Gammaproteobacteria bacterium                                       Gammaproteobacteria             JAGPVL010000034.1
MBC52745.1      PRTase-CE                               PASF01000002.1:226-10108                GCA_002711845.1     176     DOC->*PRTase-CE->ORC-CDC6-like->METHYLASE->                                                                                                                                                                                                                                                                                                                                                                 Gammaproteobacteria bacterium                                       Gammaproteobacteria             PASF01000002.1
MXZ55372.1      PRTase-CE                               VXUA01000041.1:91169-107225             GCA_009837185.1     373     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Gammaproteobacteria bacterium                                       Gammaproteobacteria             VXUA01000041.1
MXW50236.1      PRTase-CE                               VXWS01000146.1:19069-35627              GCA_009835805.1     312     PSE->REase+SWI2_SNF2->DUF45->DAM-Fungal+METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                 Gammaproteobacteria bacterium                                       Gammaproteobacteria             VXWS01000146.1
WP_139430251.1  PRTase-CE                               NZ_NKWU01000043.1:1-20789               GCF_006246175.1     302     PSE->PBPB+PBPB+PAS+PAS+HATPase_c+Response_reg+HPT->REC+EAL->Fer2_4+Fer4_20+Pyr_redox_2+Fer4_20+Ferredoxin-RRM+Molybdop_Fe4S4+Molybdopterin+Molydop_binding->Phage_integrase->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                             Aeromonas veronii                                                   Gammaproteobacteria             NZ_NKWU01000043.1
WP_139474237.1  PRTase-CE                               NZ_NKXG01000045.1:19655-33690           GCF_006246555.1     303     METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Aeromonas veronii                                                   Gammaproteobacteria             NZ_NKXG01000045.1
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GFD93123.1      PRTase-CE                               BLIL01000046.1:8693-19184               GCA_009811515.1     323     HET->?->?->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Alteromonas sp. KUL154                                              Gammaproteobacteria             BLIL01000046.1
PHS53207.1      PRTase-CE                               NVVC01000085.1:2182-15134               GCA_002733295.1     325     N6_N4_Mtase+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Alteromonas sp.                                                     Gammaproteobacteria             NVVC01000085.1
MAF69955.1      PRTase-CE                               NZAV01000027.1:56261-69370              GCA_002686225.1     372     DUF1768->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                  Alteromonas sp.                                                     Gammaproteobacteria             NZAV01000027.1
WP_049588916.1  PRTase-CE                               NZ_JXRW01000057.1:10629-23533           GCF_001077695.1     295     HAD->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                    Alteromonas macleodii                                               Gammaproteobacteria             NZ_JXRW01000057.1
WP_033080595.1  PRTase-CE                               NZ_JQEC01000002.1:408776-423834         GCF_000764185.1     320     Phage_integrase->?->HNH->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->PKD_6+CarboxypepD-reg-IG->DUF480->VPEP->                                                                                                                                                                                                                                                                           Colwellia psychrerythraea                                           Gammaproteobacteria             NZ_JQEC01000002.1
WP_169327714.1  PRTase-CE                               NZ_JABCJL010000016.1:56533-69031        GCF_012952265.1     322     MNHE->MrpF_PhaF->PhaG_MnhG_YufB->?->METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                          Pseudoalteromonas sp. NEC-BIFX-2020_015                             Gammaproteobacteria             NZ_JABCJL010000016.1
WP_182195186.1  PRTase-CE                               NZ_JACGWD010000013.1:48335-65489        GCF_014077565.1     299     PSE->Preader8+HNH->?->METHYLASE+bpX2->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Pseudoalteromonas sp. 5Ae-yellow                                    Gammaproteobacteria             NZ_JACGWD010000013.1
WP_182740159.1  PRTase-CE                               NZ_JACJDM010000028.1:17528-29856        GCF_014163545.1     305     HTH_17->PIN_3->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Pseudoalteromonas sp. SR45-6                                        Gammaproteobacteria             NZ_JACJDM010000028.1
WP_055016603.1  PRTase-CE                               NZ_LKDV01000038.1:8071-25018            GCF_001401875.1     305     Methyltransf_25->HKD-Rease+SF2-DUF3427A+Preader1+LexA-protease->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                         Pseudoalteromonas sp. P1-13-1a                                      Gammaproteobacteria             NZ_LKDV01000038.1
WP_145242847.1  PRTase-CE                               NZ_VNFF01000039.1:39-15330              GCF_007786355.1     299     Methyltransf_25->Preader8+HNH->METHYLASE+bpX2->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                     Pseudoalteromonas neustonica                                        Gammaproteobacteria             NZ_VNFF01000039.1
BCV34022.1      PRTase-CE                               AP024610.1:4055264-4069696              GCA_019670545.1     305     NERD->METHYLASE+TRD->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Shewanella algae                                                    Gammaproteobacteria             AP024610.1
WP_172587264.1  PRTase-CE                               NZ_BLRE01000003.1:15539-29278           GCF_012490345.1     290     FAD_binding_3->FAD_binding_3->GCV_T+GCV_T_C->GCV_H->GDC-P+Beta_elim_lyase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                              Shewanella xiamenensis                                              Gammaproteobacteria             NZ_BLRE01000003.1
WP_208188441.1  PRTase-CE                               NZ_JADZHH010000050.1:1110-8017          GCF_017580335.1     303     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                                     Shewanella algae                                                    Gammaproteobacteria             NZ_JADZHH010000050.1
WP_023660445.1  PRTase-CE                               NZ_CM002299.1:1445506-1459653           GCF_000153125.2     299     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Congregibacter litoralis KT71                                       Gammaproteobacteria             NZ_CM002299.1
MBK6741355.1    PRTase-CE                               JADJCN010000054.1:97779-110832          GCA_016703175.1     326     Sulfate_transp+STAS->B12-binding+RADICAL-SAM->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                               Haliea sp.                                                          Gammaproteobacteria             JADJCN010000054.1
MBN4053645.1    PRTase-CE                               JAFIUZ010000008.1:1-9177                GCA_017114405.1     301     UvrC_HhH_N+HHH_5->CDP-OH_P_transf->tRNA->tRNA->tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                    Haliea sp. AH-315-K21                                               Gammaproteobacteria             JAFIUZ010000008.1
WP_101518526.1  PRTase-CE                               NZ_PKUS01000023.1:13469-26020           GCF_002866825.1     399     bPH_2->?->CsrA->Toprim+Topoisom_bac+zf-C4_Topoisom+zf-C4_Topoisom->P-Sug-Iso+HAD-PMM->*PRTase-CE->nSTAND3->CARF-double->PfkB->                                                                                                                                                                                                                                                                              Pseudohalioglobus lutimaris                                         Gammaproteobacteria             NZ_PKUS01000023.1
RNL61880.1      PRTase-CE                               RHGB01000011.1:142886-154493            GCA_003725715.1     297     HTH_26->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->HTH_Tnp_1+HTH_21+rve_3->tRNA->Mbetalac->                                                                                                                                                                                                                                                                                                         Zhongshania marina                                                  Gammaproteobacteria             RHGB01000011.1
WP_008224318.1  PRTase-CE                               NZ_BAFK01000034.1:84-9980               GCF_000296695.1     307     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Rheinheimera nanhaiensis E407-8                                     Gammaproteobacteria             NZ_BAFK01000034.1
WP_208932877.1  PRTase-CE                               NZ_CP013656.1:1345665-1356934           GCF_001518915.1     298     CHTH->Couple_hipA+HipA_C->DUF2971->METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                      Rheinheimera sp. F8                                                 Gammaproteobacteria             NZ_CP013656.1
WP_092790103.1  PRTase-CE                               NZ_FNXF01000002.1:104214-115286         GCF_900108485.1     305     TonB_N->Response_reg+Sigma54_activat+FIS-HTH->DUF2288->4HBT->METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                            Rheinheimera pacifica                                               Gammaproteobacteria             NZ_FNXF01000002.1
WP_215399318.1  PRTase-CE                               NZ_JAGKQR010000014.1:72-8466            GCF_018682615.1     303     Haemolytic->YidC_periplas+60KD_IMP->TrmE_N+MnmE_helical->Phage_int_SAM_5+Phage_integrase->dUTPase->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                              Rheinheimera sp. GL-53                                              Gammaproteobacteria             NZ_JAGKQR010000014.1
WP_181216578.1  PRTase-CE                               NZ_CP055884.1:125781-2771               GCF_013615235.1     297     METHYLASE->*PRTase-CE->PSE->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                                              Enterobacter sp. RHBSTW-00975                                       Gammaproteobacteria             NZ_CP055884.1
MBT1841801.1    PRTase-CE                               JAHEUT010000010.1:36835-48792           GCA_018596985.1     297     METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                                    Enterobacter hormaechei subsp. xiangfangensis                       Gammaproteobacteria             JAHEUT010000010.1
WP_048292123.1  PRTase-CE                               NZ_CAAGWK010000001.1:1669775-1683026    GCF_900774955.1     301     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Klebsiella pneumoniae                                               Gammaproteobacteria             NZ_CAAGWK010000001.1
WP_217053254.1  PRTase-CE                               NZ_JAHQCU010000030.1:9769-22297         GCF_019042755.1     297     HKD->RepB-RCR_reg->PSE->PSE->IncFII_repA->METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                               Klebsiella variicola                                                Gammaproteobacteria             NZ_JAHQCU010000030.1
WP_117039009.1  PRTase-CE                               NZ_ULAP01000053.1:1-2203                GCF_900516535.1     218     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Klebsiella pneumoniae                                               Gammaproteobacteria             NZ_ULAP01000053.1
VAN96998.1      PRTase-CE                               UNYY01000029.1:100-7575                 GCA_900559405.1     297     HKD->RepB-RCR_reg->IncFII_repA->METHYLASE->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                      Klebsiella pneumoniae                                               Gammaproteobacteria             UNYY01000029.1
EED3332803.1    PRTase-CE                               AAPFJU010000007.1:164977-176678         GCA_011079145.1     301     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Salmonella enterica subsp. enterica                                 Gammaproteobacteria             AAPFJU010000007.1
WP_067700767.1  PRTase-CE                               NZ_CDPK01000002.1:4067-17500            GCF_900068895.1     301     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Erwinia sp. ErVv1                                                   Gammaproteobacteria             NZ_CDPK01000002.1
WP_125290822.1  PRTase-CE                               NZ_RHUM01000018.1:8210-18903            GCF_003937915.1     300     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Erwinia sp. 198                                                     Gammaproteobacteria             NZ_RHUM01000018.1
WP_028722268.1  PRTase-CE                               NZ_AZTE01000029.1:45377-58046           GCF_000582575.1     296     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->Phage_integrase->                                                                                                                                                                                                                                                                                                                                         Pantoea ananatis Sd-1                                               Gammaproteobacteria             NZ_AZTE01000029.1
WP_150059445.1  PRTase-CE                               NZ_VWVL01000006.1:136439-150977         GCF_008632015.1     316     D5N+D5ATPase+P4PRIMASE-HTH->?->?->UPF0020+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                              Pantoea sp. B_9                                                     Gammaproteobacteria             NZ_VWVL01000006.1
WP_046791834.1  PRTase-CE                               NZ_JPKR02000004.1:521512-534174         GCF_000757425.2     300     PSE->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                      Tatumella morbirosei                                                Gammaproteobacteria             NZ_JPKR02000004.1
WP_214213718.1  PRTase-CE                               NZ_JADIBH010000002.1:247117-258077      GCF_018474945.1     301     PSE->Phage_TAC_2->Phage_tail_T->METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Morganella morganii subsp. morganii                                 Gammaproteobacteria             NZ_JADIBH010000002.1
MBN3129920.1    PRTase-CE                               JACGFG010000004.1:165346-179103         GCA_016950115.1     189     tRNA->N6_N4_Mtase->?->*PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                               Pectobacterium brasiliense                                          Gammaproteobacteria             JACGFG010000004.1
WP_119871894.1  PRTase-CE                               NZ_CP059955.1:4860987-4876836           GCF_016944235.1     315     tRNA->N6_N4_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Pectobacterium brasiliense                                          Gammaproteobacteria             NZ_CP059955.1
WP_093322664.1  PRTase-CE                               NZ_FOHV01000050.1:795-9360              GCF_900111395.1     313     PSE->UPF0020+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Thorsellia anophelis DSM 18579                                      Gammaproteobacteria             NZ_FOHV01000050.1
WP_124988805.1  PRTase-CE                               NZ_CAMFJC010000001.1:295513-311379      GCF_945956885.1     301     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Serratia sp. PL4                                                    Gammaproteobacteria             NZ_CAMFJC010000001.1
CNB32455.1      PRTase-CE                               CHYV01000002.1:50730-60519              GCA_001319325.1     299     N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Yersinia enterocolitica                                             Gammaproteobacteria             CHYV01000002.1
WP_050322370.1  PRTase-CE                               NZ_CTRB01000024.1:5047-15806            GCF_001221145.1     93      N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Yersinia enterocolitica                                             Gammaproteobacteria             NZ_CTRB01000024.1
WP_018623467.1  PRTase-CE                               NZ_KB893650.1:211271-222387             GCF_000374105.1     287     HTH_17->AAA_25+GNTR-HTH->Phage_Nu1->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                     Kangiella aquimarina DSM 16071                                      Gammaproteobacteria             NZ_KB893650.1
TAK62827.1      PRTase-CE                               SCTW01000060.1:4640-17736               GCA_004322395.1     299     Phd-YefM->PSE->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Methylobacter sp.                                                   Gammaproteobacteria             SCTW01000060.1
WP_157204872.1  PRTase-CE                               NZ_LUUH01000044.1:1241-13983            GCF_001644115.1     298     HsdM_N+N6_Mtase->DUF1016_N+DUF1016->TRD+TRD->?->Snf7->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                    Methylomonas methanica                                              Gammaproteobacteria             NZ_LUUH01000044.1
ENU86601.1      PRTase-CE                               KB849340.1:102876-115837                GCA_000368305.1     330     TnsC-ATPase+Tn7_TnsC_Int->TniQ+TnsD->TnsE_C->METHYLASE+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                        Acinetobacter sp. CIP 102129                                        Gammaproteobacteria             KB849340.1
WP_005265421.1  PRTase-CE                               NZ_AMJG01000067.1:2341-15432            GCF_000301755.1     305     TetR-HTH->PSE->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->PSE->                                                                                                                                                                                                                                                                                                                            Acinetobacter lwoffii TG19636                                       Gammaproteobacteria             NZ_AMJG01000067.1
WP_017400774.1  PRTase-CE                               NZ_AMJJ01000003.1:424974-437586         GCF_000301795.1     311     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Acinetobacter radioresistens TG02010                                Gammaproteobacteria             NZ_AMJJ01000003.1
WP_125279815.1  PRTase-CE                               NZ_AP024524.1:268329-281190             GCF_018409485.1     334     METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                              Acinetobacter variabilis                                            Gammaproteobacteria             NZ_AP024524.1
WP_018678744.1  PRTase-CE                               NZ_AYEV01000014.1:46891-61609           GCF_000488175.1     321     HlyD_D23->ACR_tran->Asp_Arg_Hydrox->TnsE_C->METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                  Acinetobacter tjernbergiae DSM 14971 = CIP 107465                   Gammaproteobacteria             NZ_AYEV01000014.1
WP_033523411.1  PRTase-CE                               NZ_BKGM01000162.1:1-4531                GCF_008981205.1     321     TnsE_C->METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                   Acinetobacter junii                                                 Gammaproteobacteria             NZ_BKGM01000162.1
WP_151779139.1  PRTase-CE                               NZ_BKMA01000008.1:67068-78154           GCF_008990425.1     330     AIRS+AIRS_C->PgpA->NTP_transf_3+Hexapep+Hexapep+Hexapep->GATase_6+SIS+SIS->N6_N4_Mtase+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                       Acinetobacter bereziniae                                            Gammaproteobacteria             NZ_BKMA01000008.1
WP_053142598.1  PRTase-CE                               NZ_CP028800.2:74401-88800               GCF_002165245.3     304     TnsC-ATPase+Tn7_TnsC_Int->TniQ+TnsD->TnsE_C->METHYLASE+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                       Acinetobacter junii                                                 Gammaproteobacteria             NZ_CP028800.2
WP_148826981.1  PRTase-CE                               NZ_CP043307.1:3310442-3331803           GCF_008180305.1     306     PTSEIIA2+PTSEIIA2+PTS-HPr+PEP-utilisers-N+PEP-utilisers+PEP-utilizers_C->PfkB->PTSIIB-fruc+PTSEIIC->SWIM+SNF->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                  Acinetobacter johnsonii                                             Gammaproteobacteria             NZ_CP043307.1
WP_219191407.1  PRTase-CE                               NZ_CP079748.1:1476888-1485742           GCF_019334405.1     293     HTH+Peptidase_S24->N6_Mtase+TRD->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->ERF->                                                                                                                                                                                                                                                                                                                        Acinetobacter johnsonii                                             Gammaproteobacteria             NZ_CP079748.1
WP_005095129.1  PRTase-CE                               NZ_CP080576.1:1644448-1654067           GCF_019787645.1     320     HTH->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->HTH_Tnp_1->TnpB_IS66->LZ_Tnp_IS66+zf-IS66+DDE_Tnp_IS66+DDE_Tnp_IS66_C->                                                                                                                                                                                                                                                                 Acinetobacter lwoffii                                               Gammaproteobacteria             NZ_CP080576.1
WP_194596957.1  PRTase-CE                               NZ_JADKPY010000009.1:44931-54368        GCF_015351505.1     321     TnsE_C->METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                      Acinetobacter sp. SK-43                                             Gammaproteobacteria             NZ_JADKPY010000009.1
WP_199993681.1  PRTase-CE                               NZ_JADVOI010000012.1:37691-49531        GCF_016508445.1     305     HTH_3->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                         Acinetobacter bereziniae                                            Gammaproteobacteria             NZ_JADVOI010000012.1
WP_005153250.1  PRTase-CE                               NZ_JAKZGI010000002.1:26810-36532        GCF_022549415.1     294     HTH+Peptidase_S24->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->?->ERF->                                                                                                                                                                                                                                                                                                                               Acinetobacter sp. NIPH 1958                                         Gammaproteobacteria             NZ_JAKZGI010000002.1
WP_004770395.1  PRTase-CE                               NZ_KB849356.1:152810-166849             GCF_000368345.1     311     LysE->Arm-DNA-bind_3+Phage_integrase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                   Acinetobacter sp. NIPH 758                                          Gammaproteobacteria             NZ_KB849356.1
WP_086209877.1  PRTase-CE                               NZ_NEFZ01000006.1:73960-89546           GCF_002135205.1     311     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Acinetobacter sp. ANC 4204                                          Gammaproteobacteria             NZ_NEFZ01000006.1
WP_104499305.1  PRTase-CE                               NZ_PREB01000020.1:209-10035             GCF_002938445.1     334     IstB_IS21->RVT_1+GIIM+HNH->PSE->?->METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->HTH_Tnp_1->TnpB_IS66->                                                                                                                                                                                                                                                                                     Acinetobacter indicus                                               Gammaproteobacteria             NZ_PREB01000020.1
WP_111855877.1  PRTase-CE                               NZ_UEFW01000005.1:45406-55511           GCF_900406785.1     305     Meth_synt_2->Flavin_Reduct->TetR-HTH->?->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                       Acinetobacter oleivorans                                            Gammaproteobacteria             NZ_UEFW01000005.1
WP_180073523.1  PRTase-CE                               NZ_VPAG01000010.1:73804-86468           GCF_013419355.1     306     HTH->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                           Acinetobacter sp. YH12087                                           Gammaproteobacteria             NZ_VPAG01000010.1
HAV3441516.1    PRTase-CE                               DADAJH010000379.1:177-1399              GCA_016485085.1     315     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Acinetobacter baumannii                                             Gammaproteobacteria             DADAJH010000379.1
HAV5769325.1    PRTase-CE                               DADBGO010000001.1:765059-777996         GCA_016512555.1     315     PSE->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                           Acinetobacter baumannii                                             Gammaproteobacteria             DADBGO010000001.1
HAV5964872.1    PRTase-CE                               DADBIG010000002.1:201091-212689         GCA_016513475.1     322     DUF475->MFS_1->SSB->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Acinetobacter baumannii                                             Gammaproteobacteria             DADBIG010000002.1
MBD0189376.1    PRTase-CE                               JACSTQ010000078.1:1-9464                GCA_014531355.1     316     dUTPase->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                        Acinetobacter baumannii                                             Gammaproteobacteria             JACSTQ010000078.1
MBD0222016.1    PRTase-CE                               JACSVK010000150.1:272-1896              GCA_014531655.1     185     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Acinetobacter baumannii                                             Gammaproteobacteria             JACSVK010000150.1
EXB77491.1      PRTase-CE                               JEWU01000016.1:66256-73366              GCA_000580955.1     320     METHYLASE+DAM-Fungal->*PRTase-CE->*ORC-CDC6-like->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->METHYLASE+DAM-Fungal->*PRTase-CE->*ORC-CDC6-like->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->CARF-double->                                                 Acinetobacter sp. 1475718                                           Gammaproteobacteria             JEWU01000016.1
WP_000884830.1  PRTase-CE                               NZ_AMFL01000023.1:41341-49360           GCF_000305275.1     119     Peptidase_S24->N6_Mtase->*PRTase-CE->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->DUF1071->Peptidase_S24->N6_Mtase->*PRTase-CE->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->DUF1071->                                                                                                                                                                                                                    Acinetobacter baumannii OIFC110                                     Gammaproteobacteria             NZ_AMFL01000023.1
WP_000599606.1  PRTase-CE                               NZ_AMFL01000023.1:41341-49360           GCF_000305275.1     173     Peptidase_S24->N6_Mtase->*PRTase-CE->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->DUF1071->Peptidase_S24->N6_Mtase->*PRTase-CE->*PRTase-CE->ORC-CDC6-like->CARF-double->?->?->DUF1071->                                                                                                                                                                                                                    Acinetobacter baumannii OIFC110                                     Gammaproteobacteria             NZ_AMFL01000023.1
WP_000997621.1  PRTase-CE                               NZ_AMHI01000041.1:98005-113192          GCF_000301295.1     330     AIRS+AIRS_C->PgpA->NTP_transf_3+Hexapep+Hexapep+Hexapep_2->GATase_6+SIS+SIS->METHYLASE+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                       Acinetobacter baumannii AB_2007-16-25-01-7                          Gammaproteobacteria             NZ_AMHI01000041.1
WP_021510242.1  PRTase-CE                               NZ_AVST01000001.1:371601-386763         GCF_000465635.2     306     PSE->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                           Acinetobacter baumannii EGD-HP18                                    Gammaproteobacteria             NZ_AVST01000001.1
WP_044422768.1  PRTase-CE                               NZ_BBTJ01000004.1:151751-164277         GCF_000931675.1     306     HTH->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                           Acinetobacter nosocomialis                                          Gammaproteobacteria             NZ_BBTJ01000004.1
WP_050459352.1  PRTase-CE                               NZ_JAHPSR010000051.1:44-8201            GCF_025514055.1     319     HTH->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Acinetobacter pittii                                                Gammaproteobacteria             NZ_JAHPSR010000051.1
WP_032001776.1  PRTase-CE                               NZ_JEWU01000016.1:65673-73366           GCF_000580955.1     320     METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                              Acinetobacter sp. 1475718                                           Gammaproteobacteria             NZ_JEWU01000016.1
WP_098732785.1  PRTase-CE                               NZ_NIWK01000016.1:16287-27062           GCF_002573735.1     311     PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                    Acinetobacter baumannii                                             Gammaproteobacteria             NZ_NIWK01000016.1
WP_108008356.1  PRTase-CE                               NZ_QAYM01000007.1:62810-73581           GCF_003053325.1     311     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Acinetobacter pittii                                                Gammaproteobacteria             NZ_QAYM01000007.1
WP_076777081.1  PRTase-CE                               NZ_CP024184.1:29210-39685               GCF_002752795.2     309     MNS-Npun2340->DUF4096+DDE_Tnp_1->CR-MNS-like-STAND->NACHT+ZDNA-HTH->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                            Moraxella osloensis                                                 Gammaproteobacteria             NZ_CP024184.1
WP_228274323.1  PRTase-CE                               NZ_CP047227.1:42891-56336               GCF_009867135.1     320     MODE-HTH->PSE->PSE->?->PSE->METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                  Moraxella osloensis                                                 Gammaproteobacteria             NZ_CP047227.1
WP_101965260.1  PRTase-CE                               NZ_PKJS01000028.1:2668-12817            GCF_002863315.1     309     MNS-Npun2340->nSTAND4+ZDNA-HTH->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                Moraxella osloensis                                                 Gammaproteobacteria             NZ_PKJS01000028.1
WP_201565789.1  PRTase-CE                               NZ_CAJGZT010000003.1:10497-25090        GCF_904846115.1     322     BPD_transp_1->FAA_hydrolase->DUF839->ABhydrolase->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                          Psychrobacter immobilis                                             Gammaproteobacteria             NZ_CAJGZT010000003.1
WP_201617241.1  PRTase-CE                               NZ_CAJGZX010000027.1:15060-29654        GCF_904846125.1     322     BPD_transp_1->FAA_hydrolase->DUF839->ABhydrolase->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                          Psychrobacter immobilis                                             Gammaproteobacteria             NZ_CAJGZX010000027.1
WP_201630000.1  PRTase-CE                               NZ_CAJHAJ010000016.1:644-9253           GCF_904846345.1     302     Rep_3->AAA_31->ParG->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Psychrobacter maritimus                                             Gammaproteobacteria             NZ_CAJHAJ010000016.1
WP_201573770.1  PRTase-CE                               NZ_CAJHBG010000001.1:256693-270012      GCF_904846575.1     306     tRNA-synt_1+Anticodon_1+Val_tRNA-synt_C->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->?->SBP_bac_3->                                                                                                                                                                                                                                                                                                  Psychrobacter sp. H8-1                                              Gammaproteobacteria             NZ_CAJHBG010000001.1
WP_107941268.1  PRTase-CE                               NZ_QANS01000006.1:108157-122129         GCF_003052265.1     371     TetR-HTH->DUF885->?->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                      Stenotrophobium rhamnosiphilum                                      Gammaproteobacteria             NZ_QANS01000006.1
WP_148253385.1  PRTase-CE                               NZ_VRYH01000003.1:211041-228298         GCF_008079445.1     299     RnaseHII->IMPDH->GATase+tRNA_Me_trans+GMP_synt_C->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->PSE->PSE->                                                                                                                                                                                                                                                                                             Aidingimonas lacisalsi                                              Gammaproteobacteria             NZ_VRYH01000003.1
WP_188637767.1  PRTase-CE                               NZ_BMHM01000001.1:337780-350675         GCF_014640815.1     335     IMPDH->GATase+tRNA_Me_trans+GMP_synt_C->DNA_methylase->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF4172+DOC+DEOR-HTH->                                                                                                                                                                                                                                                                                       Halomonas lutescens                                                 Gammaproteobacteria             NZ_BMHM01000001.1
WP_096651928.1  PRTase-CE                               NZ_NWUX01000010.1:119986-134379         GCF_002374315.1     335     IMPDH->GATase+tRNA_Me_trans+GMP_synt_C->DNA_methylase->*PRTase-CE->ORC-CDC6-like->CARF-double->PSE->DUF808->                                                                                                                                                                                                                                                                                                Halomonas nigrificans                                               Gammaproteobacteria             NZ_NWUX01000010.1
WP_188746066.1  PRTase-CE                               NZ_BMIJ01000002.1:223711-235281         GCF_014641945.1     302     DUF2726->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->DnaJ->                                                                                                                                                                                                                                                                                                                                          Marinobacterium zhoushanense                                        Gammaproteobacteria             NZ_BMIJ01000002.1
WP_168825378.1  PRTase-CE                               NZ_CP073013.1:1912836-1925783           GCF_020694005.1     307     5_3_exonuc_N+5_3_exonuc+35exo+DNA_pol_A->PBECR1->METHYLASE->*PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->?->CARF-double->DDE_Tnp_1->                                                                                                                                                                                                                                                                           Marinomonas profundi                                                Gammaproteobacteria             NZ_CP073013.1
WP_067984792.1  PRTase-CE                               NZ_LUTS01000005.1:9240-24643            GCF_001597735.1     375     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->MarR-HTH->                                                                                                                                                                                                                                                                                                                                 Neptuniibacter pectenicola                                          Gammaproteobacteria             NZ_LUTS01000005.1
MBQ0832839.1    PRTase-CE                               JAGPVE010000019.1:79341-90829           GCA_018069425.1     306     ParD_antitoxin->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->?->TnpB_IS66->LZ_Tnp_IS66+DDE_Tnp_IS66+DDE_Tnp_IS66_C->                                                                                                                                                                                                                                                                                   Marinobacter sp.                                                    Gammaproteobacteria             JAGPVE010000019.1
WP_156483670.1  PRTase-CE                               NZ_BCTD01000057.1:202-12770             GCF_001571105.1     230     DDE_Tnp_1_2->Sugar_tr->?->PSE->DDE_5+DDE_Tnp_1->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                         Azotobacter vinelandii NBRC 13581                                   Gammaproteobacteria             NZ_BCTD01000057.1
WP_088276162.1  PRTase-CE                               NZ_FNVE01000008.1:145-11326             GCF_900108005.1     298     BPD_transp_1->BPD_transp_1->Methyltransf_32->tRNA->Phage_integrase->RepA_C->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                        Halopseudomonas aestusnigri                                         Gammaproteobacteria             NZ_FNVE01000008.1
MBA4689451.1    PRTase-CE                               JACETP010000006.1:7314-23292            GCA_013911245.1     299     tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Phage_integrase->DUF772+DDE_Tnp_1_6->                                                                                                                                                                                                                                                                                                              Pseudomonas sp.                                                     Gammaproteobacteria             JACETP010000006.1
MBJ7547617.1    PRTase-CE                               JAEMOM010000490.1:218-3013              GCA_016463995.1     304     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Pseudomonas sp. OA3                                                 Gammaproteobacteria             JAEMOM010000490.1
KTC22054.1      PRTase-CE                               LKGX01000001.1:20667-33080              GCA_001467325.1     298     Bro-N->ChlI->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->?->YaaC->                                                                                                                                                                                                                                                                                                                                   Pseudomonas marginalis ICMP 11289                                   Gammaproteobacteria             LKGX01000001.1
OAE17230.1      PRTase-CE                               LVWZ01000004.1:203092-216531            GCA_001641345.1     281     tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                              Pseudomonas brenneri                                                Gammaproteobacteria             LVWZ01000004.1
WP_153957779.1  PRTase-CE                               NZ_AYSZ01000125.1:179-7282              GCF_001431165.1     297     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Phage_AlpA->                                                                                                                                                                                                                                                                                                                                             Pseudomonas aeruginosa PAHM4                                        Gammaproteobacteria             NZ_AYSZ01000125.1
WP_023113484.1  PRTase-CE                               NZ_CAADMO010000666.1:1-2950             GCF_900707745.1     319     UPF0020+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                   Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_CAADMO010000666.1
WP_025211323.1  PRTase-CE                               NZ_CP007410.1:331799-348121             GCF_000585995.1     316     PSE->Integrase_1->?->DAM-Fungal+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                              Pseudomonas brassicacearum                                          Gammaproteobacteria             NZ_CP007410.1
WP_038451954.1  PRTase-CE                               NZ_CP007638.1:5843472-5855425           GCF_000698295.1     298     BMFP->PSE->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->FRG->                                                                                                                                                                                                                                                                                                                                         Pseudomonas sp. WCS374                                              Gammaproteobacteria             NZ_CP007638.1
WP_038443667.1  PRTase-CE                               NZ_CP008896.1:3080060-3094459           GCF_000730425.1     298     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Pseudomonas fluorescens                                             Gammaproteobacteria             NZ_CP008896.1
WP_187979558.1  PRTase-CE                               NZ_CP017024.1:4446717-4461070           GCF_014522265.1     301     HTH_1->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->?->Peptidase_U32+DUF3656->                                                                                                                                                                                                                                                                                                                        Pseudomonas psychrotolerans                                         Gammaproteobacteria             NZ_CP017024.1
WP_208938087.1  PRTase-CE                               NZ_CP017951.1:4202803-4213176           GCF_001878715.1     294     Isochorismatase->?->Smr->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->dUTPase->                                                                                                                                                                                                                                                                                                                        Pseudomonas fluorescens                                             Gammaproteobacteria             NZ_CP017951.1
WP_157665641.1  PRTase-CE                               NZ_CP021132.1:457212-475120             GCF_002128325.1     298     Ribosomal_S21->zf-CHC2+Toprim_N+Toprim_2+DnaB_bind+DnaG_DnaB_bind->SIGMA-HTH->PBPB+PAS_3+PAS+GGDEF+EAL->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->?->RVT->                                                                                                                                                                                                                                         Pseudomonas fragi                                                   Gammaproteobacteria             NZ_CP021132.1
WP_124374146.1  PRTase-CE                               NZ_CP027739.1:5702063-5717029           GCF_003850585.1     299     tRNA->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->PPK2->                                                                                                                                                                                                                                                                                                                                             Pseudomonas chlororaphis subsp. piscium                             Gammaproteobacteria             NZ_CP027739.1
WP_151140551.1  PRTase-CE                               NZ_CP044409.1:390826-403788             GCF_008824165.1     299     tRNA->?->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                Pseudomonas umsongensis                                             Gammaproteobacteria             NZ_CP044409.1
WP_198580769.1  PRTase-CE                               NZ_CP054623.1:6210601-6221401           GCF_016134915.1     302     *PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_CP054623.1
WP_213627865.1  PRTase-CE                               NZ_CP077080.1:4170061-4184773           GCF_019141525.1     298     TraI_2+TraI_2_C->DUF5710->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                               Pseudomonas alvandae                                                Gammaproteobacteria             NZ_CP077080.1
WP_186569172.1  PRTase-CE                               NZ_CP077092.1:5210800-5224908           GCF_014268585.2     303     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE+Methylase_S->                                                                                                                                                                                                                                                                                                                                             Pseudomonas iranensis                                               Gammaproteobacteria             NZ_CP077092.1
WP_124119275.1  PRTase-CE                               NZ_CP080285.1:1199050-1212349           GCF_019434155.1     297     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->HTH_Tnp_1+HTH_21+rve->GDP_Man_Dehyd->                                                                                                                                                                                                                                                                                                                    Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_CP080285.1
WP_139214266.1  PRTase-CE                               NZ_FOEO01000037.1:33625-48093           GCF_900110765.1     303     tRNA->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->TnpB_IS66->PSE->                                                                                                                                                                                                                                                                                                                           Pseudomonas sp. NFACC02                                             Gammaproteobacteria             NZ_FOEO01000037.1
WP_089358510.1  PRTase-CE                               NZ_FZOG01000001.1:25034-36553           GCF_900188155.1     299     RrnaAD->*PRTase-CE->ORC-CDC6-like->CARF-double->dUTPase->HTH_17->Phage_AlpA->                                                                                                                                                                                                                                                                                                                               Pseudomonas segetis                                                 Gammaproteobacteria             NZ_FZOG01000001.1
WP_163909404.1  PRTase-CE                               NZ_JAAAXX010000001.1:2285678-2299088    GCF_010588365.1     304     Arabinose_bd+HTH_18->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->ABC_membrane+ABC_tran->                                                                                                                                                                                                                                                                                                              Pseudomonas frederiksbergensis                                      Gammaproteobacteria             NZ_JAAAXX010000001.1
WP_153442756.1  PRTase-CE                               NZ_JAAQWR010000001.1:41476-56772        GCF_012985575.1     299     tRNA->Arm-DNA-bind_3+Phage_integrase->Integrase_1->?->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Arm-DNA-bind_3+Phage_integrase->PSE->                                                                                                                                                                                                                                                              Pseudomonas sp. WS 5413                                             Gammaproteobacteria             NZ_JAAQWR010000001.1
WP_170059458.1  PRTase-CE                               NZ_JAAQWS010000003.1:207507-219548      GCF_012985645.1     327     *PRTase-CE->DUF1768->SHOCT->?->?->DUF3077->                                                                                                                                                                                                                                                                                                                                                                 Pseudomonas sp. WS 5410                                             Gammaproteobacteria             NZ_JAAQWS010000003.1
WP_184588349.1  PRTase-CE                               NZ_JACHLI010000006.1:79449-93739        GCF_014204515.1     297     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->PSE->PBP_like_2->BPD_transp_1->                                                                                                                                                                                                                                                                                                                          Pseudomonas nitritireducens                                         Gammaproteobacteria             NZ_JACHLI010000006.1
WP_207260553.1  PRTase-CE                               NZ_JACNBA010000001.1:432509-446459      GCF_017350295.1     299     BPD_transp_1->Methyltransf_32->Hexapep->tRNA->Arm-DNA-bind_3+Phage_integrase->?->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Arm-DNA-bind_3->                                                                                                                                                                                                                                                        Pseudomonas sp. GW101-3H06                                          Gammaproteobacteria             NZ_JACNBA010000001.1
WP_192293182.1  PRTase-CE                               NZ_JACUZV010000007.1:86127-99216        GCF_014851505.1     320     EMAP+B3_4+B5+tRNA_synthFbeta+FDX-ACB->Bac_DNA_binding->MerR-HTH->tRNA->?->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                   Pseudomonas sp. PDM11                                               Gammaproteobacteria             NZ_JACUZV010000007.1
WP_201203335.1  PRTase-CE                               NZ_JACVZC010000037.1:27214-39922        GCF_016658545.1     292     tRNA->Arm-DNA-bind_3+Phage_integrase->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->dUTPase->                                                                                                                                                                                                                                                                                                           Pseudomonas sp. S37                                                 Gammaproteobacteria             NZ_JACVZC010000037.1
WP_195882107.1  PRTase-CE                               NZ_JADMNJ010000005.1:306305-319026      GCF_015645415.1     320     QslA_E->Eno-Rase_NADH_b+Pyocin_S+ColE7->Colicin_Pyocin->DUF4172+Fic+ZDNA-HTH->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->DinB_2+FGE-sulfatase->Methyltransf_33->                                                                                                                                                                                                                        Pseudomonas mendocina                                               Gammaproteobacteria             NZ_JADMNJ010000005.1
WP_197862776.1  PRTase-CE                               NZ_JADUCH010000004.1:23659-35874        GCF_016009055.1     371     Phage_integrase->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                          Pseudomonas putida                                                  Gammaproteobacteria             NZ_JADUCH010000004.1
WP_200616964.1  PRTase-CE                               NZ_JAENSQ010000027.1:126-8766           GCF_016613125.1     303     dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                           Pseudomonas sp. MF6776                                              Gammaproteobacteria             NZ_JAENSQ010000027.1
WP_200659271.1  PRTase-CE                               NZ_JAENSS010000002.1:145857-162292      GCF_016613195.1     316     tRNA->Arm-DNA-bind_3+Phage_integrase->Integrase_1->?->DAM-Fungal+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF6119->ORC-CDC6-like->DUF3077->                                                                                                                                                                                                                                            Pseudomonas sp. MF6754                                              Gammaproteobacteria             NZ_JAENSS010000002.1
WP_218394304.1  PRTase-CE                               NZ_JAHUWR010000001.1:347812-357765      GCF_019218905.1     298     Isochorismatase->?->Smr->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                Pseudomonas sp. PDM24                                               Gammaproteobacteria             NZ_JAHUWR010000001.1
WP_152987909.1  PRTase-CE                               NZ_JJOE01000006.1:4958-19277            GCF_001444295.1     326     tRNA->Arm-DNA-bind_3+Phage_integrase->Integrase_1->PSE->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF3077->                                                                                                                                                                                                                                                                            Pseudomonas fluorescens                                             Gammaproteobacteria             NZ_JJOE01000006.1
WP_153007435.1  PRTase-CE                               NZ_LDSQ01000083.1:19408-36534           GCF_001476415.1     301     NUDIX->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Peptidase_U32+DUF3656->                                                                                                                                                                                                                                                                                                                           Pseudomonas psychrotolerans                                         Gammaproteobacteria             NZ_LDSQ01000083.1
WP_054048966.1  PRTase-CE                               NZ_LIUV01000007.1:108914-122587         GCF_001280445.1     304     Arabinose_bd+HTH_18->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->ABC_membrane+ABC_tran->                                                                                                                                                                                                                                                                                                              Pseudomonas sp. 655                                                 Gammaproteobacteria             NZ_LIUV01000007.1
WP_065260560.1  PRTase-CE                               NZ_LRUN01000054.1:6173-16274            GCF_001679645.1     294     T2SSC->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->dUTPase->                                                                                                                                                                                                                                                                                                                                          Pseudomonas bananamidigenes                                         Gammaproteobacteria             NZ_LRUN01000054.1
WP_065905286.1  PRTase-CE                               NZ_MAUE01000024.1:72038-83196           GCF_001702265.1     372     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Pseudomonas aylmerensis                                             Gammaproteobacteria             NZ_MAUE01000024.1
WP_095974095.1  PRTase-CE                               NZ_MRCO01000006.1:73106-85882           GCF_002303965.1     299     Methyltransf_32->Methyltransf_21->tRNA->Arm-DNA-bind_3+Phage_integrase->Integrase_1->?->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                 Pseudomonas ogarae                                                  Gammaproteobacteria             NZ_MRCO01000006.1
WP_078819988.1  PRTase-CE                               NZ_MSDH01000002.1:56709-69265           GCF_002022245.1     320     vWF_A+DUF3520->Sigma70_r2+Sigma70_r4_2->?->?->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                               Pseudomonas synxantha                                               Gammaproteobacteria             NZ_MSDH01000002.1
WP_141251926.1  PRTase-CE                               NZ_NHSR01000009.1:40866-55841           GCF_002318655.1     327     DrHyd+SIR2_2->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                      Pseudomonas syringae                                                Gammaproteobacteria             NZ_NHSR01000009.1
WP_096131210.1  PRTase-CE                               NZ_NQYA01000087.1:28975-40305           GCF_002318745.1     295     tRNA->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->dUTPase->                                                                                                                                                                                                                                                                                                                                           Pseudomonas congelans                                               Gammaproteobacteria             NZ_NQYA01000087.1
WP_101152318.1  PRTase-CE                               NZ_PJBG01000012.1:89651-103101          GCF_002836195.1     320     DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Pseudomonas sp. Choline-3u-10                                       Gammaproteobacteria             NZ_PJBG01000012.1
WP_146225350.1  PRTase-CE                               NZ_QJRR01000013.1:78593-91686           GCF_003205315.1     231     Phage_integrase->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->?->REase->                                                                                                                                                                                                                                                                                                                  Pseudomonas koreensis                                               Gammaproteobacteria             NZ_QJRR01000013.1
WP_110646196.1  PRTase-CE                               NZ_QJRS01000010.1:150382-161589         GCF_003205355.1     296     *PRTase-CE->ORC-CDC6-like->CARF-double->dUTPase->                                                                                                                                                                                                                                                                                                                                                           Pseudomonas koreensis                                               Gammaproteobacteria             NZ_QJRS01000010.1
WP_147480378.1  PRTase-CE                               NZ_RBUT01000044.1:860-7223              GCF_003703055.1     304     dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                Pseudomonas syringae pv. helianthi                                  Gammaproteobacteria             NZ_RBUT01000044.1
WP_011167589.1  PRTase-CE                               NZ_RBUW01000112.1:1-2739                GCF_003702805.1     298     HEPN+SHS2->*PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                      Pseudomonas savastanoi pv. glycinea                                 Gammaproteobacteria             NZ_RBUW01000112.1
WP_122517536.1  PRTase-CE                               NZ_UTAU01000124.1:13087-27970           GCF_900580555.1     319     Thymidylat_synt->HIT->STY-kinase->AIRS->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                     Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UTAU01000124.1
WP_164365915.1  PRTase-CE                               NZ_UUPS01000041.1:35303-48292           GCF_900591195.1     335     BPD_transp_1->BPD_transp_1->Methyltransf_32->tRNA->MNS->DCM->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF3077->CHASE2->                                                                                                                                                                                                                                                                                      Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UUPS01000041.1
WP_138219676.1  PRTase-CE                               NZ_VAUO01000004.1:311805-327200         GCF_005796105.1     304     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Pseudomonas mosselii                                                Gammaproteobacteria             NZ_VAUO01000004.1
MAX93589.1      PRTase-CE                               PAJU01000023.1:129940-140320            GCA_002706165.1     298     RrnaAD+TET-JBP->*PRTase-CE->ORC-CDC6-like->CARF-double->dUTPase->?->ProQ->                                                                                                                                                                                                                                                                                                                                  Pseudomonas sp.                                                     Gammaproteobacteria             PAJU01000023.1
TFZ36203.1      PRTase-CE                               SEZV01000003.1:76862-91829              GCA_004683735.1     305     tRNA->tRNA->Arm-DNA-bind_3+Phage_integrase->N6_Mtase->ORC-CDC6-like->?->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                            Pseudomonas syringae                                                Gammaproteobacteria             SEZV01000003.1
WP_024679391.1  PRTase-CE                               NZ_AVEI02000002.1:69-11313              GCF_000452905.1     320     Aminotran_1_2->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Pseudomonas syringae CC1544                                         Gammaproteobacteria             NZ_AVEI02000002.1
WP_087672987.1  PRTase-CE                               NZ_MTHQ01000010.1:74719-86083           GCF_002175005.1     319     Thymidylat_synt->HIT->STY-kinase->AIRS->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                     Pseudomonas syringae pv. actinidiae                                 Gammaproteobacteria             NZ_MTHQ01000010.1
WP_122266846.1  PRTase-CE                               NZ_RBOI01000041.1:140503-155389         GCF_003699535.1     335     CHTH->DNA_methylase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                               Pseudomonas syringae pv. aptata                                     Gammaproteobacteria             NZ_RBOI01000041.1
WP_221034628.1  PRTase-CE                               NZ_RBQO01000155.1:1-2716                GCF_003700175.1     122     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Pseudomonas syringae pv. atrofaciens                                Gammaproteobacteria             NZ_RBQO01000155.1
WP_145996591.1  PRTase-CE                               NZ_LONF02000002.1:356455-368319         GCF_001575025.2     297     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->Phage_AlpA->                                                                                                                                                                                                                                                                                                                                             Stutzerimonas balearica                                             Gammaproteobacteria             NZ_LONF02000002.1
WP_135794929.1  PRTase-CE                               NZ_CP032096.1:223653-235686             GCF_004786015.1     305     DUF2188->?->OBFOLD-NUCLEASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                       Hydrogenovibrio crunogenus                                          Gammaproteobacteria             NZ_CP032096.1
MBL1319712.1    PRTase-CE                               NVWQ02000010.1:10405-26284              GCA_002733715.2     331     rve->IstB_IS21->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->HsdM_N+N6_Mtase->Methylase_S+TRD->Virulence_RhuM+DOC->                                                                                                                                                                                                                                                                                    Methylophaga sp.                                                    Gammaproteobacteria             NVWQ02000010.1
WP_173286474.1  PRTase-CE                               NZ_CP054020.1:2366178-2380820           GCF_013282625.1     304     DUF2188->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                           Thiomicrorhabdus xiamenensis                                        Gammaproteobacteria             NZ_CP054020.1
WP_178861935.1  PRTase-CE                               NZ_JACBGH010000003.1:133504-145230      GCF_013391695.1     311     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Thiomicrorhabdus cannonii                                           Gammaproteobacteria             NZ_JACBGH010000003.1
WP_102317694.1  PRTase-CE                               NZ_MCYQ01000023.1:7119-20912            GCF_002877015.1     303     GalKase_gal_bdg+GHMP_kinases_N+GHMP_kinases_C->Aldose_epim->tRNA->DUF3360->METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                              Enterovibrio norvegicus                                             Gammaproteobacteria             NZ_MCYQ01000023.1
KKD01523.1      PRTase-CE                               JWYV01000001.1:317322-339494            GCA_000972145.1     324     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Photobacterium halotolerans                                         Gammaproteobacteria             JWYV01000001.1
WP_107207983.1  PRTase-CE                               NZ_PYNU01000016.1:60448-72586           GCF_003026075.1     323     METHYLASE+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                    Photobacterium sp. GB-210                                           Gammaproteobacteria             NZ_PYNU01000016.1
MBM4804333.1    PRTase-CE                               JACBQZ010000006.1:384242-396766         GCA_016876255.1     303     TraI-VirD2-RCRE->?->?->HTH->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Vibrio parahaemolyticus                                             Gammaproteobacteria             JACBQZ010000006.1
MBE4609652.1    PRTase-CE                               MPKJ01000066.1:44-3930                  GCA_014925555.1     304     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Vibrio navarrensis                                                  Gammaproteobacteria             MPKJ01000066.1
WP_089122622.1  PRTase-CE                               NZ_AP018678.1:889947-904494             GCF_002218005.2     303     DUF1414->DUF3413+Sulfatase->tRNA->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                        Vibrio algivorus                                                    Gammaproteobacteria             NZ_AP018678.1
WP_128162472.1  PRTase-CE                               NZ_CP034970.1:3471425-3485364           GCF_004022545.1     141     N6_Mtase->*PRTase-CE->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->*PRTase-CE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                Vibrio chagasii                                                     Gammaproteobacteria             NZ_CP034970.1
WP_128162474.1  PRTase-CE                               NZ_CP034970.1:3471425-3485364           GCF_004022545.1     143     N6_Mtase->*PRTase-CE->*PRTase-CE->ORC-CDC6-like->CARF-double->N6_Mtase->*PRTase-CE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                Vibrio chagasii                                                     Gammaproteobacteria             NZ_CP034970.1
WP_196122628.1  PRTase-CE                               NZ_JADPMR010000001.1:693132-708940      GCF_015686695.1     303     tRNA->PSE->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->PTSEIIB+PTSEIIC+PTS_EIIA_1->Glyco_hydro_1->                                                                                                                                                                                                                                                                                                    Vibrio nitrifigilis                                                 Gammaproteobacteria             NZ_JADPMR010000001.1
WP_114724849.1  PRTase-CE                               NZ_JAEMFE010000013.1:104-10037          GCF_016457095.1     325     Cpn10->Cpn60_TCP1->N6_N4_Mtase+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Vibrio cholerae                                                     Gammaproteobacteria             NZ_JAEMFE010000013.1
WP_062865901.1  PRTase-CE                               NZ_JAEPRX010000020.1:50208-66757        GCF_017562355.1     303     TraI-VirD2-RCRE->MvaI_BcnI->DNA_meth_N+DNA_methylase->HTH->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                               Vibrio parahaemolyticus                                             Gammaproteobacteria             NZ_JAEPRX010000020.1
WP_213916395.1  PRTase-CE                               NZ_JAGDJK010000006.1:65019-77616        GCF_018458565.1     324     METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                              Vibrio alginolyticus                                                Gammaproteobacteria             NZ_JAGDJK010000006.1
WP_140280882.1  PRTase-CE                               NZ_JAKEVA010000006.1:126517-141311      GCF_022398375.1     303     TraI-VirD2-RCRE->?->?->HTH->N6_Mtase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                              Vibrio alginolyticus                                                Gammaproteobacteria             NZ_JAKEVA010000006.1
WP_102523011.1  PRTase-CE                               NZ_LT960611.1:2688933-2702021           GCF_900233005.1     250     HTH_OrfB_IS605+OrfB_IS605+ZnR->*PRTase-CE->ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                Vibrio tapetis subsp. tapetis                                       Gammaproteobacteria             NZ_LT960611.1
WP_102485590.1  PRTase-CE                               NZ_MCVJ01000009.1:16123-33126           GCF_002874305.1     323     TrwB_AAD_bind->TrwC+AAA_30+SH3_13->METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->?->Sulfotransfer+ZapB->                                                                                                                                                                                                                                                                                    Vibrio lentus                                                       Gammaproteobacteria             NZ_MCVJ01000009.1
TAN08813.1      PRTase-CE                               SCQU01000002.1:1137-15787               GCA_004299555.1     378     P-Sug-Iso+HAD-PMM->*PRTase-CE->?->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                                       Rhodanobacteraceae bacterium                                        Gammaproteobacteria             SCQU01000002.1
TXI51517.1      PRTase-CE                               SSGH01000001.1:1-11408                  GCA_008015835.1     369     Tyr_Deacylase->SIGMA-HTH->tRNA->?->P-Sug-Iso+HAD-PMM->*PRTase-CE->nSTAND3+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                      Lysobacter sp.                                                      Gammaproteobacteria             SSGH01000001.1
TXI47114.1      PRTase-CE                               SSGH01000025.1:53844-65890              GCA_008015835.1     294     Resolvase+Recombinase+Zn_ribbon_recom->?->?->PRiA4_ORF3->?->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                        Lysobacter sp.                                                      Gammaproteobacteria             SSGH01000025.1
WP_139187887.1  PRTase-CE                               NZ_FNKZ01000001.1:580707-593258         GCF_900104255.1     306     HTH->METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Pseudoxanthomonas sp. CF385                                         Gammaproteobacteria             NZ_FNKZ01000001.1
KAF1710167.1    PRTase-CE                               PDWS01000004.1:106414-120460            GCA_010093305.1     353     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Pseudoxanthomonas sacheonensis                                      Gammaproteobacteria             PDWS01000004.1
WP_218788122.1  PRTase-CE                               NZ_CP079106.1:4281384-4293247           GCF_019285675.1     300     dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                           Stenotrophomonas indicatrix                                         Gammaproteobacteria             NZ_CP079106.1
MBH1366874.1    PRTase-CE                               JADUME010000002.1:109729-123627         GCA_015996635.1     174     Transketolase_N+PDH_E1_M->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                               Stenotrophomonas maltophilia                                        Gammaproteobacteria             JADUME010000002.1
MBH1833449.1    PRTase-CE                               JADUPG010000049.1:9811-23014            GCA_015998795.1     327     THF_DHG_CYH+THF_DHG_CYH_C->IMPDH->?->GATase+tRNA_Me_trans+GMP_synt_C->DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                  Stenotrophomonas maltophilia                                        Gammaproteobacteria             JADUPG010000049.1
WP_148563082.1  PRTase-CE                               NZ_CP011305.1:1884537-1899194           GCF_001274655.1     298     Na+TrkA_N->THF_DHG_CYH+THF_DHG_CYH_C->IMPDH->?->GATase+tRNA_Me_trans+GMP_synt_C->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                   Stenotrophomonas maltophilia                                        Gammaproteobacteria             NZ_CP011305.1
WP_182266925.1  PRTase-CE                               NZ_CP043578.1:4624876-4637412           GCF_014076535.1     267     *PRTase-CE->ORC-CDC6-like->CARF-double->?->?->Sigma70_r4_2->                                                                                                                                                                                                                                                                                                                                                Stenotrophomonas maltophilia                                        Gammaproteobacteria             NZ_CP043578.1
WP_076053582.1  PRTase-CE                               NZ_CM002637.1:677200-692370             GCF_000590355.1     326     Tox-ABHYDROLASE3->Glyco_hydro_53->Transketolase_N+PDH_E1_M->DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                            Xanthomonas campestris pv. raphani                                  Gammaproteobacteria             NZ_CM002637.1
WP_184626929.1  PRTase-CE                               NZ_JACHOE010000002.1:1014433-1026734    GCF_014199755.1     351     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->DUF1768->                                                                                                                                                                                                                                                                                                                                        Xanthomonas arboricola                                              Gammaproteobacteria             NZ_JACHOE010000002.1
WP_146094059.1  PRTase-CE                               NZ_JAJUAB010000024.1:77090-86851        GCF_021352995.1     274     REase->?->dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                      Xanthomonas hortorum pv. cynarae                                    Gammaproteobacteria             NZ_JAJUAB010000024.1
VVH63430.1      PRTase-CE                               CABVGN010000284.1:326-5622              GCA_902497525.1     282     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    uncultured Gammaproteobacteria bacterium                            Gammaproteobacteria             CABVGN010000284.1
VVM25325.1      PRTase-CE                               CABVGQ010000348.1:1-7105                GCA_902497575.1     200     Glu-tRNAGln+Amidase->Amidase->*PRTase-CE->ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                       uncultured Gammaproteobacteria bacterium                            Gammaproteobacteria             CABVGQ010000348.1
WP_146050077.1  PRTase-CE                               NZ_JARAMK010000012.1:44456-57120        GCF_028807495.1     288     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->dUTPase->rve->                                                                                                                                                                                                                                                                                                                                           Roseovarius sp. SK2                                                 Alphaproteobacteria             NZ_JARAMK010000012.1
WP_123850227.1  PRTase-CE                               NZ_CP018367.1:1128484-1148265           GCF_002111065.1     300     rve_3->TnsC-ATPase->TniQ->CHTH->TniQ->*PRTase-CE->ORC-CDC6-like->Haemagg_act+FilH+FilH+FilH+FilH+SAP130_C+DUF637->?->Haemagg_act->                                                                                                                                                                                                                                                                          Burkholderia pseudomallei                                           Betaproteobacteria              NZ_CP018367.1
WP_157903130.1  PRTase-CE                               NZ_CP017754.1:195774-210929             GCF_001854325.1     235     Terminase_5+Terminase-LS->Phage_portal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                            Cupriavidus malaysiensis                                            Betaproteobacteria              NZ_CP017754.1
WP_062916004.1  PRTase-CE                               NZ_CP013348.1:117953-133002             GCF_001611015.1     367     DUF3331->ABM->PSE->REase->DEAD+Helicase_C_2->P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                              Paraburkholderia caribensis                                         Betaproteobacteria              NZ_CP013348.1
WP_011381523.1  PRTase-CE                               NC_007614.1:2518749-2534582             GCF_000196355.1     318     MFS_1->SSB->DAM-Fungal+METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->ComEA-HHH->PALP->DctA-YdbH->                                                                                                                                                                                                                                                                                                      Nitrosospira multiformis ATCC 25196                                 Betaproteobacteria              NC_007614.1
WP_100293353.1  PRTase-CE                               NZ_PGGC01000052.1:402-10042             GCF_002795305.1     303     METHYLASE->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                         Aeromonas cavernicola                                               Gammaproteobacteria             NZ_PGGC01000052.1
WP_156078423.1  PRTase-CE                               NZ_OX335040.1:2512535-2525152           GCF_901446755.2     325     HIN-HTH->N6_N4_Mtase+METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Alteromonas macleodii                                               Gammaproteobacteria             NZ_OX335040.1
VFJ68580.1      PRTase-CE                               CAADFE010000015.1:470-11334             CAADFE010000015.1   373     DUF1768->*PRTase-CE->ORC-CDC6-like->CARF-double->P-Sug-Iso+HAD-PMM->PfkB->SBP_bac_5->                                                                                                                                                                                                                                                                                                                       Candidatus Kentron sp. FW                                           Gammaproteobacteria             CAADFE010000015.1
WP_149618111.1  PRTase-CE                               NZ_JAQPED010000007.1:227083-234409      GCF_029084385.1     301     *PRTase-CE->PSE->                                                                                                                                                                                                                                                                                                                                                                                           Citrobacter portucalensis                                           Gammaproteobacteria             NZ_JAQPED010000007.1
WP_098714333.1  PRTase-CE                               NZ_CP113077.1:230991-245414             GCF_028583465.1     336     METHYLASE+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                              Acinetobacter baumannii                                             Gammaproteobacteria             NZ_CP113077.1
WP_152980115.1  PRTase-CE                               NZ_CP014262.1:4756914-4769668           GCF_001708425.1     304     dUTPase->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->?->DOC->                                                                                                                                                                                                                                                                                                                                        Pseudomonas corrugata                                               Gammaproteobacteria             NZ_CP014262.1
WP_150297987.1  PRTase-CE                               NZ_AKYE01000098.1:59407-72633           GCF_000280555.1     300     *PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                         Stutzerimonas stutzeri XLDN-R                                       Gammaproteobacteria             NZ_AKYE01000098.1
WP_125921041.1  PRTase-CE                               NZ_RHRE01000013.1:110886-124588         GCF_003936025.1     320     ArdA->PSE->PSE->TraF-SignalPeptidase->DOC+ZDNA-HTH->DAM-Fungal+DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->Phage_AlpA->                                                                                                                                                                                                                                                                             Stutzerimonas stutzeri                                              Gammaproteobacteria             NZ_RHRE01000013.1
WP_180831788.1  PRTase-CE                               NZ_JACAWX010000001.1:3766032-3780688    GCF_013450245.1     250     HTH->*PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                               Stenotrophomonas indicatrix                                         Gammaproteobacteria             NZ_JACAWX010000001.1
WP_061250476.1  PRTase-CE                               NZ_JQHH01000018.1:30-16925              GCF_002009765.1     302     *PRTase-CE->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Leptospira kirschneri                                               Leptospirales                   NZ_JQHH01000018.1
WP_210409483.1  PRTase-CE                               NZ_RQFS01000068.1:1-1257                GCF_004769265.1     136     *PRTase-CE->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                 Leptospira levettii                                                 Leptospirales                   NZ_RQFS01000068.1
WP_152032635.1  PRTase-CE                               NZ_CP023004.1:718640-736596             GCF_003096195.1     355     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Ereboglobus luteus                                                  Opitutae                        NZ_CP023004.1
WP_012373378.1  PRTase-CE                               NC_010571.1:654382-674783               GCF_000019965.1     369     P-Sug-Iso+HAD-PMM->*PRTase-CE->ORC-CDC6-like->CARF-double->PfkB->                                                                                                                                                                                                                                                                                                                                           Opitutus terrae PB90-1                                              Opitutae                        NC_010571.1
MBL9144021.1    PRTase-CE                               JAEUHN010000023.1:7954-21845            GCA_016795365.1     324     FN3->DAM-Fungal->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                        Verrucomicrobiaceae bacterium                                       Verrucomicrobiae                JAEUHN010000023.1
SPE50928.1      PRTase-CE                               OKRK01000029.1:24856-35835              GCA_900290355.1     309     dUTPase_2->*PRTase-CE->ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                              Verrucomicrobia bacterium                                           unclassified Verrucomicrobia    OKRK01000029.1
WP_119189548.1  PRTase-CE+ORC-CDC6-like                 NZ_QUHS01000005.1:16733-33418           GCF_003479745.1     970     Response_reg+Trans_reg_C->HAMP+HISKIN->tRNA->PSE->TraJ-RHH->PSE->HTH_17->N6_N4_Mtase->*PRTase-CE+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                               Butyricicoccus sp. AF10-3                                           Clostridia                      NZ_QUHS01000005.1

#ORC-CDC6 (TIR)
pid             arch                                                                            assembly            plen    compact                                                                                                                                                                                                                                                                                                                                                                                                     organism                                                            taxend                          
TET89578.1      TIR_2+ORC-CDC6-like                     SOIM01000050.1:554-7834                 GCA_004377185.1     798     *TIR_2+ORC-CDC6-like->CARF-double->DAM-Fungal+DAM->Thy1->                                                                                                                                                                                                                                                                                                                                                   Methanomassiliicoccales archaeon                                    Thermoplasmata                  SOIM01000050.1
MBU7016108.1    TIR_2+ORC-CDC6-like                     JACVGR010000012.1:247-13782             GCA_019008885.1     819     Frankia-peptide->Radical_SAM->Radical_SAM+SPASM->B12-binding+RADICAL-SAM->*TIR_2+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                               Theionarchaea archaeon                                              Theionarchaea                   JACVGR010000012.1
MBC7820699.1    TIR_2+ORC-CDC6-like                     JACMMH010001573.1:19-4723               GCA_014379175.1     752     BsuBI_PstI_RE->*TIR_2+ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                       Planctomycetaceae bacterium                                         Planctomycetia                  JACMMH010001573.1
MAX37950.1      TIR_2+ORC-CDC6-like                     PAJV01000043.1:24091-35647              GCA_002706765.1     764     DUF45->TIR-like->DUF6430->*TIR_2+ORC-CDC6-like->METHYLASE->                                                                                                                                                                                                                                                                                                                                                 Gimesia sp.                                                         Planctomycetia                  PAJV01000043.1
MBI3043993.1    TIR_2+ORC-CDC6-like                     JACPTK010000070.1:31742-49575           GCA_016192825.1     752     *TIR_2+ORC-CDC6-like->CARF-double->METHYLASE->?->TctC->TPP_enzyme_N+TPP_enzyme_M+TPP_enzyme_C->                                                                                                                                                                                                                                                                                                             Betaproteobacteria bacterium                                        Betaproteobacteria              JACPTK010000070.1

#ORC-CDC6 (SIR2)
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pid             arch                                                                            assembly            plen    compact                                                                                                                                                                                                                                                                                                                                                                                                     organism                                                            taxend                          
WP_023844322.1  SIR2_2+ORC-CDC6-like                    NZ_AZAJ01000001.1:634206-646303         GCF_000504205.1     826     ZnR+RDD->?->DJ-1_PfpI->REase-DUF4143->*SIR2_2+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Methanolobus tindarius DSM 2278                                     Stenosarchaea group             NZ_AZAJ01000001.1
HDH44220.1      SIR2_2+ORC-CDC6-like                    DRBV01000080.1:482-4236                 GCA_011040315.1     932     *SIR2_2+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                        Thermococcus sp.                                                    Thermococci                     DRBV01000080.1
RKX91180.1      SIR2_2+ORC-CDC6-like                    QNBN01000232.1:1-5390                   GCA_003645695.1     771     *SIR2_2+ORC-CDC6-like->CARF-double->QTG+VirB5->?->Thymidylate->                                                                                                                                                                                                                                                                                                                                             Spirochaetes bacterium                                              Spirochaetes                    QNBN01000232.1
WP_014963848.1  ORC-CDC6-like+SIR2_2                    NC_018655.1:1329787-1340652             GCF_000299365.1     775     Aconitase+Aconitase_C->*ORC-CDC6-like+SIR2_2->CARF-double->CARF-double->HNH->                                                                                                                                                                                                                                                                                                                               Candidatus Nitrosopumilus koreensis AR1                             Nitrosopumilales                NC_018655.1

#ORC-CDC6 (Kinase)
pid             arch                                                                            assembly            plen    compact                                                                                                                                                                                                                                                                                                                                                                                                     organism                                                            taxend                          
WP_180840318.1  CR-Kinase+ORC-CDC6-like                 NZ_CP059154.1:2763667-2775774           GCF_013456555.2     847     N6_N4_Mtase+DAM-Fungal->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                             Natrinema sp. YPL30                                                 Stenosarchaea group             NZ_CP059154.1
NJD76400.1      CR-Kinase+ORC-CDC6-like                 VEPN01000009.1:32325-42911              GCA_012026835.1     855     ZnR->?->DAM-Fungal->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Candidatus Methanoperedens sp.                                      Stenosarchaea group             VEPN01000009.1
PXF60884.1      CR-Kinase+ORC-CDC6-like                 PQXF01000010.1:17493-27231              GCA_003194445.1     467     RFC-AAA->DAM-Fungal->*CR-Kinase+ORC-CDC6-like->ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                 ANME-2 cluster archaeon                                             Stenosarchaea group             PQXF01000010.1
CAD6491707.1    CR-Kinase+ORC-CDC6-like                 CAJHIQ010000005.1:76-9565               GCA_905067525.1     832     DAM-Fungal->*CR-Kinase+ORC-CDC6-like->CARF-double->?->DOC+BirA-HTH->                                                                                                                                                                                                                                                                                                                                        Candidatus Argoarchaeum ethanivorans                                Stenosarchaea group             CAJHIQ010000005.1
NQT59338.1      CR-Kinase+ORC-CDC6-like                 JABMQR010000196.1:1-2672                GCA_013202335.1     755     *CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                     Bacteroidetes bacterium                                             Bacteroidetes                   JABMQR010000196.1
MYD30017.1      CR-Kinase+ORC-CDC6-like                 VXLU01000007.1:1-4371                   GCA_009841415.1     514     N6_N4_Mtase->DAM-Fungal+DAM-Emiliania->*CR-Kinase+ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                           Nitrospira sp. SB0661_bin_20                                        Nitrospirales                   VXLU01000007.1
MYH02161.1      CR-Kinase+ORC-CDC6-like                 VYCU01000084.1:1-7527                   GCA_009843795.1     729     *CR-Kinase+ORC-CDC6-like->CARF-double->HicB_lk_antitox->                                                                                                                                                                                                                                                                                                                                                    Nitrospira sp. SB0675_bin_23                                        Nitrospirales                   VYCU01000084.1
MYG39752.1      CR-Kinase+ORC-CDC6-like                 VYFB01000042.1:1276-15230               GCA_009842645.1     810     ParB->AAA_21+DUF3696->?->N6_N4_Mtase->DAM-Fungal+DAM-Emiliania->*CR-Kinase+ORC-CDC6-like->CARF-double->HicB_lk_antitox->PIN->Unstab_antitox->ResIII->                                                                                                                                                                                                                                                       Nitrospira sp. SB0677_bin_15                                        Nitrospirales                   VYFB01000042.1
ODS31854.1      CR-Kinase+ORC-CDC6-like                 MAYW01000091.1:5581-18196               GCA_001723765.1     850     DAM-Fungal->*CR-Kinase+ORC-CDC6-like->CARF-double->Thy1->?->Radical_SAM->DUF772+DDE_Tnp_1->                                                                                                                                                                                                                                                                                                                 Candidatus Scalindua rubra                                          Candidatus Brocadiia            MAYW01000091.1
MBI3408588.1    CR-Kinase+ORC-CDC6-like                 JACPZP010000055.1:3631-19502            GCA_016195405.1     843     *CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                     Planctomycetota bacterium                                           Planctomycetota                 JACPZP010000055.1
MBW4055389.1    CR-Kinase+ORC-CDC6-like                 JABBNX010000051.1:27-9447               GCA_019352135.1     737     Fer2_4+NADH-G_4Fe-4S_3+Fer4_7+Molybdop_Fe4S4+Molybdopterin+Molydop_binding->Radical_SAM_N2+RADICAL-SAM->?->Bro-N->DAM-Fungal+DAM-Fungal->*CR-Kinase+ORC-CDC6-like->                                                                                                                                                                                                                                         Proteobacteria bacterium                                            Proteobacteria                  JABBNX010000051.1
WP_158670872.1  CR-Kinase+ORC-CDC6-like                 NZ_NFUH01000291.1:1-5196                GCF_002128415.1     482     DUF4338->*CR-Kinase+ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                         Bradyrhizobium guangdongense                                        Alphaproteobacteria             NZ_NFUH01000291.1
WP_217082088.1  CR-Kinase+ORC-CDC6-like                 NZ_JAHNZT010000075.1:1324-9867          GCF_019039035.1     835     Thy1->?->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                            Citreicoccus inhibens                                               Deltaproteobacteria             NZ_JAHNZT010000075.1
WP_089726110.1  CR-Kinase+ORC-CDC6-like                 NZ_FLUY01000775.1:6139-18229            GCF_900092655.1     836     ABC_tran->UPF0014->Phd-YefM->RelE-ParE->DAM-Fungal+DAM-Emiliania->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                   Candidatus Thiosymbion oneisti                                      Gammaproteobacteria             NZ_FLUY01000775.1
WP_133510408.1  CR-Kinase+ORC-CDC6-like                 NZ_JAAEFD010000012.1:26534-40081        GCF_011392785.1     836     ABC_tran->UPF0014->Phd-YefM->RelE-ParE->DAM-Fungal+DAM-Emiliania->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                   Candidatus Thiosymbion oneisti                                      Gammaproteobacteria             NZ_JAAEFD010000012.1
ERU98559.1      CR-Kinase+ORC-CDC6-like                 KI518747.1:1805383-1817747              GCA_000480615.1     883     HTH_3->?->Imm-Barstar->?->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Pseudomonas aeruginosa M8A.1                                        Gammaproteobacteria             KI518747.1
SIP55080.1      CR-Kinase+ORC-CDC6-like                 LT673656.1:5247993-5261051              GCA_900149285.1     883     Imm-Barstar->?->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Pseudomonas aeruginosa                                              Gammaproteobacteria             LT673656.1
WP_004887774.1  CR-Kinase+ORC-CDC6-like                 NZ_AMQP01000176.1:1562-14133            GCF_000307715.1     880     *CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                     Pseudomonas viridiflava UASWS0038                                   Gammaproteobacteria             NZ_AMQP01000176.1
WP_099601635.1  CR-Kinase+ORC-CDC6-like                 NZ_LJSA01000332.1:46022-59090           GCF_002742505.1     880     VirB6->VbhA->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                        Pseudomonas sp. 2995-1                                              Gammaproteobacteria             NZ_LJSA01000332.1
WP_122552270.1  CR-Kinase+ORC-CDC6-like                 NZ_UTTH01000039.1:81766-94346           GCF_900585335.1     880     *CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                     Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UTTH01000039.1
WP_122767964.1  CR-Kinase+ORC-CDC6-like                 NZ_UWBY01000199.1:67305-83635           GCF_900601165.1     881     tRNA->PSE->?->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                       Pseudomonas viridiflava                                             Gammaproteobacteria             NZ_UWBY01000199.1
RMV75667.1      CR-Kinase+ORC-CDC6-like                 RBUY01000084.1:33952-46398              GCA_003703145.1     837     *CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                     Pseudomonas caricapapayae                                           Gammaproteobacteria             RBUY01000084.1
WP_003402091.1  CR-Kinase+ORC-CDC6-like                 NZ_GL385313.1:77865-92737               GCF_000145925.1     880     ParB+AAA_21->?->PSE->assembly_gap->VirB6->GIY-YIG->VbhA->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                            Pseudomonas syringae pv. aceris str. M302273                        Gammaproteobacteria             NZ_GL385313.1
WP_192200791.1  CR-Kinase+ORC-CDC6-like                 NZ_JACVAU010000001.1:1378749-1392474    GCF_014852005.1     882     TetR-HTH->DJ-1_PfpI->adh_short->adh_short->LON-AAA->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                 Pseudoxanthomonas sp. PXM03                                         Gammaproteobacteria             NZ_JACVAU010000001.1
HAO79922.1      CR-Kinase+ORC-CDC6-like                 DMQW01000330.1:4143-14069               GCA_003455565.1     825     DUF5615->?->DAM-Fungal+METHYLASE->*CR-Kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                   Verrucomicrobia subdivision 3 bacterium                             Verrucomicrobiae                DMQW01000330.1
WP_012790223.1  CR-Kinase+ORC-CDC6-like+CARF-double     NC_013132.1:3128072-3143927             GCF_000024005.1     1235    HTH->Vsr->DNA_methylase->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->HATPase_c_3+HATPase_c->                                                                                                                                                                                                                                                                                                             Chitinophaga pinensis DSM 2588                                      Chitinophagia                   NC_013132.1
WP_209148104.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_JAGHKP010000004.1:690358-708178      GCF_017742215.1     1236    Vsr->DNA_methylase->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->HATPase_c_3->                                                                                                                                                                                                                                                                                                                            Chitinophaga chungangae                                             Chitinophagia                   NZ_JAGHKP010000004.1
WP_126973879.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_RCWL01000009.1:42094-61343           GCF_003991195.1     1238    FA_hydroxylase->Vsr->DNA_methylase->*CR-Kinase+ORC-CDC6-like+CARF-double->HATPase_c_3->SFI-ATPase+UvrD_C_2->?->Aconitase_B_N+Aconitase_2_N+Aconitase->Peptidase_S41->                                                                                                                                                                                                                                       Gynurincola endophyticus                                            Chitinophagia                   NZ_RCWL01000009.1
WP_046756652.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_LBMG01000013.1:41152-59111           GCF_001005315.1     1227    ABC_tran->CarbopepD_reg_2+Plug+TonB_dep_Rec->ABC2_membrane_2+DUF3526->DUF3526->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->HTH_26->DNA_methylase->HATPase_c_3+HATPase_c->                                                                                                                                                                                                                                Kordia jejudonensis                                                 Flavobacteriia                  NZ_LBMG01000013.1
WP_094998818.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_BMJL01000008.1:11809-29545           GCF_014643435.1     1218    DNA_methylase->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->Sortilin-Vps10+Sortilin-Vps10+Sortilin-Vps10->                                                                                                                                                                                                                                                                                                Maribacter cobaltidurans                                            Flavobacteriia                  NZ_BMJL01000008.1
WP_090983834.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_FOJM01000009.1:2860-17875            GCF_900111825.1     1225    HTH->?->putAbiC->*CR-Kinase+ORC-CDC6-like+CARF-double->MORC->                                                                                                                                                                                                                                                                                                                                               Pedobacter suwonensis                                               Sphingobacteriia                NZ_FOJM01000009.1
PIQ99961.1      CR-Kinase+ORC-CDC6-like+CARF-double     PCWG01000033.1:241567-255654            GCA_002787235.1     1252    DNA_methylase->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->GGDEF->                                                                                                                                                                                                                                                                                                                                       Nitrospinae bacterium CG11_big_fil_rev_8_21_14_0_20_45_15           Nitrospinae                     PCWG01000033.1
WP_126091778.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_CP034447.1:2747366-2767049           GCF_003952485.1     1217    *CR-Kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                                                                      Mesorhizobium sp. M1E.F.Ca.ET.045.02.1.1                            Alphaproteobacteria             NZ_CP034447.1
WP_135915111.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_SRTH01000001.1:656509-671099         GCF_004792065.1     1235    *CR-Kinase+ORC-CDC6-like+CARF-double->dUTPase->MazG->Oxidored_FMN->REase-DUF3883->                                                                                                                                                                                                                                                                                                                          Mesorhizobium sp. M8A.F.Ca.ET.165.01.1.1                            Alphaproteobacteria             NZ_SRTH01000001.1
WP_156714339.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_WPHG01000005.1:1343-18017            GCF_009742725.1     1217    *CR-Kinase+ORC-CDC6-like+CARF-double->Mrr_cat->Phage_AlpA->                                                                                                                                                                                                                                                                                                                                                 Nitratireductor arenosus                                            Alphaproteobacteria             NZ_WPHG01000005.1
WP_158527159.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_ATZC01000062.1:12867-30028           GCF_000428005.1     1220    PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                                                             Sinorhizobium meliloti GVPV12                                       Alphaproteobacteria             NZ_ATZC01000062.1
WP_176016797.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_CADFEM010000017.1:85724-107163       GCF_902833245.1     1238    DNA_methylase->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->AAA_21->                                                                                                                                                                                                                                                                                                                                      Burkholderia sp. BCC0398                                            Betaproteobacteria              NZ_CADFEM010000017.1
WP_212123763.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_JAGSVB010000032.1:32001-43828        GCF_018147105.1     1232    PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->AAA_21->DNA_methylase->Vsr->                                                                                                                                                                                                                                                                                                                                 Burkholderia cenocepacia                                            Betaproteobacteria              NZ_JAGSVB010000032.1
WP_059947106.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_LPAE01000054.1:76103-94484           GCF_001527885.1     1196    DnaA_N+Bac_DnaA+DNAA-HTH->DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->UvrD-helicase+UvrD_C+PDDEXK_1->DCM->Vsr->?->PSE->                                                                                                                                                                           Burkholderia ubonensis                                              Betaproteobacteria              NZ_LPAE01000054.1
WP_060216693.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_LPHO01000012.1:495773-515809         GCF_001531675.1     1196    DnaA_N+Bac_DnaA+DNAA-HTH->DNA_pol3_beta+DNA_pol3_beta_2+DNA_pol3_beta_3->HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->UvrD-helicase+UvrD_C+PDDEXK_1->DCM->Vsr->PSE->                                                                                                                                                                              Burkholderia ubonensis                                              Betaproteobacteria              NZ_LPHO01000012.1
WP_186533596.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_JABWQP020000012.1:87148-105018       GCF_014268505.2     1225    PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->AAA_21->DNA_methylase->                                                                                                                                                                                                                                                                                                                                      Pseudomonas khorasanensis                                           Gammaproteobacteria             NZ_JABWQP020000012.1
WP_187569246.1  CR-Kinase+ORC-CDC6-like+CARF-double     NZ_CP060711.1:2077423-2094460           GCF_014395425.1     1207    TnsC-ATPase->TniQ+zinc-ribbons_6->tRNA->?->?->HAD_SAK_2->*Calcineurin-SbcD->DNA_methylase->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->UvrD-helicase+UvrD_C+PDDEXK_1->?->?->FKBP_C->TnsC-ATPase->TniQ+zinc-ribbons_6->tRNA->?->?->HAD_SAK_2->*Calcineurin-SbcD->DNA_methylase->PYNPase->*CR-Kinase+ORC-CDC6-like+CARF-double->UvrD-helicase+UvrD_C+PDDEXK_1->                                            Thermomonas brevis                                                  Gammaproteobacteria             NZ_CP060711.1
PKM43768.1      Pkinase_Tyr+ORC-CDC6-like               PGZL01000008.1:169907-190422            GCA_002840095.1     852     TnsA-REase->rve+Mu-transpos_C->TniB->TniQ->*Pkinase_Tyr+ORC-CDC6-like->DUF4338->                                                                                                                                                                                                                                                                                                                            Gammaproteobacteria bacterium HGW-Gammaproteobacteria-1             Gammaproteobacteria             PGZL01000008.1
MBM3910554.1    STY-kinase+ORC-CDC6-like                VHBJ01000030.1:1-9325                   GCA_016872035.1     826     Creatinase_N+Peptidase_M24->HTH->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                   Thaumarchaeota archaeon                                             Thaumarchaeota                  VHBJ01000030.1
WP_056654027.1  STY-kinase+ORC-CDC6-like                NZ_LMIR01000002.1:971162-980851         GCF_001429165.1     832     *STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Agromyces sp. Root81                                                Micrococcales                   NZ_LMIR01000002.1
EYT66507.1      STY-kinase+ORC-CDC6-like                KB714628.1:157437-172511                GCA_000349565.1     822     DUF4338->Thy1->?->*STY-kinase+ORC-CDC6-like->CARF-double->?->PAP2+PATR->                                                                                                                                                                                                                                                                                                                                    Curtobacterium flaccumfaciens UCD-AKU                               Micrococcales                   KB714628.1
WP_139179564.1  STY-kinase+ORC-CDC6-like                NZ_KB714628.1:157437-170956             GCF_000349565.1     850     DUF4338->Thy1->?->*STY-kinase+ORC-CDC6-like->CARF-double->?->PAP2+PATR->                                                                                                                                                                                                                                                                                                                                    Curtobacterium flaccumfaciens UCD-AKU                               Micrococcales                   NZ_KB714628.1
WP_055890032.1  STY-kinase+ORC-CDC6-like                NZ_LMIO01000001.1:419870-432953         GCF_001428745.1     836     *STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Leifsonia sp. Root227                                               Micrococcales                   NZ_LMIO01000001.1
WP_167256012.1  STY-kinase+ORC-CDC6-like                NZ_WNWT01000006.1:1312733-1326583       GCF_011754135.1     817     SIR2->?->ASCH->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                     Microbacterium sp. Be9                                              Micrococcales                   NZ_WNWT01000006.1
NIG66427.1      STY-kinase+ORC-CDC6-like                WNWT01000006.1:1313945-1326583          GCA_011754135.1     833     ASCH->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                              Microbacterium sp. Be9                                              Micrococcales                   WNWT01000006.1
HDZ85156.1      STY-kinase+ORC-CDC6-like                DREM01000034.1:1-5935                   GCA_011051095.1     843     DUF4338->*STY-kinase+ORC-CDC6-like->CARF-double->N-OB->                                                                                                                                                                                                                                                                                                                                                     Candidatus Moranbacteria bacterium                                  Candidatus Moranbacteria        DREM01000034.1
MBI4232613.1    STY-kinase+ORC-CDC6-like                JACQRK010000259.1:1-3820                GCA_016206495.1     704     HATPase_c->DUF4338->*STY-kinase+ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                             Candidatus Peregrinibacteria bacterium                              Candidatus Peregrinibacteria    JACQRK010000259.1
MBT9132353.1    STY-kinase+ORC-CDC6-like                QLUF01000083.1:76-6093                  GCA_018725245.1     858     CarboxypepD-reg-IG->DUF4338->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                       Firmicutes bacterium                                                Firmicutes                      QLUF01000083.1
NQT92760.1      STY-kinase+ORC-CDC6-like                JABMQT010000389.1:420-5342              GCA_013202215.1     851     PSE->DUF4338->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                      Lentisphaerae bacterium                                             Lentisphaerae                   JABMQT010000389.1
WP_145430532.1  STY-kinase+ORC-CDC6-like                NZ_CP036339.1:606083-623659             GCF_007746075.1     844     *STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Lacipirellula limnantheis                                           Planctomycetia                  NZ_CP036339.1
QCG99085.1      STY-kinase+ORC-CDC6-like                CP039650.1:2554244-2568946              GCA_004923315.1     882     Mu-transpos_C->DUF6444+DDE_Tnp_IS66->TniB->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Azospirillum sp. TSA2s                                              Alphaproteobacteria             CP039650.1
WP_211103606.1  STY-kinase+ORC-CDC6-like                NZ_CP039650.1:2554244-2568946           GCF_004923315.1     886     Mu-transpos_C->DUF6444+DDE_Tnp_IS66->TniB->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                         Azospirillum sp. TSA2s                                              Alphaproteobacteria             NZ_CP039650.1
PPC91247.1      STY-kinase+ORC-CDC6-like                PERE01000271.1:1-2920                   GCA_002928435.1     544     tRNA-synt_2b->PSE->*STY-kinase+ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                              Methylotenera sp.                                                   Betaproteobacteria              PERE01000271.1
MBW1669089.1    STY-kinase+ORC-CDC6-like                JAFDLN010000176.1:1-7262                GCA_019306445.1     854     DUF4338->PSE->PSE->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                 Deltaproteobacteria bacterium                                       Deltaproteobacteria             JAFDLN010000176.1
HBS27002.1      STY-kinase+ORC-CDC6-like                DOIT01000260.1:48-3973                  GCA_003511805.1     904     *STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Gammaproteobacteria bacterium                                       Gammaproteobacteria             DOIT01000260.1
MYB36499.1      STY-kinase+ORC-CDC6-like                VXQQ01000067.1:6401-16418               GCA_009838905.1     645     HlyD->ACR_tran->DUF4338->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                           Gammaproteobacteria bacterium                                       Gammaproteobacteria             VXQQ01000067.1
WP_108602740.1  STY-kinase+ORC-CDC6-like                NZ_CP026604.1:2740783-2757255           GCF_003063625.1     888     DUF4338->*STY-kinase+ORC-CDC6-like->CARF-double->SLATT->PSE->LexA_DNA_bind+Peptidase_S24->COX2_TM+COX2+CytC->COX1->                                                                                                                                                                                                                                                                                         Saccharobesus litoralis                                             Gammaproteobacteria             NZ_CP026604.1
WP_092998182.1  STY-kinase+ORC-CDC6-like                NZ_FMWD01000008.1:149472-165274         GCF_900102855.1     856     HTH_29+MU-HTH+rve+Mu-transpos_C->TniB->?->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                          Thiohalomonas denitrificans                                         Gammaproteobacteria             NZ_FMWD01000008.1
NHX02859.1      STY-kinase+ORC-CDC6-like                JAAPAQ010000022.1:56168-70950           GCA_011605305.1     880     *STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Pseudomonas koreensis                                               Gammaproteobacteria             JAAPAQ010000022.1
WP_208101824.1  STY-kinase+ORC-CDC6-like                NZ_JAAPAQ010000022.1:56168-70950        GCF_011605305.1     864     *STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                    Pseudomonas koreensis                                               Gammaproteobacteria             NZ_JAAPAQ010000022.1
WP_095009917.1  STY-kinase+ORC-CDC6-like                NZ_NQKD01000012.1:58656-72043           GCF_002269115.1     881     VirB6->VbhA->?->*STY-kinase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                    Pseudomonas lundensis                                               Gammaproteobacteria             NZ_NQKD01000012.1
MBK8067053.1    STY-kinase+ORC-CDC6-like                JADJPR010000003.1:238113-254607         GCA_016713135.1     866     EVE->2Fe-2S_thioredx->Complex1_51K+SLBB+NADH_4Fe-4S->Fer2_4+NADH-G_4Fe-4S_3+Ferredoxin-RRM+Molybdop_Fe4S4+Molybdopterin+Molydop_binding->FdsD->*STY-kinase+ORC-CDC6-like->CARF-double->DUF4338->?->FTHFS->                                                                                                                                                                                                  Rhodanobacteraceae bacterium                                        Gammaproteobacteria             JADJPR010000003.1
WP_203668310.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_BONO01000010.1:87568-99767           GCF_016862755.1     1236    Peripla_BP_3->PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                                              Cellulomonas pakistanensis                                          Micrococcales                   NZ_BONO01000010.1
MBB6328263.1    STY-kinase+ORC-CDC6-like+CARF-double    JACIJO010000003.1:1161223-1179396       GCA_014206875.1     1224    HTH->DNA_methylase->PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->MORC->Z1+Z1-like->DUF4420->AIPR->                                                                                                                                                                                                                                                                                                       Algoriphagus iocasae                                                Cytophagia                      JACIJO010000003.1
WP_096349269.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_JACHWX010000002.1:52679-70381        GCF_014191635.1     1238    Vsr->DCM->PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->MORC->Z1+Z1-like->DUF4420->AIPR->HATPase_c_3+HATPase_c->                                                                                                                                                                                                                                                                                          Mucilaginibacter gotjawali                                          Sphingobacteriia                NZ_JACHWX010000002.1
WP_172885275.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_AP017313.1:25035-43976               GCF_002355435.1     1195    Vsr->DCM->PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->MORC->Z1+Z1-like->PSE->AIPR->HATPase_c_3+HATPase_c->                                                                                                                                                                                                                                                                                              Mucilaginibacter gotjawali                                          Sphingobacteriia                NZ_AP017313.1
WP_183759909.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_BMHZ01000002.1:642408-661129         GCF_014641575.1     1221    HTH->putAbiC->*STY-kinase+ORC-CDC6-like+CARF-double->MORC->Z1+Z1-like->                                                                                                                                                                                                                                                                                                                                     Pedobacter zeae                                                     Sphingobacteriia                NZ_BMHZ01000002.1
GBG56436.1      STY-kinase+ORC-CDC6-like+CARF-double    BFDZ01000006.1:293002-306162            GCA_005381385.1     1225    RsfS->S1_2+S1+S1+CvfB_WH->CheW+Response_reg->tRNA->DNA_methylase->PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->?->Radical_SAM->Ferretin->                                                                                                                                                                                                                                                                Sporomusaceae bacterium FL31                                        Negativicutes                   BFDZ01000006.1
MBS0174593.1    STY-kinase+ORC-CDC6-like+CARF-double    JAFEBG010000193.1:101-5437              GCA_018242785.1     1246    *STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                                                                     Nitrospira sp.                                                      Nitrospirales                   JAFEBG010000193.1
WP_194402919.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_CP030059.1:4741028-4754945           GCF_015291745.1     1217    DNA_methylase->MORC+NIT+HEF_HK+HATPase_c->Response_reg_2->Vsr->*STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                      Bradyrhizobium sp. CCBAU 53351                                      Alphaproteobacteria             NZ_CP030059.1
WP_097572425.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_NWQG01000026.1:60-14015              GCF_002529485.1     1215    HEF_HK+HATPase_c->Response_reg_2->*STY-kinase+ORC-CDC6-like+CARF-double->?->?->?->ProQ->                                                                                                                                                                                                                                                                                                                    Mesorhizobium sanjuanii                                             Alphaproteobacteria             NZ_NWQG01000026.1
WP_145721000.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_VLKT01000035.1:67420-84755           GCF_007830515.1     1215    MerR-HTH->DNA_methylase->HATPase_c_3+HEF_HK+HATPase_c->Response_reg_2->*STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                              Mesorhizobium tianshanense                                          Alphaproteobacteria             NZ_VLKT01000035.1
AUQ69108.1      STY-kinase+ORC-CDC6-like+CARF-double    CP010650.1:190950-203324                GCA_002892185.1     1206    HflK_N+Band_7->Band_7->?->?->?->*STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                                     Phaeobacter inhibens                                                Alphaproteobacteria             CP010650.1
WP_123618730.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_CP010650.1:190386-203324             GCF_002892185.1     1221    DUF1062->HflK_N+Band_7->Band_7->?->?->*STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                               Phaeobacter inhibens                                                Alphaproteobacteria             NZ_CP010650.1
OIQ40132.1      STY-kinase+ORC-CDC6-like+CARF-double    MPDA01000007.1:121043-136015            GCA_001874205.1     1162    *STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                                                                     Roseobacter sp. MedPE-SWde                                          Alphaproteobacteria             MPDA01000007.1
WP_169203014.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_CP059467.1:1703053-1715595           GCF_017894365.1     1228    DNA_methylase->AAA_15->DUF772+DDE_Tnp_1->AAA_15->PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                           Aromatoleum bremense                                                Betaproteobacteria              NZ_CP059467.1
WP_211161476.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_WTVP01000035.1:32188-42148           GCF_012910925.1     1246    AAA_15->PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                               Aromatoleum bremense                                                Betaproteobacteria              NZ_WTVP01000035.1
WP_168988314.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_WTVM01000063.1:13762-23063           GCF_012910885.1     1228    TraJ-RHH->DNA_methylase->AAA_21->PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                           Azoarcus taiwanensis                                                Betaproteobacteria              NZ_WTVM01000063.1
WP_157783508.1  STY-kinase+ORC-CDC6-like+CARF-double    NZ_AHKO01000250.1:70-15783              GCF_000259955.1     1213    PYNPase->*STY-kinase+ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                                                            Rhizorhabdus wittichii DP58                                         Alphaproteobacteria             NZ_AHKO01000250.1

#ORC-CDC6 (Other)
pid             arch                                                                            assembly            plen    compact                                                                                                                                                                                                                                                                                                                                                                                                     organism                                                            taxend                          
WP_200598298.1  ParA-Soj-PloopNTPase+ORC-CDC6-like      NZ_JAEPBG010000030.1:31327-44147        GCF_016632335.1     980     N6_Mtase->?->?->*ParA-Soj-PloopNTPase+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                          Noviherbaspirillum pedocola                                         Betaproteobacteria              NZ_JAEPBG010000030.1
MBK6743792.1    ParA-Soj-PloopNTPase+ORC-CDC6-like      JADJCP010000004.1:175136-187111         GCA_016703155.1     823     Sua5_yciO_yrdC->?->?->ParA->?->*ParA-Soj-PloopNTPase+ORC-CDC6-like->CARF-double->N6_Mtase->                                                                                                                                                                                                                                                                                                                 Hydrogenophilales bacterium                                         Hydrogenophilalia               JADJCP010000004.1
WP_124842721.1  ORC-CDC6-like                           NZ_QTRD01000014.1:131887-140921         GCF_003858185.1     486     MR_MLE_C->?->Phage_integrase->?->ParA-Soj-PloopNTPase->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                     Burkholderia cepacia                                                Betaproteobacteria              NZ_QTRD01000014.1
WP_060140687.1  ORC-CDC6-like                           NZ_LPHC01000009.1:34962-45197           GCF_001531085.1     486     PSE->MR_MLE_C->Phage_integrase->?->ParA-Soj-PloopNTPase->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                   Burkholderia ubonensis                                              Betaproteobacteria              NZ_LPHC01000009.1
MBK6968330.1    ORC-CDC6-like                           JADJEY010000003.1:30667-42641           GCA_016708795.1     649     PIN->AlbA_2->*ORC-CDC6-like->CARF-double->SIR2->METHYLASE->                                                                                                                                                                                                                                                                                                                                                 Candidatus Microthrix sp.                                           Acidimicrobiia                  JADJEY010000003.1
MBK7167366.1    ORC-CDC6-like                           JADJGW010000018.1:33562-41437           GCA_016707825.1     232     PSE->AlbA_2->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                               Candidatus Microthrix sp.                                           Acidimicrobiia                  JADJGW010000018.1
OJU15972.1      ORC-CDC6-like+CARF-double               MKRR01000151.1:171-20385                GCA_001897045.1     1131    PYNPase->*ORC-CDC6-like+CARF-double->                                                                                                                                                                                                                                                                                                                                                                       Sphingomonas sp. 66-10                                              Alphaproteobacteria             MKRR01000151.1
WP_182657257.1  ORC-CDC6-like                           NZ_JACHQY010000009.1:82211-100073       GCF_014596295.1     890     REase-DUF3883->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                Stenotrophomonas sp. K32                                            Gammaproteobacteria             NZ_JACHQY010000009.1
EHH1187043.1    ORC-CDC6-like                           AAZQTF010000053.1:68-10230              GCA_017604125.1     598     *ORC-CDC6-like->CARF-double->ABhydrolase->                                                                                                                                                                                                                                                                                                                                                                  Vibrio vulnificus                                                   Gammaproteobacteria             AAZQTF010000053.1
WP_154623185.1  ORC-CDC6-like                           NZ_FCKY01000071.1:69-3234               GCF_001537725.1     322     DUF772+DDE_Tnp_1->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                             Serratia marcescens                                                 Gammaproteobacteria             NZ_FCKY01000071.1
CVG42745.1      ORC-CDC6-like                           FCKY01000071.1:69-3234                  GCA_001537725.1     394     DUF772+DDE_Tnp_1->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                             Serratia marcescens                                                 Gammaproteobacteria             FCKY01000071.1
WP_138765525.1  ORC-CDC6-like                           NZ_AUTH01000015.1:78-2910               GCF_000497975.1     166     HTH_Tnp_1+rve+rve_2->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                          Pseudoalteromonas sp. TB41                                          Gammaproteobacteria             NZ_AUTH01000015.1
WP_110787325.1  ORC-CDC6-like                           NZ_QKQS01000023.1:1218027-1233049       GCF_003226555.1     672     HATPase_c->tRNA->Thy1->N6_N4_Mtase+DAM-Fungal->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                Rhodopseudomonas palustris                                          Alphaproteobacteria             NZ_QKQS01000023.1
WP_106667518.1  ORC-CDC6-like                           NZ_PGGM01000021.1:129-11905             GCF_003010965.1     669     Thy1->N6_N4_Mtase+DAM-Fungal->*ORC-CDC6-like->CARF-double->DUF5677->                                                                                                                                                                                                                                                                                                                                        Phyllobacterium sophorae                                            Alphaproteobacteria             NZ_PGGM01000021.1
WP_149341853.1  ORC-CDC6-like                           NZ_QOVX01000011.1:157386-172101         GCF_008365395.1     669     Thy1->N6_N4_Mtase+DAM-Emiliania+DAM-Fungal->*ORC-CDC6-like->CARF-double->DUF5677->                                                                                                                                                                                                                                                                                                                          Neorhizobium sp. P12A                                               Alphaproteobacteria             NZ_QOVX01000011.1
WP_193684430.1  ORC-CDC6-like                           NZ_JADDIJ010000047.1:1-6866             GCF_015070945.1     502     *ORC-CDC6-like->CARF-double->Arm-DNA-bind_5->Phage_int_SAM_5->                                                                                                                                                                                                                                                                                                                                              Bacteroides fragilis                                                Bacteroidia                     NZ_JADDIJ010000047.1
WP_207034062.1  ORC-CDC6-like                           NZ_JAFLNL010000006.1:130993-143867      GCF_017313785.1     592     AAA_21->?->Thymidylat_synt->DNA_methylase->*ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                               Muricauda aurea                                                     Flavobacteriia                  NZ_JAFLNL010000006.1
WP_127138040.1  ORC-CDC6-like                           NZ_RZNA01000042.1:4918-14641            GCF_003992595.1     602     HTH_Tnp_1->HTH_21+rve->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                        Muricauda oceanensis                                                Flavobacteriia                  NZ_RZNA01000042.1
KMM46152.1      ORC-CDC6-like                           LFKW01000060.1:116-8611                 GCA_001040865.1     616     LZ_Tnp_IS481->*ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                      Cellulomonas sp. A375-1                                             Micrococcales                   LFKW01000060.1
HCU35993.1      ORC-CDC6-like                           DPJP01000232.1:37077-49544              GCA_003542955.1     883     *ORC-CDC6-like->CARF-double->Thymidylate_kin->DNA_pol3_delta2->                                                                                                                                                                                                                                                                                                                                             Armatimonadetes bacterium                                           Armatimonadetes                 DPJP01000232.1
WP_046992289.1  CbiA+ORC-CDC6-like                      NZ_JAIS01000095.1:51038-63537           GCF_001010615.1     916     *CbiA+ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                          Aliarcobacter butzleri L351                                         Epsilonproteobacteria           NZ_JAIS01000095.1
NTU70134.1      ORC-CDC6-like                           JAAXXB010000150.1:1-1853                GCA_013334705.1     256     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               bacterium Bacteria.                                                                                 JAAXXB010000150.1
RKJ50420.1      ORC-CDC6-like                           RAYU01000140.1:4355-8893                GCA_003612415.1     246     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            bacterium 1XD42-8 Bacteria.                                                                         RAYU01000140.1
RKJ61998.1      ORC-CDC6-like                           RAZJ01000062.1:110-4582                 GCA_003612625.1     224     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            bacterium 1XD42-1 Bacteria.                                                                         RAZJ01000062.1
EMA25735.1      ORC-CDC6-like                           AOLX01000006.1:87638-97686              GCA_000336895.1     379     *ORC-CDC6-like->CARF-double->DNA_methylase->                                                                                                                                                                                                                                                                                                                                                                Haloarcula argentinensis DSM 12282                                  Stenosarchaea group             AOLX01000006.1
CPT70246.1      ORC-CDC6-like                           CSVC01000023.1:67298-73755              GCA_001213025.1     621     *ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                                    Mycobacteroides abscessus                                           Corynebacteriales               CSVC01000023.1
GEQ13976.1      ORC-CDC6-like                           BKBA01000008.1:382150-395598            GCA_007992835.1     404     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Knoellia locipacati                                                 Micrococcales                   BKBA01000008.1
WP_162799147.1  ORC-CDC6-like                           NZ_POAG01000006.1:3737-18422            GCF_002930065.1     620     *ORC-CDC6-like->CARF-double->MethyltransfD12->Phage_integrase->                                                                                                                                                                                                                                                                                                                                             Nocardioides sp. 616                                                Propionibacteriales             NZ_POAG01000006.1
PAM97096.1      ORC-CDC6-like                           NQOS01000365.1:316-567                  GCA_002277855.1     83      *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Streptomyces sp. Alain-F2R5                                         Streptomycetales                NQOS01000365.1
WP_218835381.1  ORC-CDC6-like                           NZ_NQOS01000365.1:1-1230                GCF_002277855.1     304     *ORC-CDC6-like->ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                             Streptomyces sp. Alain-F2R5                                         Streptomycetales                NZ_NQOS01000365.1
WP_218835481.1  ORC-CDC6-like                           NZ_NQOS01000566.1:1-397                 GCF_002277855.1     132     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Streptomyces sp. Alain-F2R5                                         Streptomycetales                NZ_NQOS01000566.1
WP_170288110.1  ORC-CDC6-like                           NZ_CP015756.1:361044-377995             GCF_001877035.1     544     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Clostridium estertheticum subsp. estertheticum                      Clostridia                      NZ_CP015756.1
NTW34259.1      ORC-CDC6-like                           JAAXXA010000797.1:205-1833              GCA_013334735.1     232     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Bacteroidetes bacterium                                             Bacteroidetes                   JAAXXA010000797.1
MBI3235184.1    ORC-CDC6-like                           JACPVV010000715.1:1-4312                GCA_016197355.1     581     DAM->PSE->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                     Bacteroidetes bacterium                                             Bacteroidetes                   JACPVV010000715.1
MBE7401513.1    ORC-CDC6-like                           JADDIJ010000047.1:19-11399              GCA_015070945.1     496     *ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                                                          Bacteroides fragilis                                                Bacteroidia                     JADDIJ010000047.1
EGP5033967.1    ORC-CDC6-like                           AAXGVE010000007.1:1-6134                GCA_015503485.1     316     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Enterococcus faecium                                                Bacilli                         AAXGVE010000007.1
APC38880.1      ORC-CDC6-like                           CP015756.1:361044-377995                GCA_001877035.1     538     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Clostridium estertheticum subsp. estertheticum                      Clostridia                      CP015756.1
MBQ8604718.1    ORC-CDC6-like                           JAFUNP010000029.1:102463-110615         GCA_017473015.1     340     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Oscillospiraceae bacterium                                          Clostridia                      JAFUNP010000029.1
WP_004628118.1  ORC-CDC6-like                           NZ_AORV01000052.1:73559-84151           GCF_000350485.1     575     *ORC-CDC6-like->CARF-double->TniQ+ZnR+CHTH+CHTH->Tn7_Tnp_TnsA_N+Tn7_Tnp_TnsA_C+HTH_28+rve->TnsC-ATPase->TniQ->                                                                                                                                                                                                                                                                                              Ruminiclostridium cellobioparum subsp. termitidis CT1112            Clostridia                      NZ_AORV01000052.1
OGU56385.1      ORC-CDC6-like                           MHAE01000108.1:12179-27268              GCA_001804605.1     614     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Ignavibacteria bacterium RBG_13_36_8                                Ignavibacteria                  MHAE01000108.1
MBI4689271.1    ORC-CDC6-like                           JACQXD010000046.1:22-7543               GCA_016208875.1     573     *ORC-CDC6-like->CARF-double->?->23S_rRNA_IVP->PSE->                                                                                                                                                                                                                                                                                                                                                         Nitrospirae bacterium                                               Nitrospirae                     JACQXD010000046.1
KJU84367.1      ORC-CDC6-like                           LACI01001499.1:1-1139                   GCA_000963235.1     293     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Candidatus Magnetobacterium bavaricum                               Nitrospirales                   LACI01001499.1
MBU6392517.1    ORC-CDC6-like                           JAGWZR010000254.1:1-3381                GCA_018968795.1     340     *ORC-CDC6-like->CARF-double->MFS_1->                                                                                                                                                                                                                                                                                                                                                                        Planctomycetota bacterium                                           Planctomycetota                 JAGWZR010000254.1
REK09110.1      ORC-CDC6-like                           QQVE01000055.1:251174-260573            GCA_003389325.1     556     *ORC-CDC6-like->PSE->                                                                                                                                                                                                                                                                                                                                                                                       Planctomycetota bacterium                                           Planctomycetota                 QQVE01000055.1
OGW14545.1      ORC-CDC6-like                           MHDQ01000229.1:1342-13170               GCA_001803565.1     939     PDDEXK_3->TusA->DUF2284->dimerization2+Methyltransf_2->ThiC_Rad_SAM->*ORC-CDC6-like->CARF-double->DAM-Fungal+DAM->Thy1->HlyD->ABC_tran+DUF4162->                                                                                                                                                                                                                                                            Nitrospinae bacterium RIFCSPLOWO2_12_FULL_45_22                     Nitrospinae                     MHDQ01000229.1
MBS0222700.1    ORC-CDC6-like                           JAFEBU010000057.1:172-4819              GCA_018242505.1     323     ACET->GATase+tRNA_Me_trans+GMP_synt_C->PYNPase->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                            Proteobacteria bacterium                                            Proteobacteria                  JAFEBU010000057.1
WP_146591700.1  ORC-CDC6-like                           NZ_SJPO01000017.1:72969-82538           GCF_007859935.1     575     *ORC-CDC6-like->CARF-double->Thy1->                                                                                                                                                                                                                                                                                                                                                                         Posidoniimonas polymericola                                         Planctomycetia                  NZ_SJPO01000017.1
TVM04199.1      ORC-CDC6-like                           PHFX01000002.1:11547-23114              GCA_007618135.1     867     RelE-ParE->DUF5615->?->PSE->HD_3->DAM-Fungal->*ORC-CDC6-like->CARF-double->?->Y1_Tnp->HEPN->NTP_transf_2->                                                                                                                                                                                                                                                                                                  Candidatus Brocadia sp. WS118                                       Candidatus Brocadiia            PHFX01000002.1
RPJ71567.1      ORC-CDC6-like                           RPOV01001061.1:398-1731                 GCA_003820255.1     445     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Alphaproteobacteria bacterium                                       Alphaproteobacteria             RPOV01001061.1
RYG57872.1      ORC-CDC6-like                           SDYF01000051.1:438-3089                 GCA_004145565.1     673     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Alphaproteobacteria bacterium                                       Alphaproteobacteria             SDYF01000051.1
WP_174801458.1  ORC-CDC6-like                           NZ_JABUOU010000002.1:1-4693             GCF_013344475.1     607     PSE->*ORC-CDC6-like->CARF-double->HTH->                                                                                                                                                                                                                                                                                                                                                                     Martelella limonii                                                  Alphaproteobacteria             NZ_JABUOU010000002.1
GFO82824.1      ORC-CDC6-like                           BLYM01000331.1:134-6689                 GCA_013391925.1     609     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Methyloceanibacter sp.                                              Alphaproteobacteria             BLYM01000331.1
WP_076846360.1  ORC-CDC6-like                           NZ_MTKI01000085.1:1-3120                GCF_001975795.1     642     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Agrobacterium tumefaciens                                           Alphaproteobacteria             NZ_MTKI01000085.1
WP_155773474.1  ORC-CDC6-like                           NZ_CP018229.1:835727-844679             GCF_001890425.1     262     *ORC-CDC6-like->CARF-double->PSE->PSE->BrnA_antitoxin->                                                                                                                                                                                                                                                                                                                                                     Rhizobium leguminosarum                                             Alphaproteobacteria             NZ_CP018229.1
WP_130750018.1  ORC-CDC6-like                           NZ_SIPC01000001.1:2753303-2766215       GCF_004304245.1     613     PSE->Thymidylat_synt->HIN-HTH->IstB_IS21->?->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                  Rhizobium leguminosarum                                             Alphaproteobacteria             NZ_SIPC01000001.1
PII37952.1      ORC-CDC6-like                           KZ344189.1:268408-276289                GCA_002751265.1     281     DAM-Emiliania->?->ORC-CDC6-like->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                              Sinorhizobium meliloti CCBAU 01290                                  Alphaproteobacteria             KZ344189.1
WP_164851982.1  ORC-CDC6-like                           NZ_RPMA01000961.1:1-2088                GCF_004003815.1     388     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Sinorhizobium meliloti                                              Alphaproteobacteria             NZ_RPMA01000961.1
WP_146735038.1  ORC-CDC6-like                           NZ_RPMO01000260.1:385-5910              GCF_004004265.1     603     wHTH->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                         Sinorhizobium meliloti                                              Alphaproteobacteria             NZ_RPMO01000260.1
WP_088197721.1  ORC-CDC6-like                           NZ_WISO01000277.1:1-12403               GCF_009601255.1     669     DUF2971->Thy1->N6_N4_Mtase+DAM-Fungal->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                        Sinorhizobium meliloti                                              Alphaproteobacteria             NZ_WISO01000277.1
WP_129557426.1  ORC-CDC6-like                           NZ_AP014685.1:4299157-4309081           GCF_001549695.1     284     Ribosomal_L28->HTH_Tnp_1->TnpB_IS66->LZ_Tnp_IS66+zf-IS66+DDE_Tnp_IS66+DDE_Tnp_IS66_C->DAM->*ORC-CDC6-like->DUF4096+DDE_Tnp_1->CARF-double->                                                                                                                                                                                                                                                                 Bradyrhizobium diazoefficiens                                       Alphaproteobacteria             NZ_AP014685.1
TIP27752.1      ORC-CDC6-like                           SUHB01000027.1:3227-17470               GCA_004963395.1     694     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Mesorhizobium sp.                                                   Alphaproteobacteria             SUHB01000027.1
MSU92012.1      ORC-CDC6-like                           WIND01000033.1:12654-19036              GCA_009697225.1     493     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Halovulum marinum                                                   Alphaproteobacteria             WIND01000033.1
PSK86182.1      ORC-CDC6-like                           PYGB01000006.1:181287-195257            GCA_003014435.1     677     tRNA->?->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                      Limimaricola soesokkakensis                                         Alphaproteobacteria             PYGB01000006.1
WP_146113046.1  ORC-CDC6-like                           NZ_CP020442.2:1663660-1674195           GCF_002073635.2     528     *ORC-CDC6-like->CARF-double->DCM->DUF4096+DDE_Tnp_1->                                                                                                                                                                                                                                                                                                                                                       Paracoccus yeei                                                     Alphaproteobacteria             NZ_CP020442.2
SLN70587.1      ORC-CDC6-like                           FWFL01000021.1:7741-11733               GCA_900172295.1     228     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Roseovarius litorisediminis                                         Alphaproteobacteria             FWFL01000021.1
WP_176228709.1  ORC-CDC6-like                           NZ_FWFL01000021.1:6748-11748            GCF_900172295.1     233     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Roseovarius litorisediminis                                         Alphaproteobacteria             NZ_FWFL01000021.1
WP_173982873.1  ORC-CDC6-like                           NZ_CACVCH010000050.1:72179-81535        GCF_902729425.1     601     *ORC-CDC6-like->CARF-double->MqsR_toxin->MqsA_antitoxin->                                                                                                                                                                                                                                                                                                                                                   Magnetospirillum sp. SS-4                                           Alphaproteobacteria             NZ_CACVCH010000050.1
WP_188823960.1  ORC-CDC6-like                           NZ_BMLK01000069.1:113-3008              GCF_014645195.1     355     wHTH->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                      Novosphingobium indicum                                             Alphaproteobacteria             NZ_BMLK01000069.1
WP_188824026.1  ORC-CDC6-like                           NZ_BMLK01000085.1:1-1088                GCF_014645195.1     137     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Novosphingobium indicum                                             Alphaproteobacteria             NZ_BMLK01000085.1
MBN8506426.1    ORC-CDC6-like                           JAFLDE010000115.1:1-10101               GCA_017302655.1     929     METHYLASE->?->?->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                           Burkholderiales bacterium                                           Betaproteobacteria              JAFLDE010000115.1
WP_146075155.1  ORC-CDC6-like                           NZ_LFZP01000001.1:144895-160561         GCF_002925705.1     212     Methyltransf_25->DegT_DnrJ_EryC1->Glyco_transf_4+Glyco_trans_1_4+Glyco_trans_1_2->?->DAM->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                     Burkholderia anthina                                                Betaproteobacteria              NZ_LFZP01000001.1
AOZ04555.1      ORC-CDC6-like                           CP017754.1:190238-209375                GCA_001854325.1     665     Terminase_5+Terminase-LS->Phage_portal->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                    Cupriavidus malaysiensis                                            Betaproteobacteria              CP017754.1
SOZ17009.1      ORC-CDC6-like                           LT992571.1:311823-320307                GCA_900249835.1     625     *ORC-CDC6-like->CARF-double->METHYLASE->Golgin_A5->Histone_HNS->                                                                                                                                                                                                                                                                                                                                            Cupriavidus taiwanensis                                             Betaproteobacteria              LT992571.1
WP_215528649.1  ORC-CDC6-like                           NZ_CP076060.1:3171190-3179105           GCF_018729255.1     175     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Cupriavidus sp. EM10                                                Betaproteobacteria              NZ_CP076060.1
WP_029527813.1  ORC-CDC6-like                           NZ_KL448324.1:128443-138701             GCF_000709345.1     224     PSE->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                          Polaromonas glacialis                                               Betaproteobacteria              NZ_KL448324.1
WP_187085663.1  ORC-CDC6-like                           NZ_JACORU010000025.1:182-3111           GCF_014297445.1     436     *ORC-CDC6-like->CARF-double->PSE->                                                                                                                                                                                                                                                                                                                                                                          Ramlibacter sp. GTP1                                                Betaproteobacteria              NZ_JACORU010000025.1
MBN1655872.1    ORC-CDC6-like                           JAFGIB010000390.1:177-5080              GCA_016929805.1     700     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Deltaproteobacteria bacterium                                       Deltaproteobacteria             JAFGIB010000390.1
MBR3663441.1    ORC-CDC6-like                           JAFXOX010000014.1:435-10709             GCA_017528345.1     579     Thy1->DCM->*ORC-CDC6-like->CARF-double+ACET+SAM-methylase->                                                                                                                                                                                                                                                                                                                                                 Desulfovibrio sp.                                                   Deltaproteobacteria             JAFXOX010000014.1
WP_176433591.1  ORC-CDC6-like                           NZ_JABXEM010000011.1:1-14408            GCF_013372595.1     623     Ribosomal_L28->?->AnmK->sGTP-MglA->*ORC-CDC6-like->CARF-double->?->zf-IS66+DDE_Tnp_IS66+DDE_Tnp_IS66_C->                                                                                                                                                                                                                                                                                                    Myxococcus sp. AM011                                                Deltaproteobacteria             NZ_JABXEM010000011.1
QGW98619.1      ORC-CDC6-like                           CP040717.1:4311978-4326636              GCA_009755745.1     176     *ORC-CDC6-like->*ORC-CDC6-like->CARF-double->PTS_EIIA_2+PTSIIB-fruc+PTSEIIC->MFS_1->PTSIIB-fruc->PTS-HPr+PTS_EIIA_2->PBPI->?->Calcineurin-CE->PSE->ORC-CDC6-like->*ORC-CDC6-like->*ORC-CDC6-like->CARF-double->PTS_EIIA_2+PTSIIB-fruc+PTSEIIC->MFS_1->PTSIIB-fruc->PTS-HPr+PTS_EIIA_2->                                                                                                                     Aeromonas veronii                                                   Gammaproteobacteria             CP040717.1
QGW98621.1      ORC-CDC6-like                           CP040717.1:4311978-4326636              GCA_009755745.1     351     *ORC-CDC6-like->*ORC-CDC6-like->CARF-double->PTS_EIIA_2+PTSIIB-fruc+PTSEIIC->MFS_1->PTSIIB-fruc->PTS-HPr+PTS_EIIA_2->PBPI->?->Calcineurin-CE->PSE->ORC-CDC6-like->*ORC-CDC6-like->*ORC-CDC6-like->CARF-double->PTS_EIIA_2+PTSIIB-fruc+PTSEIIC->MFS_1->PTSIIB-fruc->PTS-HPr+PTS_EIIA_2->                                                                                                                     Aeromonas veronii                                                   Gammaproteobacteria             CP040717.1
WP_198304015.1  ORC-CDC6-like                           NZ_CP040717.1:4311978-4326636           GCF_009755745.1     185     *ORC-CDC6-like->*ORC-CDC6-like->CARF-double->PTS_EIIA_2+PTSIIB-fruc+PTSEIIC->MFS_1->PTSIIB-fruc->PTS-HPr+PTS_EIIA_2->PBPI->?->Calcineurin-CE->Zn_Tnp_IS1+HTH_Tnp_IS1+DDE_Tnp_IS1->*ORC-CDC6-like->*ORC-CDC6-like->CARF-double->PTS_EIIA_2+PTSIIB-fruc+PTSEIIC->MFS_1->PTSIIB-fruc->PTS-HPr+PTS_EIIA_2->                                                                                                     Aeromonas veronii                                                   Gammaproteobacteria             NZ_CP040717.1
WP_157162219.1  ORC-CDC6-like                           NZ_CP040717.1:4311978-4326636           GCF_009755745.1     351     *ORC-CDC6-like->*ORC-CDC6-like->CARF-double->PTS_EIIA_2+PTSIIB-fruc+PTSEIIC->MFS_1->PTSIIB-fruc->PTS-HPr+PTS_EIIA_2->PBPI->?->Calcineurin-CE->Zn_Tnp_IS1+HTH_Tnp_IS1+DDE_Tnp_IS1->*ORC-CDC6-like->*ORC-CDC6-like->CARF-double->PTS_EIIA_2+PTSIIB-fruc+PTSEIIC->MFS_1->PTSIIB-fruc->PTS-HPr+PTS_EIIA_2->                                                                                                     Aeromonas veronii                                                   Gammaproteobacteria             NZ_CP040717.1
WP_054017450.1  ORC-CDC6-like                           NZ_CP034834.1:292238-306806             GCF_004014715.1     591     wHTH->*ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                         Pseudoalteromonas sp. R3                                            Gammaproteobacteria             NZ_CP034834.1
WP_212750888.1  ORC-CDC6-like                           NZ_PNDI01000044.1:1-7850                GCF_005887465.1     211     *ORC-CDC6-like->CARF-double->MPtase-IrrE->?->Phage_integrase->AAA->                                                                                                                                                                                                                                                                                                                                         Pseudoalteromonas sp. S1610                                         Gammaproteobacteria             NZ_PNDI01000044.1
TMS91315.1      ORC-CDC6-like                           PNDR01000152.1:17-1206                  GCA_005930895.1     211     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Pseudoalteromonas sp. S201                                          Gammaproteobacteria             PNDR01000152.1
VXD07167.1      ORC-CDC6-like                           LR733943.1:11-6721                      GCA_902506615.1     588     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Enterobacterales bacterium 8AC                                      Gammaproteobacteria             LR733943.1
EGT0634459.1    ORC-CDC6-like                           AAXUET010000005.1:1-4355                GCA_015943305.1     112     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Citrobacter freundii                                                Gammaproteobacteria             AAXUET010000005.1
WP_213760868.1  ORC-CDC6-like                           NZ_JAFHZN010000002.1:1-6875             GCF_018446835.1     419     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Citrobacter freundii                                                Gammaproteobacteria             NZ_JAFHZN010000002.1
HAV1478307.1    ORC-CDC6-like                           DACZSV010000007.1:138418-147780         GCA_016430565.1     340     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Enterobacter hormaechei subsp. steigerwaltii                        Gammaproteobacteria             DACZSV010000007.1
WP_202813209.1  ORC-CDC6-like                           NZ_JYMG01000005.1:276432-281006         GCF_000952315.1     269     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Enterobacter hormaechei                                             Gammaproteobacteria             NZ_JYMG01000005.1
WP_219823655.1  ORC-CDC6-like                           NZ_QFLX01000025.1:1-9099                GCF_004137705.1     251     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Enterobacter cloacae complex sp. 2DZ2F20B                           Gammaproteobacteria             NZ_QFLX01000025.1
WP_134690696.1  ORC-CDC6-like                           NZ_SOPM01000013.1:188-9364              GCF_004523845.1     263     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Enterobacter hormaechei                                             Gammaproteobacteria             NZ_SOPM01000013.1
WP_180242058.1  ORC-CDC6-like                           NZ_UNUD01000008.1:30-8574               GCF_900558175.1     210     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Enterobacter hormaechei                                             Gammaproteobacteria             NZ_UNUD01000008.1
MBH2698490.1    ORC-CDC6-like                           JADTPD010000012.1:85975-101846          GCA_016005625.1     541     YTCD-HTH->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                  Serratia marcescens                                                 Gammaproteobacteria             JADTPD010000012.1
MBH2961593.1    ORC-CDC6-like                           JADTQC010000026.1:3518-15310            GCA_016006695.1     626     YTCD-HTH->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                  Serratia marcescens                                                 Gammaproteobacteria             JADTQC010000026.1
MBN5418626.1    ORC-CDC6-like                           JAFJAJ010000017.1:2571-17965            GCA_017153435.1     660     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Serratia marcescens                                                 Gammaproteobacteria             JAFJAJ010000017.1
WP_145956983.1  ORC-CDC6-like                           NZ_CP018928.1:3166445-3181838           GCF_002220695.1     660     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Serratia marcescens                                                 Gammaproteobacteria             NZ_CP018928.1
WP_197788872.1  ORC-CDC6-like                           NZ_CP033504.1:3207155-3220092           GCF_003719595.1     660     REC+GerE->HATPase_c+Response_reg->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                          Serratia sp. LS-1                                                   Gammaproteobacteria             NZ_CP033504.1
WP_152682244.1  ORC-CDC6-like                           NZ_LFJS01000014.1:112421-127814         GCF_001051865.1     660     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Serratia marcescens                                                 Gammaproteobacteria             NZ_LFJS01000014.1
WP_151731055.1  ORC-CDC6-like                           NZ_BKGM01000214.1:277-2090              GCF_008981205.1     280     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Acinetobacter junii                                                 Gammaproteobacteria             NZ_BKGM01000214.1
WP_089606338.1  ORC-CDC6-like                           NZ_NIFO01000026.1:50409-55543           GCF_002233755.1     530     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Acinetobacter piscicola                                             Gammaproteobacteria             NZ_NIFO01000026.1
RZG42707.1      ORC-CDC6-like                           SGSG01000201.1:1-2365                   GCA_004209195.1     351     *ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                                    Acinetobacter baumannii                                             Gammaproteobacteria             SGSG01000201.1
EPJ42956.1      ORC-CDC6-like                           ASZJ01000225.1:199-2000                 GCA_000416275.1     298     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Osedax symbiont Rs1                                                 Gammaproteobacteria             ASZJ01000225.1
WP_166797757.1  ORC-CDC6-like                           NZ_CAADMO010000004.1:174-3011           GCF_900707745.1     477     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Pseudomonas aeruginosa                                              Gammaproteobacteria             NZ_CAADMO010000004.1
WP_198731625.1  ORC-CDC6-like                           NZ_JAEIKY010000029.1:73219-78369        GCF_016307475.1     226     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Pseudomonas corrugata                                               Gammaproteobacteria             NZ_JAEIKY010000029.1
WP_122388232.1  ORC-CDC6-like                           NZ_RBUW01000806.1:1-6698                GCF_003702805.1     472     *ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                                    Pseudomonas savastanoi pv. glycinea                                 Gammaproteobacteria             NZ_RBUW01000806.1
PYB97532.1      ORC-CDC6-like                           QJRR01000013.1:74432-91686              GCA_003205315.1     478     Phage_integrase->DAM-Fungal+DAM-Fungal->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                    Pseudomonas koreensis                                               Gammaproteobacteria             QJRR01000013.1
RMV51482.1      ORC-CDC6-like                           RBUT01000044.1:2422-7223                GCA_003703055.1     627     *ORC-CDC6-like->CARF-double->METHYLASE->                                                                                                                                                                                                                                                                                                                                                                    Pseudomonas syringae pv. helianthi                                  Gammaproteobacteria             RBUT01000044.1
RMV59911.1      ORC-CDC6-like                           RBUW01000806.1:97-6731                  GCA_003702805.1     440     *ORC-CDC6-like->METHYLASE->                                                                                                                                                                                                                                                                                                                                                                                 Pseudomonas savastanoi pv. glycinea                                 Gammaproteobacteria             RBUW01000806.1
WP_150138939.1  ORC-CDC6-like                           NZ_RPGD01000241.1:62-4179               GCF_008692425.1     536     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Candidatus Enterovibrio escacola                                    Gammaproteobacteria             NZ_RPGD01000241.1
WP_205068002.1  ORC-CDC6-like                           NZ_PYMN01000052.1:15633-21076           GCF_003025695.1     264     *ORC-CDC6-like->CARF-double->CHTH->                                                                                                                                                                                                                                                                                                                                                                         Photobacterium phosphoreum                                          Gammaproteobacteria             NZ_PYMN01000052.1
PSU37292.1      ORC-CDC6-like                           PYMN01000052.1:15633-21040              GCA_003025695.1     252     *ORC-CDC6-like->CARF-double->CHTH->                                                                                                                                                                                                                                                                                                                                                                         Photobacterium phosphoreum                                          Gammaproteobacteria             PYMN01000052.1
EGQ8234313.1    ORC-CDC6-like                           AAXMNW010000028.1:35692-42702           GCA_015774915.1     173     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Vibrio parahaemolyticus                                             Gammaproteobacteria             AAXMNW010000028.1
EGQ9189876.1    ORC-CDC6-like                           AAXMWP010000126.1:137-517               GCA_015783175.1     127     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Vibrio cholerae                                                     Gammaproteobacteria             AAXMWP010000126.1
EGR1574759.1    ORC-CDC6-like                           AAXNPZ010000085.1:1-1057                GCA_015799415.1     134     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Vibrio alginolyticus                                                Gammaproteobacteria             AAXNPZ010000085.1
EGR3850853.1    ORC-CDC6-like                           AAXOIL010000004.1:1-5636                GCA_015808335.1     404     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Vibrio cholerae                                                     Gammaproteobacteria             AAXOIL010000004.1
EGR5448161.1    ORC-CDC6-like                           AAXOWA010000031.1:1-7084                GCA_015816245.1     428     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Vibrio cholerae                                                     Gammaproteobacteria             AAXOWA010000031.1
EHH0804713.1    ORC-CDC6-like                           AAZQOY010000080.1:5487-11660            GCA_017602005.1     344     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Vibrio vulnificus                                                   Gammaproteobacteria             AAZQOY010000080.1
EHH1047355.1    ORC-CDC6-like                           AAZQSB010000179.1:12-913                GCA_017603365.1     301     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Vibrio parahaemolyticus                                             Gammaproteobacteria             AAZQSB010000179.1
TOQ12375.1      ORC-CDC6-like                           NNQI01000379.1:1-612                    GCA_006377565.1     86      wHTH->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                      Vibrio parahaemolyticus                                             Gammaproteobacteria             NNQI01000379.1
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WP_169631302.1  ORC-CDC6-like                           NZ_JABCLX010000258.1:1-326              GCF_012956145.1     108     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Vibrio parahaemolyticus                                             Gammaproteobacteria             NZ_JABCLX010000258.1
WP_162796445.1  ORC-CDC6-like                           NZ_QEDE01000009.1:148204-153123         GCF_003347865.1     324     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Vibrio cholerae                                                     Gammaproteobacteria             NZ_QEDE01000009.1
WP_165387721.1  ORC-CDC6-like                           NZ_RBZD01000024.1:34261-41182           GCF_004214575.1     206     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Vibrio vulnificus                                                   Gammaproteobacteria             NZ_RBZD01000024.1
WP_123300074.1  ORC-CDC6-like                           NZ_RJVD01000001.1:67514-81212           GCF_003751465.1     655     PSE->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                       Vibrio crassostreae                                                 Gammaproteobacteria             NZ_RJVD01000001.1
RZP54190.1      ORC-CDC6-like                           RBZD01000024.1:34261-41081              GCA_004214575.1     173     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Vibrio vulnificus                                                   Gammaproteobacteria             RBZD01000024.1
TQP39892.1      ORC-CDC6-like                           VIPA01000296.1:53-498                   GCA_006802465.1     147     *ORC-CDC6-like->                                                                                                                                                                                                                                                                                                                                                                                            Vibrio cholerae                                                     Gammaproteobacteria             VIPA01000296.1
ALA88577.1      ORC-CDC6-like                           CP011305.1:1884537-1900596              GCA_001274655.1     604     Na+TrkA_N->THF_DHG_CYH+THF_DHG_CYH_C->IMPDH->?->GATase+tRNA_Me_trans+GMP_synt_C->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                           Stenotrophomonas maltophilia                                        Gammaproteobacteria             CP011305.1
CAC9623431.1    ORC-CDC6-like                           CAIIZN010000037.1:54018-94433           GCA_903814045.1     559     PSE->?->SbcC->PSE->PSE->*ORC-CDC6-like->PSE->                                                                                                                                                                                                                                                                                                                                                               uncultured Gammaproteobacteria bacterium                            Gammaproteobacteria             CAIIZN010000037.1
WP_078485038.1  ORC-CDC6-like                           NZ_MPRL01000095.1:5394-12972            GCF_002020875.1     85      S-methyl_trans+Pterin_bind+B12-binding_2+B12-binding+Met_synt_B12->Glycos_transf_2->wHTH->*ORC-CDC6-like->                                                                                                                                                                                                                                                                                                  Solemya pervernicosa gill symbiont                                  Gammaproteobacteria             NZ_MPRL01000095.1
MBV8225564.1    ORC-CDC6-like                           JAFAIU010000527.1:221-3464              GCA_019236535.1     320     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Verrucomicrobia bacterium                                           Verrucomicrobia                 JAFAIU010000527.1
MBL9159074.1    ORC-CDC6-like                           JAEUHI010000058.1:89930-100252          GCA_016795385.1     611     *ORC-CDC6-like->CARF-double->                                                                                                                                                                                                                                                                                                                                                                               Verrucomicrobiales bacterium                                        Verrucomicrobiae                JAEUHI010000058.1
MBL7075605.1    ORC-CDC6-like                           JADHWK010000064.1:2665-12761            GCA_016783505.1     663     Phage_integrase->?->REC->*ORC-CDC6-like->?->CARF-double->tRNA->ncRNA->DNA_pol3_delta2+DNA_pol3_gamma3->YbaB_DNA_bd->RecR+Toprim_4->                                                                                                                                                                                                                                                                         candidate division KSB1 bacterium                                   candidate division KSB1         JADHWK010000064.1

#PUA-like
pid                         arch                                                                                                                                                                                                                                                                            nucleotideID:position               assembly            plen    compact                                                                                     organism                                                                taxend                          NCBI
SEH64834.1                  PUA                                          LT629971.1:2438739-2451540         GCA_900108565.1     471.0   ?->*PUA->                                                                                   Mycolicibacterium rutilum                                               Actinomycetes                   LT629971.1
WP_164596306.1              PUA+Calcineurin-CE   NZ_JAAGLV010000005.1:308616-322184 GCF_010548305.1     485.0   ?->*PUA+Calcineurin-CE->                                                                    Streptomyces sp. SID13031                                               Actinomycetes                   NZ_JAAGLV010000005.1
WP_158818500.1              PUA+Calcineurin-CE   NZ_LMUI01000059.1:122757-132653    GCF_009765995.1     484.0   Acetyltransf_7->?->*PUA+Calcineurin-CE->                                                    Methylocapsa sp. S129                                                   Alphaproteobacteria             NZ_LMUI01000059.1
ESY86387.1                  PUA+Calcineurin-CE   AYWS01000004.1:29380-43898         GCA_000502395.1     485.0   AAA_27->SbcC->*PUA+Calcineurin-CE->                                                         Mesorhizobium sp. LNHC220B00                                            Alphaproteobacteria             AYWS01000004.1
PTD29686.1                  PUA+Calcineurin-CE   PVNM01000243.1:25260-32386         GCA_003034185.1     496.0   ?->*PUA+Calcineurin-CE->                                                                    Sinorhizobium meliloti                                                  Alphaproteobacteria             PVNM01000243.1
TIU35315.1                  PUA+Calcineurin-CE   SUDO01000038.1:67-7804             GCA_005063365.1     404.0   *PUA+Calcineurin-CE->                                                                       Mesorhizobium sp.                                                       Alphaproteobacteria             SUDO01000038.1
MBN8871623.1                PUA+Calcineurin-CE   JAFKLG010000024.1:3981-14523       GCA_017304945.1     487.0   MFS_1->*PUA+Calcineurin-CE->APH->Enolase_N+Enolase_C->                                      Rhodospirillales bacterium                                              Alphaproteobacteria             JAFKLG010000024.1
MBQ1500341.1                PUA+Calcineurin-CE   JAFOMG010000024.1:248812-258083    GCA_017418975.1     484.0   ?->*PUA+Calcineurin-CE->                                                                    Sphingomonas sp.                                                        Alphaproteobacteria             JAFOMG010000024.1
MBN8803638.1                PUA+Calcineurin-CE   JAFKMB010000025.1:10039-15719      GCA_017304595.1     544.0   *PUA+Calcineurin-CE->HAD_2->ACYC->                                                          Sphingopyxis terrae                                                     Alphaproteobacteria             JAFKMB010000025.1
MBO9695911.1                PUA+Calcineurin-CE   JAGHZY010000013.1:21018-34018      GCA_017745175.1     548.0   *PUA+Calcineurin-CE->Hydrolase->Methyltransf_11+Preader8+HNH_4->                            Sphingopyxis sp.                                                        Alphaproteobacteria             JAGHZY010000013.1
OJW23311.1                  PUA+Calcineurin-CE   MKUC01000069.1:63772-78018         GCA_001898555.1     447.0   ADH_N+ADH_zinc_N->Aldo_ket_red->*PUA+Calcineurin-CE->assembly_gap->HAD_2->                  Sphingopyxis sp. 65-8                                                   Alphaproteobacteria             MKUC01000069.1
WP_162238630.1              PUA+Calcineurin-CE   NZ_LMMX01000001.1:370357-377612    GCF_001422425.1     484.0   *PUA+Calcineurin-CE->                                                                       Methylobacterium sp. Leaf102                                            Alphaproteobacteria             NZ_LMMX01000001.1
WP_150946427.1              PUA+Calcineurin-CE   NZ_VCMV01000025.1:152409-159582    GCF_008757455.1     482.0   *PUA+Calcineurin-CE->                                                                       Microvirga brassicacearum                                               Alphaproteobacteria             NZ_VCMV01000025.1
WP_028341978.1              PUA+Calcineurin-CE   NZ_JAFC01000029.1:1-16547          GCF_000519225.1     483.0   Resolvase+Recombinase+Zn_ribbon_recom->AIPR->*PUA+Calcineurin-CE->                          Bradyrhizobium elkanii USDA 94                                          Alphaproteobacteria             NZ_JAFC01000029.1
WP_212469343.1              PUA+Calcineurin-CE   NZ_JAFCJV010000001.1:773249-785433 GCF_018130725.1     484.0   Cytochrom_D1->DUF3592->*PUA+Calcineurin-CE->                                                Bradyrhizobium liaoningense                                             Alphaproteobacteria             NZ_JAFCJV010000001.1
AYM60602.1                  PUA+Calcineurin-CE   CP033024.1:16751-29450             GCA_003667725.1     486.0   UvrD-helicase->?->*PUA+Calcineurin-CE->                                                     Agrobacterium fabrum                                                    Alphaproteobacteria             CP033024.1
WP_105009707.1              PUA+Calcineurin-CE   NZ_CP025015.1:66281-87308          GCF_002953715.1     484.0   AAA_18+Adenylsucc_synt->?->*PUA+Calcineurin-CE->                                            Rhizobium leguminosarum                                                 Alphaproteobacteria             NZ_CP025015.1
AEG06553.1                  PUA+Calcineurin-CE   CP002741.1:205640-220837           GCA_000147775.3     402.0   ?->*PUA+Calcineurin-CE->                                                                    Sinorhizobium meliloti BL225C                                           Alphaproteobacteria             CP002741.1
WP_017267850.1              PUA+Calcineurin-CE   NC_017324.1:205670-220837          GCF_000147775.2     483.0   ?->*PUA+Calcineurin-CE->                                                                    Sinorhizobium meliloti BL225C                                           Alphaproteobacteria             NC_017324.1
HEY59992.1                  PUA+Calcineurin-CE   DUED01000028.1:2424-12658          GCA_011176685.1     554.0   VirD4-TraG->HAD->*PUA+Calcineurin-CE->?->                                                   Anaerolineae bacterium                                                  Anaerolineae                    DUED01000028.1
MBP8076287.1                PUA+Calcineurin-CE   JAGNAU010000167.1:1-5236           GCA_018005175.1     524.0   *PUA+Calcineurin-CE->HAD->TnpB_IS66->                                                       Phocaeicola sp.                                                         Bacteroidia                     JAGNAU010000167.1
HBB87986.1                  PUA+Calcineurin-CE   DNND01000069.1:2872-24085          GCA_003488005.1     530.0   *PUA+Calcineurin-CE->HAD->Gmx_para_CXXCG+UvrD_C+PDDEXK_1->                                  Blastocatellia bacterium                                                Blastocatellia                  DNND01000069.1
QJU07754.1                  PUA+Calcineurin-CE   CP039998.1:672786-685119           GCA_013099015.1     544.0   *PUA+Calcineurin-CE->NUDIX->DDE_Tnp_1->                                                     Candidatus Saccharibacteria bacterium oral taxon 488                    Candidatus Saccharibacteria     CP039998.1
WP_118034564.1              PUA+Calcineurin-CE   NZ_CABJDZ010000001.1:150365-163297 GCF_902364415.1     524.0   Radical_SAM->METHYLASE->*PUA+Calcineurin-CE->HAD->                                          Blautia obeum                                                           Clostridia                      NZ_CABJDZ010000001.1
WP_138376139.1              PUA+Calcineurin-CE   NZ_SPHT01000024.1:5930-18495       GCF_005844655.1     524.0   Resolvase+Recombinase+Zn_ribbon_recom->*PUA+Calcineurin-CE->HAD->                           Dorea longicatena                                                       Clostridia                      NZ_SPHT01000024.1
WP_215721132.1              PUA+Calcineurin-CE   NZ_WQOZ01000096.1:45-9533          GCF_018784875.1     524.0   Resolvase+Recombinase+Zn_ribbon_recom->*PUA+Calcineurin-CE->HAD->?->                        Dorea longicatena                                                       Clostridia                      NZ_WQOZ01000096.1
WP_087230351.1              PUA+Calcineurin-CE   NZ_NFKO01000004.1:1-11105          GCF_002160435.1     531.0   *PUA+Calcineurin-CE->HAD->HTH->                                                             Pseudoflavonifractor sp. An176                                          Clostridia                      NZ_NFKO01000004.1
OKZ72536.1                  PUA+Calcineurin-CE   MNRC01000217.1:215-4983            GCA_001915755.1     524.0   *PUA+Calcineurin-CE->HAD->                                                                  Clostridiales bacterium 36_14                                           Clostridia                      MNRC01000217.1
MBD8930010.1                PUA+Calcineurin-CE   RKDE01000014.1:113110-124563       GCA_014847195.1     533.0   DAM->RE_AlwI->*PUA+Calcineurin-CE->HAD->XIS-HTH+DAM->                                       Clostridiales bacterium                                                 Clostridia                      RKDE01000014.1
MBD5450601.1                PUA+Calcineurin-CE   JAAVAI010000082.1:3292-14093       GCA_014804105.1     530.0   Lactonase->Spore_IV_A->*PUA+Calcineurin-CE->HAD->                                           Lachnospiraceae bacterium                                               Clostridia                      JAAVAI010000082.1
MBD5396082.1                PUA+Calcineurin-CE   JAAVBZ010000043.1:44740-56417      GCA_014803415.1     520.0   TRAM+METHYLASE->METHYLASE->*PUA+Calcineurin-CE->?->Thymidylate_kin->                        Lachnospiraceae bacterium                                               Clostridia                      JAAVBZ010000043.1
WP_092071200.1              PUA+Calcineurin-CE   NZ_FMUW01000012.1:66288-77937      GCF_900101315.1     524.0   TRAM+METHYLASE->*PUA+Calcineurin-CE->HAD->                                                  Blautia sp. SF-50                                                       Clostridia                      NZ_FMUW01000012.1
MSC61640.1                  PUA+Calcineurin-CE   WKQP01000049.1:428-8290            GCA_009680195.1     524.0   TRAM+METHYLASE->*PUA+Calcineurin-CE->HAD->                                                  [Eubacterium] rectale                                                   Clostridia                      WKQP01000049.1
MBT9699932.1                PUA+Calcineurin-CE   WQOP01000002.1:135319-144666       GCA_018784725.1     524.0   Resolvase+Recombinase+Zn_ribbon_recom->*PUA+Calcineurin-CE->HAD->                           [Eubacterium] rectale                                                   Clostridia                      WQOP01000002.1
HAM05867.1                  PUA+Calcineurin-CE   DMNT01000039.1:25477-34312         GCA_003452635.1     521.0   HNH_2->RE_AlwI->*PUA+Calcineurin-CE->HAD_2->PRTase->                                        Oscillospiraceae bacterium                                              Clostridia                      DMNT01000039.1
WP_108067164.1              PUA+Calcineurin-CE   NZ_PZOX01000003.1:952463-964674    GCF_003044305.1     544.0   PFK->XdhC_CoxI+XdhC_C->*PUA+Calcineurin-CE->HAD->                                           Vitiosangium sp. GDMCC 1.1324                                           Deltaproteobacteria             NZ_PZOX01000003.1
RYZ37981.1                  PUA+Calcineurin-CE   SECN01000252.1:116-10147           GCA_004173515.1     540.0   ?->*PUA+Calcineurin-CE->Hydrolase->                                                         Myxococcaceae bacterium                                                 Deltaproteobacteria             SECN01000252.1
WP_158627404.1              PUA+Calcineurin-CE   NZ_RAWN01000247.1:1-9793           GCF_003668895.1     516.0   Lyase_aromatic->?->*PUA+Calcineurin-CE->HAD->PSE->                                          Corallococcus sp. AB045                                                 Deltaproteobacteria             NZ_RAWN01000247.1
RKH78031.1                  PUA+Calcineurin-CE   RAWN01000247.1:1-9793              GCA_003668895.1     541.0   Lyase_aromatic->URI->*PUA+Calcineurin-CE->HAD->PSE->                                        Corallococcus sp. AB045                                                 Deltaproteobacteria             RAWN01000247.1
WP_157910783.1              PUA                  NZ_CP017481.1:3296694-3310460      GCF_002307355.1     481.0   PSE->N6-adenineMlase->*PUA->                                                                Pectobacterium polaris                                                  Gammaproteobacteria             NZ_CP017481.1
WP_039519304.1              PUA                  NZ_JACDSC010000009.1:62751-75874   GCF_013449475.1     481.0   PSE->N6-adenineMlase->*PUA->PBP->HTH_18->                                                   Pectobacterium brasiliense                                              Gammaproteobacteria             NZ_JACDSC010000009.1
MBL1459125.1                PUA                  NVXT02000025.1:22-3666             GCA_002734025.2     488.0   ?->*PUA->                                                                                   Methylophaga sp.                                                        Gammaproteobacteria             NVXT02000025.1
WP_139725941.1              PUA                  NZ_NKWT01000022.1:236234-255872    GCF_006246155.1     480.0   *PUA->                                                                                      Aeromonas dhakensis                                                     Gammaproteobacteria             NZ_NKWT01000022.1
WP_205537921.1              PUA                  NZ_JACGES010000017.1:235674-248779 GCF_016949295.1     479.0   PSE->?->*PUA->PBP->HTH_18->                                                                 Pectobacterium brasiliense                                              Gammaproteobacteria             NZ_JACGES010000017.1
WP_152779813.1              PUA+Calcineurin-CE   NZ_CP088080.1:1689988-1700619      GCF_023373605.1     549.0   *PUA+Calcineurin-CE->HAD->                                                                  Agarivorans sp. B2Z047                                                  Gammaproteobacteria             NZ_CP088080.1
WP_022946188.1              PUA+Calcineurin-CE   NZ_AOPM01000085.1:49026-64537      GCF_000336495.1     547.0   Peptidase_S66+Peptidase_S66C->?->*PUA+Calcineurin-CE->Hydrolase->                           Pseudoalteromonas ruthenica CP76                                        Gammaproteobacteria             NZ_AOPM01000085.1
WP_105259189.1              PUA+Calcineurin-CE   NZ_PQCF01000032.1:708765-722654    GCF_002964765.1     547.0   ETF+ETF_alpha->DUF2845->*PUA+Calcineurin-CE->HAD->                                          Pseudoalteromonas sp. T1lg88                                            Gammaproteobacteria             NZ_PQCF01000032.1
WP_068067994.1              PUA+Calcineurin-CE   NZ_LXWK01000017.1:462050-476482    GCF_001669775.1     530.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Rheinheimera sp. SA_1                                                   Gammaproteobacteria             NZ_LXWK01000017.1
EFV41254.1                  PUA+Calcineurin-CE   ADCU02000001.1:2904660-2920381     GCA_000185685.2     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->HAD->DUF1837->                      Enterobacteriaceae bacterium 9_2_54FAA                                  Gammaproteobacteria             ADCU02000001.1
WP_087052138.1              PUA+Calcineurin-CE   NZ_FLYB03000007.1:61813-70984      GCF_900079995.3     566.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                                  Citrobacter europaeus                                                   Gammaproteobacteria             NZ_FLYB03000007.1
WP_199981085.1              PUA+Calcineurin-CE   NZ_JADWNA010000005.1:316-16010     GCF_016501115.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Citrobacter cronae                                                      Gammaproteobacteria             NZ_JADWNA010000005.1
WP_199981184.1              PUA+Calcineurin-CE   NZ_JADWNA010000010.1:1-15561       GCF_016501115.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Citrobacter cronae                                                      Gammaproteobacteria             NZ_JADWNA010000010.1
WP_088902258.1              PUA+Calcineurin-CE   NZ_CP022273.1:615138-633803        GCF_002215385.1     549.0   PSE->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                               Citrobacter freundii                                                    Gammaproteobacteria             NZ_CP022273.1
WP_200094075.1              PUA+Calcineurin-CE   NZ_JADVII010000003.1:1-9172        GCF_016504865.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Citrobacter freundii                                                    Gammaproteobacteria             NZ_JADVII010000003.1
WP_048240566.1              PUA+Calcineurin-CE   NZ_KQ089837.1:389204-398825        GCF_001037505.1     538.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->Hydrolase->                                            Citrobacter sp. MGH109                                                  Gammaproteobacteria             NZ_KQ089837.1
CCJ99251.1                  PUA+Calcineurin-CE   CALD01000014.1:2849801-2874886     GCA_000319555.1     537.0   Psu->*PUA+Calcineurin-CE->                                                                  Cronobacter malonaticus 507                                             Gammaproteobacteria             CALD01000014.1
WP_214599070.1              PUA+Calcineurin-CE   NZ_JAHEUL010000020.1:3941-19049    GCF_018597545.1     537.0   PSE->ArsD->*PUA+Calcineurin-CE->HAD->                                                       Enterobacter mori                                                       Gammaproteobacteria             NZ_JAHEUL010000020.1
WP_217315596.1              PUA+Calcineurin-CE   NZ_CP077660.1:2550135-2566331      GCF_019056615.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Enterobacter cloacae complex sp. ECL78                                  Gammaproteobacteria             NZ_CP077660.1
VAE27057.1                  PUA+Calcineurin-CE   UNTU01000001.1:315445-330424       GCA_900558105.1     477.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Enterobacter hormaechei                                                 Gammaproteobacteria             UNTU01000001.1
EET2802032.1                PUA+Calcineurin-CE   AARFFV010000088.1:5998-17518       GCA_011930425.1     509.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AARFFV010000088.1
EEU9969767.1                PUA+Calcineurin-CE   AARKTM010000071.1:1560-11056       GCA_012010025.1     446.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AARKTM010000071.1
EEX6245699.1                PUA+Calcineurin-CE   AARSMN010000072.1:5998-17533       GCA_012133125.1     514.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AARSMN010000072.1
EFA6851198.1                PUA+Calcineurin-CE   AASBMT010000145.1:1-4292           GCA_012259205.1     500.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AASBMT010000145.1
EFD0549252.1                PUA+Calcineurin-CE   AASDUI010000058.1:15049-24449      GCA_012379825.1     512.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AASDUI010000058.1
EFC6675246.1                PUA+Calcineurin-CE   AASEDO010000157.1:1-3939           GCA_012359855.1     534.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Escherichia coli                                                        Gammaproteobacteria             AASEDO010000157.1
EFB4082451.1                PUA+Calcineurin-CE   AASFWM010000043.1:1-5733           GCA_012303695.1     432.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             AASFWM010000043.1
EFC0794620.1                PUA+Calcineurin-CE   AASGZU010000058.1:1-5813           GCA_012335335.1     511.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AASGZU010000058.1
EFC7081849.1                PUA+Calcineurin-CE   AASIHP010000071.1:17325-22930      GCA_012361315.1     469.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             AASIHP010000071.1
EFC7274706.1                PUA+Calcineurin-CE   AASIHX010000051.1:813-15281        GCA_012361715.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             AASIHX010000051.1
EFE7708585.1                PUA+Calcineurin-CE   AASOAB010000052.1:7283-24813       GCA_012451985.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->PSE->DEAD+Helicase_C->   Escherichia coli                                                        Gammaproteobacteria             AASOAB010000052.1
EFF5648182.1                PUA+Calcineurin-CE   AASQJL010000097.1:644-12218        GCA_012491145.1     527.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AASQJL010000097.1
EFH0367581.1                PUA+Calcineurin-CE   AASURL010000085.1:13473-18516      GCA_012582095.1     532.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->                                          Escherichia coli                                                        Gammaproteobacteria             AASURL010000085.1
EFH6631590.1                PUA+Calcineurin-CE   AASWNQ010000123.1:1-5806           GCA_012611485.1     509.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AASWNQ010000123.1
EFJ2925294.1                PUA+Calcineurin-CE   AATBKM010000018.1:78827-86253      GCA_012699405.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             AATBKM010000018.1
EFK4522489.1                PUA+Calcineurin-CE   AATFBK010000054.1:2631-10057       GCA_012757975.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             AATFBK010000054.1
EFM4732578.1                PUA+Calcineurin-CE   AATKZK010000046.1:1-5865           GCA_012884015.1     529.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AATKZK010000046.1
EFN9698454.1                PUA+Calcineurin-CE   AATPVD010000018.1:79296-96516      GCA_013054645.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             AATPVD010000018.1
EFO0759156.1                PUA+Calcineurin-CE   AATQDZ010000081.1:10344-16127      GCA_013059385.1     528.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             AATQDZ010000081.1
EFO4392422.1                PUA+Calcineurin-CE   AATRFR010000040.1:16507-32275      GCA_013080005.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->PSE->                    Escherichia coli                                                        Gammaproteobacteria             AATRFR010000040.1
EGC7521686.1                PUA+Calcineurin-CE   AAVOYK010000038.1:5998-22034       GCA_014307055.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             AAVOYK010000038.1
EGD7796478.1                PUA+Calcineurin-CE   AAVSOO010000052.1:2763-10189       GCA_014401145.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             AAVSOO010000052.1
EGE5388595.1                PUA+Calcineurin-CE   AAVVBD010000067.1:13479-24913      GCA_014435145.1     480.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AAVVBD010000067.1
EGI4712884.1                PUA+Calcineurin-CE   AAWIEX010000050.1:6785-22235       GCA_014748065.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             AAWIEX010000050.1
EGJ1879672.1                PUA+Calcineurin-CE   AAWKLM010000073.1:1-5818           GCA_014810685.1     513.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             AAWKLM010000073.1
EGJ7728987.1                PUA+Calcineurin-CE   AAWMKV010000049.1:16505-27897      GCA_014922325.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->                         Escherichia coli                                                        Gammaproteobacteria             AAWMKV010000049.1
EGK2925002.1                PUA+Calcineurin-CE   AAWOER010000021.1:8996-27511       GCA_014942625.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             AAWOER010000021.1
EGS1992926.1                PUA+Calcineurin-CE   AAXRDZ010000025.1:35956-43382      GCA_015864145.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             AAXRDZ010000025.1
EGS3117600.1                PUA+Calcineurin-CE   AAXROO010000022.1:1-9338           GCA_015869705.1     459.0   *PUA+Calcineurin-CE->Hydrolase->DUF1837->                                                   Escherichia coli                                                        Gammaproteobacteria             AAXROO010000022.1
EGY2003663.1                PUA+Calcineurin-CE   AAYLJH010000027.1:46150-62186      GCA_016465115.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             AAYLJH010000027.1
EHJ6450225.1                PUA+Calcineurin-CE   AAZZCC010000066.1:4252-22083       GCA_017923595.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             AAZZCC010000066.1
EHN3590498.1                PUA+Calcineurin-CE   ABALWT010000015.1:83007-92642      GCA_018358065.1     493.0   HEPN->HsdM_N+N6_Mtase->*PUA+Calcineurin-CE->                                                Escherichia coli                                                        Gammaproteobacteria             ABALWT010000015.1
EHR8245372.1                PUA+Calcineurin-CE   ABBBMW010000029.1:22413-31589      GCA_019078545.1     537.0   Ogr_Delta+Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                        Escherichia coli                                                        Gammaproteobacteria             ABBBMW010000029.1
EHV96109.1                  PUA+Calcineurin-CE   AIGD01000004.1:5366-21130          GCA_000249755.2     453.0   HsdM_N+N6_Mtase->N6_Mtase->*PUA+Calcineurin-CE->DDE_Tnp_IS1->                               Escherichia coli DEC7D                                                  Gammaproteobacteria             AIGD01000004.1
HAI1301495.1                PUA+Calcineurin-CE   DABDLE010000054.1:19897-36662      GCA_012779625.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             DABDLE010000054.1
HAL4272486.1                PUA+Calcineurin-CE   DABNVO010000001.1:12554-27087      GCA_014109905.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             DABNVO010000001.1
HAM4600425.1                PUA+Calcineurin-CE   DABREU010000004.1:173343-191552    GCA_014464775.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             DABREU010000004.1
HAN6736374.1                PUA+Calcineurin-CE   DABVAV010000057.1:1-9224           GCA_014713795.1     447.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->                                    Escherichia coli                                                        Gammaproteobacteria             DABVAV010000057.1
HAP0198819.1                PUA+Calcineurin-CE   DABZOT010000076.1:2808-21255       GCA_015118075.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             DABZOT010000076.1
HAW6290270.1                PUA+Calcineurin-CE   DADERK010000051.1:4583-24897       GCA_016734145.1     549.0   PSE->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                                              Escherichia coli                                                        Gammaproteobacteria             DADERK010000051.1
HBA2646503.1                PUA+Calcineurin-CE   DADRJL010000001.1:517885-534960    GCA_017721315.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->HAD->DUF1837->                      Escherichia coli                                                        Gammaproteobacteria             DADRJL010000001.1
HBA2894807.1                PUA+Calcineurin-CE   DADRLO010000012.1:69632-86705      GCA_017722155.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             DADRLO010000012.1
HBC9965863.1                PUA+Calcineurin-CE   DAEAMD010000081.1:10954-15662      GCA_018198595.1     502.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->                                                       Escherichia coli                                                        Gammaproteobacteria             DAEAMD010000081.1
HBD8360741.1                PUA+Calcineurin-CE   DAEDHE010000086.1:946-12165        GCA_018510045.1     512.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             DAEDHE010000086.1
HBE3073525.1                PUA+Calcineurin-CE   DAEFCP010000034.1:178-7405         GCA_018551325.1     537.0   Ogr_Delta+Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                        Escherichia coli                                                        Gammaproteobacteria             DAEFCP010000034.1
HBE5125640.1                PUA+Calcineurin-CE   DAEFTB010000010.1:130250-145986    GCA_018564625.1     539.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             DAEFTB010000010.1
MBA0950838.1                PUA+Calcineurin-CE   JACDUX010000016.1:1-4992           GCA_013519915.1     515.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->                                          Escherichia coli                                                        Gammaproteobacteria             JACDUX010000016.1
WP_000995671.1              PUA+Calcineurin-CE   NZ_BBVG01000028.1:23122-32487      GCF_001514595.1     537.0   Ogr_Delta+Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                        Escherichia albertii                                                    Gammaproteobacteria             NZ_BBVG01000028.1
WP_021544416.1              PUA+Calcineurin-CE   NZ_BFQF01000064.1:32456-39882      GCF_005386965.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             NZ_BFQF01000064.1
WP_032270806.1              PUA+Calcineurin-CE   NZ_BGBI01000051.1:81172-88598      GCF_005392785.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             NZ_BGBI01000051.1
WP_042092307.1              PUA+Calcineurin-CE   NZ_CP063046.1:3250571-3266232      GCF_014930915.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             NZ_CP063046.1
WP_052923294.1              PUA+Calcineurin-CE   NZ_CYBB01000039.1:22504-29153      GCF_001283265.1     537.0   Psu->*PUA+Calcineurin-CE->HAD->                                                             Escherichia coli                                                        Gammaproteobacteria             NZ_CYBB01000039.1
WP_163458633.1              PUA+Calcineurin-CE   NZ_JAAKBO010000048.1:1-13170       GCF_011028145.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             NZ_JAAKBO010000048.1
WP_180395418.1              PUA+Calcineurin-CE   NZ_JACCNZ010000026.1:8534-26742    GCF_013424115.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Escherichia coli                                                        Gammaproteobacteria             NZ_JACCNZ010000026.1
WP_204646796.1              PUA+Calcineurin-CE   NZ_JACEFE010000209.1:585-8775      GCF_016916495.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->                         Escherichia coli                                                        Gammaproteobacteria             NZ_JACEFE010000209.1
WP_199365638.1              PUA+Calcineurin-CE   NZ_JAEMCB010000079.1:1-2677        GCF_016458725.1     516.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             NZ_JAEMCB010000079.1
WP_001557812.1              PUA+Calcineurin-CE   NZ_JAHCWX010000062.1:19831-27786   GCF_020162815.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             NZ_JAHCWX010000062.1
WP_148886286.1              PUA+Calcineurin-CE   NZ_QFTR01000015.1:108397-115823    GCF_008119915.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             NZ_QFTR01000015.1
WP_152839634.1              PUA+Calcineurin-CE   NZ_VOTV01000010.1:20590-28016      GCF_009361745.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             NZ_VOTV01000010.1
EED0946020.1                PUA+Calcineurin-CE   RMMC02000111.1:825-12394           GCA_003754665.2     525.0   *PUA+Calcineurin-CE->                                                                       Escherichia coli                                                        Gammaproteobacteria             RMMC02000111.1
MHX38197.1                  PUA+Calcineurin-CE   RODH01000069.1:1-6378              GCA_003794655.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             RODH01000069.1
SQY36891.1                  PUA+Calcineurin-CE   UDGD01000015.1:113369-124682       GCA_900481825.1     441.0   PUA->*PUA+Calcineurin-CE->HAD->                                                             Escherichia coli                                                        Gammaproteobacteria             UDGD01000015.1
MBC4166598.1                PUA+Calcineurin-CE   JACNXG010000032.1:8-13601          GCA_014282945.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Klebsiella pneumoniae                                                   Gammaproteobacteria             JACNXG010000032.1
WP_060579401.1              PUA+Calcineurin-CE   NZ_AP021931.1:90625-107645         GCF_014168655.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Klebsiella pneumoniae                                                   Gammaproteobacteria             NZ_AP021931.1
WP_135723440.1              PUA+Calcineurin-CE   NZ_CAAGZL010000003.1:572787-581684 GCF_900775745.1     538.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->Hydrolase->                                            Klebsiella quasipneumoniae                                              Gammaproteobacteria             NZ_CAAGZL010000003.1
WP_131096073.1              PUA+Calcineurin-CE   NZ_CABGGZ010000040.1:839612-854861 GCF_902158675.1     537.0   PSE->ArsD->*PUA+Calcineurin-CE->HAD->                                                       Klebsiella grimontii                                                    Gammaproteobacteria             NZ_CABGGZ010000040.1
WP_094644919.1              PUA+Calcineurin-CE   NZ_CABVME010000002.1:403177-412132 GCF_902499415.1     538.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->Hydrolase->                                            Klebsiella pneumoniae                                                   Gammaproteobacteria             NZ_CABVME010000002.1
WP_087728431.1              PUA+Calcineurin-CE   NZ_CP021696.1:4741354-4755537      GCF_002180255.1     537.0   PSE->ArsD->*PUA+Calcineurin-CE->HAD->                                                       Klebsiella pneumoniae                                                   Gammaproteobacteria             NZ_CP021696.1
WP_193149584.1              PUA+Calcineurin-CE   NZ_JACRRC010000002.1:314790-329174 GCF_014902675.1     537.0   PSE->ArsD->*PUA+Calcineurin-CE->HAD->                                                       Klebsiella variicola                                                    Gammaproteobacteria             NZ_JACRRC010000002.1
WP_038982928.1              PUA+Calcineurin-CE   NZ_JACZCL010000003.1:342677-357803 GCF_019149345.1     537.0   PSE->ArsD->*PUA+Calcineurin-CE->HAD->                                                       Klebsiella pneumoniae                                                   Gammaproteobacteria             NZ_JACZCL010000003.1
WP_211778603.1              PUA+Calcineurin-CE   NZ_JAGWFI010000038.1:9951-26536    GCF_018310315.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Klebsiella quasipneumoniae                                              Gammaproteobacteria             NZ_JAGWFI010000038.1
WP_211567656.1              PUA+Calcineurin-CE   NZ_VABK01000033.1:18456-33722      GCF_018108465.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Klebsiella pneumoniae                                                   Gammaproteobacteria             NZ_VABK01000033.1
HAT1572821.1                PUA+Calcineurin-CE   DACSDP010000023.1:313-15550        GCA_015892965.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Kluyvera cryocrescens                                                   Gammaproteobacteria             DACSDP010000023.1
EAB1534741.1                PUA+Calcineurin-CE   AAADSF010000173.1:265-3646         GCA_004234845.1     514.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAADSF010000173.1
EAM6108474.1                PUA+Calcineurin-CE   AACVMA010000008.1:57-12297         GCA_005425255.1     537.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AACVMA010000008.1
EAM8066696.1                PUA+Calcineurin-CE   AACWCP010000106.1:5067-9838        GCA_005434275.1     527.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AACWCP010000106.1
EAN0547536.1                PUA+Calcineurin-CE   AACWXB010000008.1:185062-203255    GCA_005445345.1     536.0   ?->*PUA+Calcineurin-CE->HAD->                                                               Salmonella enterica                                                     Gammaproteobacteria             AACWXB010000008.1
EAO3547093.1                PUA+Calcineurin-CE   AADAWQ010000094.1:4938-9661        GCA_005499325.1     510.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AADAWQ010000094.1
EAO4023369.1                PUA+Calcineurin-CE   AADBAR010000076.1:1-8983           GCA_005502085.1     514.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AADBAR010000076.1
EAO4237522.1                PUA+Calcineurin-CE   AADBCL010000128.1:1-4764           GCA_005505255.1     525.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AADBCL010000128.1
EAO5320356.1                PUA+Calcineurin-CE   AADBMC010000137.1:1-1290           GCA_005510385.1     430.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AADBMC010000137.1
EAP7679672.1                PUA+Calcineurin-CE   AADFPF010000153.1:1-4736           GCA_005568155.1     515.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AADFPF010000153.1
EAR3711117.1                PUA+Calcineurin-CE   AADKTJ010000083.1:17131-21904      GCA_005644055.1     528.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AADKTJ010000083.1
EAS1311414.1                PUA+Calcineurin-CE   AADNFQ010000088.1:8582-16600       GCA_005674095.1     451.0   *PUA+Calcineurin-CE->Hydrolase->DUF1837->                                                   Salmonella enterica                                                     Gammaproteobacteria             AADNFQ010000088.1
EAT4551448.1                PUA+Calcineurin-CE   AADRDP010000251.1:1-1933           GCA_005732355.1     502.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Salmonella enterica                                                     Gammaproteobacteria             AADRDP010000251.1
EAT2259751.1                PUA+Calcineurin-CE   AADRPM010000121.1:3379-8124        GCA_005725185.1     519.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AADRPM010000121.1
EAT8268563.1                PUA+Calcineurin-CE   AADSRI010000077.1:1-8857           GCA_005749635.1     472.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AADSRI010000077.1
EAU3314213.1                PUA+Calcineurin-CE   AADUHC010000080.1:1-8759           GCA_005770525.1     439.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AADUHC010000080.1
EAV1083511.1                PUA+Calcineurin-CE   AADWUH010000083.1:1-8964           GCA_005829365.1     507.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AADWUH010000083.1
EGY1005565.1                PUA+Calcineurin-CE   AAEOPZ020000050.1:17534-30052      GCA_006096375.2     549.0   *PUA+Calcineurin-CE->Hydrolase->DUF1837->                                                   Salmonella enterica                                                     Gammaproteobacteria             AAEOPZ020000050.1
EBB3727253.1                PUA+Calcineurin-CE   AAERSH010000015.1:36059-54252      GCA_006139955.1     536.0   ?->*PUA+Calcineurin-CE->HAD->                                                               Salmonella enterica                                                     Gammaproteobacteria             AAERSH010000015.1
EBD5443624.1                PUA+Calcineurin-CE   AAEYZJ010000040.1:27090-35321      GCA_006256615.1     455.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->                                    Salmonella enterica                                                     Gammaproteobacteria             AAEYZJ010000040.1
EBE5358185.1                PUA+Calcineurin-CE   AAFCER010000018.1:32818-51011      GCA_006300555.1     536.0   ?->*PUA+Calcineurin-CE->HAD->                                                               Salmonella enterica                                                     Gammaproteobacteria             AAFCER010000018.1
EBG7714088.1                PUA+Calcineurin-CE   AAFJYA010000076.1:1-9029           GCA_006460865.1     529.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAFJYA010000076.1
EBJ7548792.1                PUA+Calcineurin-CE   AAFTSY010000031.1:45605-50949      GCA_006613245.1     452.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAFTSY010000031.1
EBK1959328.1                PUA+Calcineurin-CE   AAFVCY010000026.1:35193-51052      GCA_006631285.1     536.0   ?->*PUA+Calcineurin-CE->HAD->                                                               Salmonella enterica subsp. enterica serovar Newport                     Gammaproteobacteria             AAFVCY010000026.1
EBL8185134.1                PUA+Calcineurin-CE   AAGAIG010000044.1:6562-20562       GCA_006701905.1     549.0   PSE->PSE->*PUA+Calcineurin-CE->PSE->DUF1837->DEAD+Helicase_C->                              Salmonella enterica                                                     Gammaproteobacteria             AAGAIG010000044.1
EBR3558325.1                PUA+Calcineurin-CE   AAGRZK010000049.1:5913-10665       GCA_006951225.1     521.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAGRZK010000049.1
EBR6807367.1                PUA+Calcineurin-CE   AAGTBE010000006.1:1-8242           GCA_006968425.1     459.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->                                    Salmonella enterica                                                     Gammaproteobacteria             AAGTBE010000006.1
EBS9533869.1                PUA+Calcineurin-CE   AAGXDX010000218.1:1-1522           GCA_007032545.1     507.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAGXDX010000218.1
ECC5987051.1                PUA+Calcineurin-CE   AAIBZU010000028.1:44149-52315      GCA_007485325.1     501.0   *PUA+Calcineurin-CE->Hydrolase->DUF1837->                                                   Salmonella enterica                                                     Gammaproteobacteria             AAIBZU010000028.1
ECD5839457.1                PUA+Calcineurin-CE   AAIFDO010000108.1:1-1437           GCA_007528025.1     479.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica subsp. enterica serovar Newport                     Gammaproteobacteria             AAIFDO010000108.1
ECG9143463.1                PUA+Calcineurin-CE   AAIPXL010000079.1:1-9027           GCA_007698785.1     528.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAIPXL010000079.1
ECG9286255.1                PUA+Calcineurin-CE   AAIPYS010000115.1:1-1536           GCA_007699305.1     511.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAIPYS010000115.1
ECG9318064.1                PUA+Calcineurin-CE   AAIPYX010000195.1:1-1478           GCA_007699395.1     492.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAIPYX010000195.1
ECH5944673.1                PUA+Calcineurin-CE   AAISKR010000211.1:1-4145           GCA_007733685.1     505.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAISKR010000211.1
ECI9786971.1                PUA+Calcineurin-CE   AAIWWF010000282.1:1-1328           GCA_007797815.1     442.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAIWWF010000282.1
ECJ3176943.1                PUA+Calcineurin-CE   AAIXZC010000082.1:1-8821           GCA_007813115.1     460.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAIXZC010000082.1
ECO7826246.1                PUA+Calcineurin-CE   AAJTTO010000166.1:93-1888          GCA_008164945.1     520.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAJTTO010000166.1
ECR0321264.1                PUA+Calcineurin-CE   AAKDZJ010000046.1:1-5466           GCA_008317395.1     464.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAKDZJ010000046.1
ECR4179063.1                PUA+Calcineurin-CE   AAKGCM010000268.1:1-1315           GCA_008353825.1     438.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAKGCM010000268.1
ECR5084323.1                PUA+Calcineurin-CE   AAKGKJ010000036.1:1-8879           GCA_008359485.1     479.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAKGKJ010000036.1
ECR7906996.1                PUA+Calcineurin-CE   AAKHJM010000078.1:214-3605         GCA_008379265.1     517.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAKHJM010000078.1
ECS4531067.1                PUA+Calcineurin-CE   AAKJQB010000069.1:9226-17420       GCA_008415555.1     510.0   *PUA+Calcineurin-CE->Hydrolase->DUF1837->                                                   Salmonella enterica subsp. enterica serovar Montevideo                  Gammaproteobacteria             AAKJQB010000069.1
ECW3114652.1                PUA+Calcineurin-CE   AAKVZO010000079.1:1-4757           GCA_008601825.1     522.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAKVZO010000079.1
EDC9857059.1                PUA+Calcineurin-CE   AALSRY010000044.1:8723-16732       GCA_008993495.1     448.0   *PUA+Calcineurin-CE->Hydrolase->DUF1837->                                                   Salmonella enterica subsp. enterica serovar Montevideo                  Gammaproteobacteria             AALSRY010000044.1
EDH2057026.1                PUA+Calcineurin-CE   AAMGTU010000172.1:1-2252           GCA_009229045.1     493.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAMGTU010000172.1
EDT2249303.1                PUA+Calcineurin-CE   AANZZB010000237.1:1-2023           GCA_010533895.1     532.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Salmonella enterica                                                     Gammaproteobacteria             AANZZB010000237.1
EDU6569181.1                PUA+Calcineurin-CE   AAOEPZ010000131.1:1-1479           GCA_010620485.1     492.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica subsp. enterica serovar 4,[5],12:b:-                Gammaproteobacteria             AAOEPZ010000131.1
EDY3746057.1                PUA+Calcineurin-CE   AAOQND010000018.1:1-8757           GCA_010808025.1     438.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAOQND010000018.1
EDY4629816.1                PUA+Calcineurin-CE   AAORIC010000317.1:1-1843           GCA_010813825.1     468.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Salmonella enterica                                                     Gammaproteobacteria             AAORIC010000317.1
EDZ0826928.1                PUA+Calcineurin-CE   AAOTPX010000248.1:1-1853           GCA_010834785.1     488.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAOTPX010000248.1
EEA0940884.1                PUA+Calcineurin-CE   AAOWBR010000157.1:298-3691         GCA_010878805.1     518.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAOWBR010000157.1
EEB5658701.1                PUA+Calcineurin-CE   AAPCFW010000236.1:1-1544           GCA_010949975.1     514.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAPCFW010000236.1
EEF4040969.1                PUA+Calcineurin-CE   AAPMDR010000150.1:1-4760           GCA_011178735.1     501.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAPMDR010000150.1
EEG8964312.1                PUA+Calcineurin-CE   AAPRFK010000051.1:22724-32176      GCA_011256415.1     537.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                                  Salmonella enterica                                                     Gammaproteobacteria             AAPRFK010000051.1
EEH8878112.1                PUA+Calcineurin-CE   AAPUDC010000213.1:1-1418           GCA_011309935.1     472.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAPUDC010000213.1
EEJ0375819.1                PUA+Calcineurin-CE   AAPYET010000017.1:58752-70992      GCA_011407755.1     537.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica subsp. enterica serovar Stanleyville                Gammaproteobacteria             AAPYET010000017.1
EEM1531689.1                PUA+Calcineurin-CE   AAQIDN010000207.1:1-1340           GCA_011556575.1     446.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAQIDN010000207.1
EEN2828252.1                PUA+Calcineurin-CE   AAQLVW010000117.1:7926-14747       GCA_011613085.1     515.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAQLVW010000117.1
EEV5181197.1                PUA+Calcineurin-CE   AARMHH010000202.1:292-3722         GCA_012042075.1     530.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->                                                       Salmonella enterica subsp. enterica                                     Gammaproteobacteria             AARMHH010000202.1
EFU6828073.1                PUA+Calcineurin-CE   AAUNBD010000373.1:1-1381           GCA_013764705.1     460.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             AAUNBD010000373.1
EGB9567226.1                PUA+Calcineurin-CE   AAVMDU010000070.1:18835-25706      GCA_014250715.1     532.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAVMDU010000070.1
EGF6096265.1                PUA+Calcineurin-CE   AAVYOI010000155.1:1-1935           GCA_014516045.1     502.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Salmonella enterica                                                     Gammaproteobacteria             AAVYOI010000155.1
EGJ8692054.1                PUA+Calcineurin-CE   AAWMTJ010000004.1:107476-113252    GCA_014928245.1     480.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             AAWMTJ010000004.1
EGN5068619.1                PUA+Calcineurin-CE   AAWZMA010000016.1:70788-79927      GCA_015204855.1     537.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                                  Salmonella enterica                                                     Gammaproteobacteria             AAWZMA010000016.1
EGQ4825065.1                PUA+Calcineurin-CE   AAXLJN010000178.1:1-3550           GCA_015652365.1     467.0   *PUA+Calcineurin-CE->Hydrolase->DUF1837->                                                   Salmonella enterica subsp. enterica serovar Montevideo                  Gammaproteobacteria             AAXLJN010000178.1
EHC2388277.1                PUA+Calcineurin-CE   AAYZHK010000001.1:73715-83789      GCA_017033315.1     537.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                                  Salmonella enterica                                                     Gammaproteobacteria             AAYZHK010000001.1
EHL3782641.1                PUA+Calcineurin-CE   ABAEYR010000013.1:72034-81274      GCA_018112665.1     537.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                                  Salmonella enterica subsp. enterica serovar Java                        Gammaproteobacteria             ABAEYR010000013.1
EHU8087495.1                PUA+Calcineurin-CE   ABBLEV010000071.1:6536-13416       GCA_019320955.1     535.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             ABBLEV010000071.1
EFY13113.1                  PUA+Calcineurin-CE   AESH01000013.1:125154-140273       GCA_000188335.2     477.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Salmonella enterica subsp. enterica serovar Montevideo str. 315996572   Gammaproteobacteria             AESH01000013.1
WP_108408322.1              PUA+Calcineurin-CE   NZ_CP077704.1:1123873-1133947      GCF_003067445.2     537.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                                  Salmonella enterica subsp. enterica                                     Gammaproteobacteria             NZ_CP077704.1
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WP_065314675.1              PUA+Calcineurin-CE   NZ_JYVT01000088.1:1-2649           GCF_001479305.1     517.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica subsp. enterica serovar Litchfield                  Gammaproteobacteria             NZ_JYVT01000088.1
MEJ85327.1                  PUA+Calcineurin-CE   RLWV01000072.1:80-10971            GCA_003748605.1     537.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica                                                     Gammaproteobacteria             RLWV01000072.1
MFX95356.1                  PUA+Calcineurin-CE   RNGO01000237.1:1-1463              GCA_003768485.1     487.0   *PUA+Calcineurin-CE->                                                                       Salmonella enterica                                                     Gammaproteobacteria             RNGO01000237.1
MBG2853783.1                PUA+Calcineurin-CE   JADRYC010000003.1:107583-122110    GCA_015722295.1     535.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Proteus mirabilis                                                       Gammaproteobacteria             JADRYC010000003.1
WP_179897888.1              PUA+Calcineurin-CE   NZ_JACBXW010000013.1:62364-72214   GCF_013415225.1     532.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Providencia alcalifaciens                                               Gammaproteobacteria             NZ_JACBXW010000013.1
WP_048636103.1              PUA+Calcineurin-CE   NZ_CAKLIB010000005.1:28043-38710   GCF_922011615.1     485.0   Phage_int_SAM_2+Integrase_1->?->*PUA+Calcineurin-CE->                                       Pectobacterium versatile                                                Gammaproteobacteria             NZ_CAKLIB010000005.1
WP_095701674.1              PUA+Calcineurin-CE   NZ_CP017482.1:4690559-4702352      GCF_002288545.1     484.0   *PUA+Calcineurin-CE->                                                                       Pectobacterium polaris                                                  Gammaproteobacteria             NZ_CP017482.1
WP_159281494.1              PUA+Calcineurin-CE   NZ_CACSJK010000003.1:258486-267334 GCF_902706125.1     536.0   Phage_CI_repr+Phage_CI_repr+Phage_CI_C->*PUA+Calcineurin-CE->HAD->                          Rahnella variigena                                                      Gammaproteobacteria             NZ_CACSJK010000003.1
HBH6868788.1                PUA+Calcineurin-CE   DAESAP010000007.1:58124-70202      GCA_019059995.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Serratia marcescens                                                     Gammaproteobacteria             DAESAP010000007.1
WP_187307325.1              PUA+Calcineurin-CE   NZ_CP060483.1:3560587-3572899      GCF_014333375.1     548.0   ATPcone+NRDD->Fer4_12->assembly_gap->*PUA+Calcineurin-CE->HAD->                             Serratia ureilytica                                                     Gammaproteobacteria             NZ_CP060483.1
WP_072269735.1              PUA+Calcineurin-CE   NZ_FCFC01000001.1:1238490-1253477  GCF_001537545.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->HAD->                               Serratia marcescens                                                     Gammaproteobacteria             NZ_FCFC01000001.1
WP_171893689.1              PUA+Calcineurin-CE   NZ_SWHV01000264.1:335-4224         GCF_013169945.1     483.0   *PUA+Calcineurin-CE->HAD->                                                                  Serratia marcescens                                                     Gammaproteobacteria             NZ_SWHV01000264.1
WP_060999143.1              PUA+Calcineurin-CE   NZ_LNQZ01000020.1:36090-45212      GCF_001558115.1     554.0   Arm-DNA-bind_3+Phage_integrase->*PUA+Calcineurin-CE->HAD->                                  Photobacterium aquimaris                                                Gammaproteobacteria             NZ_LNQZ01000020.1
WP_058119357.1              PUA+Calcineurin-CE   NZ_LNTE01000002.1:451194-461833    GCF_001455895.1     550.0   Arm-DNA-bind_3+Phage_integrase->*PUA+Calcineurin-CE->Hydrolase->                            Photobacterium kishitanii                                               Gammaproteobacteria             NZ_LNTE01000002.1
EGQ9462329.1                PUA+Calcineurin-CE   AAXMZG010000006.1:134021-144866    GCA_015785235.1     532.0   Aminotran_1_2->ADH_N+ADH_zinc_N->*PUA+Calcineurin-CE->Hydrolase->                           Vibrio cholerae                                                         Gammaproteobacteria             AAXMZG010000006.1
EGQ9543694.1                PUA+Calcineurin-CE   AAXMZI010000003.1:152835-166333    GCA_015784345.1     532.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio parahaemolyticus                                                 Gammaproteobacteria             AAXMZI010000003.1
EGR0569921.1                PUA+Calcineurin-CE   AAXNHV010000006.1:140913-154752    GCA_015788975.1     532.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio cholerae                                                         Gammaproteobacteria             AAXNHV010000006.1
EGR1140532.1                PUA+Calcineurin-CE   AAXNMK010000023.1:13269-26743      GCA_015797915.1     551.0   DUF4096+DDE_Tnp_1->*PUA+Calcineurin-CE->HAD->Acyltransf_2+Acetyltransf_5->                  Vibrio cholerae                                                         Gammaproteobacteria             AAXNMK010000023.1
HAS6216553.1                PUA+Calcineurin-CE   DACQHC010000016.1:104362-115290    GCA_015777115.1     541.0   RnaseH->Phage_AlpA->*PUA+Calcineurin-CE->Hydrolase->                                        Vibrio vulnificus                                                       Gammaproteobacteria             DACQHC010000016.1
HAT8529947.1                PUA+Calcineurin-CE   DACURZ010000011.1:28408-38699      GCA_015968705.1     532.0   EamA+EamA->*PUA+Calcineurin-CE->Hydrolase->                                                 Vibrio vulnificus                                                       Gammaproteobacteria             DACURZ010000011.1
HBC3390944.1                PUA+Calcineurin-CE   DADYCN010000010.1:413-6569         GCA_018118745.1     551.0   *PUA+Calcineurin-CE->HAD->                                                                  Vibrio parahaemolyticus                                                 Gammaproteobacteria             DADYCN010000010.1
HBH7869812.1                PUA+Calcineurin-CE   DAESJB010000013.1:12045-23635      GCA_019188105.1     532.0   ABC_tran->PsiE->*PUA+Calcineurin-CE->Hydrolase->                                            Vibrio parahaemolyticus                                                 Gammaproteobacteria             DAESJB010000013.1
WP_016791620.1              PUA+Calcineurin-CE   NZ_AIDG01000132.1:10031-23811      GCF_000256245.1     533.0   ENDO3+NUDIX_4->*PUA+Calcineurin-CE->HAD->                                                   Vibrio cyclitrophicus FF274                                             Gammaproteobacteria             NZ_AIDG01000132.1
WP_029843317.1              PUA+Calcineurin-CE   NZ_AWMI01000014.1:5819-18878       GCF_000491635.1     535.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio parahaemolyticus S027                                            Gammaproteobacteria             NZ_AWMI01000014.1
WP_041054849.1              PUA+Calcineurin-CE   NZ_BBPJ01000002.1:284386-296957    GCF_000829735.1     535.0   DUF2062->*PUA+Calcineurin-CE->Hydrolase->                                                   Vibrio owensii                                                          Gammaproteobacteria             NZ_BBPJ01000002.1
WP_049535696.1              PUA+Calcineurin-CE   NZ_CAUN01000012.1:156274-168648    GCF_001050875.1     541.0   RnaseH->Phage_AlpA->*PUA+Calcineurin-CE->Hydrolase->                                        Vibrio harveyi VHJR4                                                    Gammaproteobacteria             NZ_CAUN01000012.1
WP_199367385.1              PUA+Calcineurin-CE   NZ_JAEMFH010000016.1:87896-97226   GCF_016457005.1     535.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio cholerae                                                         Gammaproteobacteria             NZ_JAEMFH010000016.1
WP_095470214.1              PUA+Calcineurin-CE   NZ_NMSQ01000034.1:14268-31099      GCF_002283955.1     547.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio metoecus                                                         Gammaproteobacteria             NZ_NMSQ01000034.1
WP_140128765.1              PUA+Calcineurin-CE   NZ_NNEC01000026.1:4270-16365       GCF_006368845.1     551.0   *PUA+Calcineurin-CE->HAD->WYL->                                                             Vibrio parahaemolyticus                                                 Gammaproteobacteria             NZ_NNEC01000026.1
WP_140303913.1              PUA+Calcineurin-CE   NZ_NNEL01000015.1:90319-101909     GCF_006368935.1     532.0   ABC_tran->PsiE->*PUA+Calcineurin-CE->Hydrolase->                                            Vibrio parahaemolyticus                                                 Gammaproteobacteria             NZ_NNEL01000015.1
WP_110168003.1              PUA+Calcineurin-CE   NZ_QHMB01000009.1:21663-30308      GCF_003185995.1     535.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio sp. 11986-1-5                                                    Gammaproteobacteria             NZ_QHMB01000009.1
WP_194576669.1              PUA+Calcineurin-CE   NZ_RDPA01000019.1:15284-25210      GCF_015343455.1     535.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio anguillarum                                                      Gammaproteobacteria             NZ_RDPA01000019.1
WP_123283072.1              PUA+Calcineurin-CE   NZ_RJKA01000001.1:1196878-1210384  GCF_003751095.1     533.0   Phage_int_SAM_2+Integrase_1->*PUA+Calcineurin-CE->Hydrolase->                               Vibrio crassostreae                                                     Gammaproteobacteria             NZ_RJKA01000001.1
WP_142736673.1              PUA+Calcineurin-CE   NZ_VIPH01000011.1:14277-28329      GCF_006802595.1     547.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio cholerae                                                         Gammaproteobacteria             NZ_VIPH01000011.1
WP_171343647.1              PUA+Calcineurin-CE   NZ_VTYK01000003.1:266883-279792    GCF_013113965.1     554.0   Phage_AlpA->*PUA+Calcineurin-CE->HAD->                                                      Vibrio cyclitrophicus                                                   Gammaproteobacteria             NZ_VTYK01000003.1
TBT16700.1                  PUA+Calcineurin-CE   QYSM01000013.1:30710-41162         GCA_004324415.1     535.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio parahaemolyticus                                                 Gammaproteobacteria             QYSM01000013.1
WP_099032049.1              PUA+Calcineurin-CE   NZ_CP068023.1:3672425-3683274      GCF_016695175.1     445.0   *PUA+Calcineurin-CE->                                                                       Pseudoalteromonas sp. GCY                                               Gammaproteobacteria             NZ_CP068023.1
WP_058691443.1              PUA+Calcineurin-CE   NZ_CP042488.1:2284868-2301064      GCF_008931405.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Enterobacter hormaechei                                                 Gammaproteobacteria             NZ_CP042488.1
QMH73190.1                  PUA+Calcineurin-CE   CP057465.1:2527367-2544442         GCA_013834965.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->HAD->DUF1837->                      Escherichia coli                                                        Gammaproteobacteria             CP057465.1
WP_000995674.1              PUA+Calcineurin-CE   NZ_AEJY01000306.1:978-12174        GCF_000208505.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia albertii TW15818                                            Gammaproteobacteria             NZ_AEJY01000306.1
WP_000995670.1              PUA+Calcineurin-CE   NZ_AJWV01000027.1:4695-14061       GCF_000264235.1     537.0   Ogr_Delta+Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                        Escherichia coli CUMT8                                                  Gammaproteobacteria             NZ_AJWV01000027.1
WP_000995673.1              PUA+Calcineurin-CE   NZ_ALIN02000027.1:29711-45372      GCF_000295775.2     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli J96                                                    Gammaproteobacteria             NZ_ALIN02000027.1
WP_104934149.1              PUA+Calcineurin-CE   NZ_CP019455.1:3831127-3838553      GCF_002951855.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli                                                        Gammaproteobacteria             NZ_CP019455.1
WP_119173404.1              PUA+Calcineurin-CE   NZ_CP032237.1:2392408-2409627      GCF_003571765.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->PSE->                    Escherichia coli                                                        Gammaproteobacteria             NZ_CP032237.1
WP_021572554.1              PUA+Calcineurin-CE   NZ_KE702412.1:1131334-1138498      GCF_000461375.1     548.0   Phage_rep_O->Phage_lambda_P->*PUA+Calcineurin-CE->Hydrolase->                               Escherichia coli UMEA 3585-1                                            Gammaproteobacteria             NZ_KE702412.1
WP_097418592.1              PUA+Calcineurin-CE   NZ_NLYM01000074.1:1-3884           GCF_002510925.1     516.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Escherichia coli                                                        Gammaproteobacteria             NZ_NLYM01000074.1
WP_103757057.1              PUA+Calcineurin-CE   NZ_NSML01000053.1:3233-7033        GCF_002917695.1     488.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Escherichia coli                                                        Gammaproteobacteria             NZ_NSML01000053.1
WP_112916361.1              PUA+Calcineurin-CE   NZ_PJFD01000026.1:58007-71225      GCF_003291435.1     549.0   DDE_Tnp_IS1->PSE->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                  Escherichia coli                                                        Gammaproteobacteria             NZ_PJFD01000026.1
WP_126654745.1              PUA+Calcineurin-CE   NZ_PNSJ01000011.1:1521-18995       GCF_003980635.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia coli                                                        Gammaproteobacteria             NZ_PNSJ01000011.1
WP_105290942.1              PUA+Calcineurin-CE   NZ_PTSI01000004.1:41021-58482      GCF_002965825.1     536.0   *PUA+Calcineurin-CE->HAD->                                                                  Escherichia sp. MOD1-EC6147                                             Gammaproteobacteria             NZ_PTSI01000004.1
WP_128317980.1              PUA+Calcineurin-CE   NZ_QKOP01000093.1:3863-8671        GCF_004024015.1     537.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->                                                       Klebsiella pneumoniae                                                   Gammaproteobacteria             NZ_QKOP01000093.1
EAN7520774.1                PUA+Calcineurin-CE                                      AACZBG010000016.1   549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Salmonella enterica                                                     Gammaproteobacteria             
EBG7217811.1                PUA+Calcineurin-CE   AAFJTT010000140.1:1-1876           GCA_006458585.1     483.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Salmonella enterica subsp. enterica serovar Litchfield                  Gammaproteobacteria             AAFJTT010000140.1
HAE5031607.1                PUA+Calcineurin-CE                                      DAASDG010000030.1   537.0   *PUA+Calcineurin-CE->HAD->                                                                  Salmonella enterica subsp. enterica serovar Java                        Gammaproteobacteria             
WP_000995668.1              PUA+Calcineurin-CE   NC_010102.1:2852849-2865092        GCF_000018705.1     537.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                                  Salmonella enterica subsp. enterica serovar Paratyphi B str. SPB7       Gammaproteobacteria             NC_010102.1
WP_000665639.1              PUA+Calcineurin-CE   NZ_AESJ01000031.1:124158-140346    GCF_000188375.1     549.0   REase+Phytase-like->REase+nSTAND3->*PUA+Calcineurin-CE->Hydrolase->DUF1837->                Salmonella enterica subsp. enterica serovar Montevideo str. 495297-3    Gammaproteobacteria             NZ_AESJ01000031.1
WP_000995669.1              PUA+Calcineurin-CE   NZ_AHUE01000009.1:660-12900        GCF_000272975.1     537.0   Ogr_Delta->Psu->*PUA+Calcineurin-CE->HAD->                                                  Salmonella enterica subsp. enterica serovar Newport str. CVM 19470      Gammaproteobacteria             NZ_AHUE01000009.1
WP_214182209.1              PUA+Calcineurin-CE   NZ_CP064829.1:1530684-1542580      GCF_018802565.1     536.0   PSE->*PUA+Calcineurin-CE->HAD->                                                             Morganella morganii subsp. morganii                                     Gammaproteobacteria             NZ_CP064829.1
WP_107289874.1              PUA+Calcineurin-CE   NZ_PYNF01000018.1:9411-22041       GCF_003025915.1     550.0   Arm-DNA-bind_3+Phage_integrase->*PUA+Calcineurin-CE->Hydrolase->REase-QIT+NACHT->           Photobacterium kishitanii                                               Gammaproteobacteria             NZ_PYNF01000018.1
WP_017088934.1              PUA+Calcineurin-CE   NZ_AJZJ02000002.1:46830-57551      GCF_000272345.2     538.0   *PUA+Calcineurin-CE->Hydrolase->PSE->                                                       Vibrio splendidus 1F-157                                                Gammaproteobacteria             NZ_AJZJ02000002.1
WP_017089770.1              PUA+Calcineurin-CE   NZ_AJZJ02000167.1:1-3600           GCF_000272345.2     554.0   Phage_AlpA->*PUA+Calcineurin-CE->HAD->                                                      Vibrio splendidus 1F-157                                                Gammaproteobacteria             NZ_AJZJ02000167.1
WP_017099605.1              PUA+Calcineurin-CE   NZ_AJZN02000391.1:1-2752           GCF_000272385.2     488.0   *PUA+Calcineurin-CE->                                                                       Vibrio tasmaniensis 1F-155                                              Gammaproteobacteria             NZ_AJZN02000391.1
WP_069493491.1              PUA+Calcineurin-CE   NZ_CP047985.1:3061933-3074829      GCF_028609665.1     538.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio parahaemolyticus                                                 Gammaproteobacteria             NZ_CP047985.1
WP_210442296.1              PUA+Calcineurin-CE   NZ_JAFNDR010000021.1:65882-78981   GCF_017917835.1     535.0   *PUA+Calcineurin-CE->HAD->                                                                  Vibrio crassostreae                                                     Gammaproteobacteria             NZ_JAFNDR010000021.1
WP_213963420.1              PUA+Calcineurin-CE   NZ_JAGDKX010000004.1:126027-136681 GCF_018457785.1     551.0   *PUA+Calcineurin-CE->HAD->Lipoprotein_9->                                                   Vibrio alginolyticus                                                    Gammaproteobacteria             NZ_JAGDKX010000004.1
WP_084981209.1              PUA+Calcineurin-CE   NZ_JALDBX010000005.1:118684-128952 GCF_025563555.1     551.0   *PUA+Calcineurin-CE->HAD->PRTase-CE->                                                       Vibrio cholerae                                                         Gammaproteobacteria             NZ_JALDBX010000005.1
WP_053302700.1              PUA+Calcineurin-CE   NZ_LFWJ01000061.1:420687-431775    GCF_001268005.1     533.0   *PUA+Calcineurin-CE->HAD_2->                                                                Vibrio parahaemolyticus                                                 Gammaproteobacteria             NZ_LFWJ01000061.1
WP_118089125.1              PUA+Calcineurin-CE   NZ_MCAY01000024.1:31344-43350      GCF_003449135.1     532.0   Aminotran_1_2->ADH_N+ADH_zinc_N->*PUA+Calcineurin-CE->Hydrolase->                           Vibrio cholerae                                                         Gammaproteobacteria             NZ_MCAY01000024.1
WP_102474314.1              PUA+Calcineurin-CE   NZ_MCUN01000014.1:77189-87198      GCF_002873455.1     533.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio splendidus                                                       Gammaproteobacteria             NZ_MCUN01000014.1
WP_132970138.1              PUA+Calcineurin-CE   NZ_SLWE01000069.1:168-10610        GCF_004342815.1     488.0   tRNA->tRNA->tRNA->tRNA->?->*PUA+Calcineurin-CE->Arm-DNA-bind_3+Phage_integrase->            Vibrio crassostreae                                                     Gammaproteobacteria             NZ_SLWE01000069.1
WP_132974759.1              PUA+Calcineurin-CE   NZ_SLWI01000010.1:19959-40921      GCF_004340345.1     533.0   FIS-HTH->*PUA+Calcineurin-CE->Hydrolase->DEDD_Tnp_IS110+Transposase_20->                    Vibrio crassostreae                                                     Gammaproteobacteria             NZ_SLWI01000010.1
WP_170899625.1              PUA+Calcineurin-CE   NZ_VHSW01000014.1:392-11045        GCF_013048635.1     532.0   *PUA+Calcineurin-CE->Hydrolase->                                                            Vibrio sp. 3-2(1)                                                       Gammaproteobacteria             NZ_VHSW01000014.1
WP_207861548.1              PUA+Calcineurin-CE   NZ_JAFREP010000025.1:107095-127482 GCF_017377855.1     554.0   Na+TrkAC->HAD->*PUA+Calcineurin-CE->                                                        Acanthopleuribacter pedis                                               Holophagae                      NZ_JAFREP010000025.1
WP_189693607.1              PUA+Calcineurin-CE   NZ_BNCM01000006.1:713-7967         GCF_014656475.1     468.0   PAS_6+HTH_22->N6-adenineMlase->*PUA+Calcineurin-CE->                                        Sinomonas sp. KCTC 49339                                                Micrococcales                   NZ_BNCM01000006.1
WP_002625268.1              PUA+Calcineurin-CE   NZ_ANAH02000066.1:335144-350008    GCF_000335475.2     536.0   *PUA+Calcineurin-CE->HAD_2->                                                                Cystobacter fuscus DSM 2262                                             Myxococcia                      NZ_ANAH02000066.1
MBF0556105.1                PUA+Calcineurin-CE   JADFXO010000291.1:11-5146          GCA_015233485.1     541.0   *PUA+Calcineurin-CE->HAD->DAM->                                                             Nitrospirae bacterium                                                   Nitrospirae                     JADFXO010000291.1
MBL4688112.1                PUA+Calcineurin-CE   JAESSZ010000878.1:1-4974           GCA_016763875.1     558.0   Rhomboid->*PUA+Calcineurin-CE->?->                                                          Nannocystaceae bacterium                                                Polyangia                       JAESSZ010000878.1
TMP98006.1                  PUA+Calcineurin-CE   VBQB01000025.1:187-9065            GCA_005887855.1     551.0   *PUA+Calcineurin-CE->HAD->35exo->                                                           Verrucomicrobia bacterium                                               unclassified Verrucomicrobia    VBQB01000025.1

#ParB-CE
pid             arch                    nucleotideID:position           assembly            plen    compact                                                                                                                                                                 organism                                                        taxend                          NCBI
MBW6452073.1    ParB-CE                 JAHYJR010000009.1:3050-11383    GCA_019429005.1     203     ThyKinase->*ParB-CE->                                                                                                                                                   DPANN group archaeon Archaea.                                                                   JAHYJR010000009.1
MBI2120451.1    ParB-CE                 JACPBC010000029.1:12239-18584   GCA_016180445.1     222     HicB_lk_antitox->HicA_toxin->DOC->HD->*ParB-CE->DEAM->AAA_17->Thymidylat_synt->DHFR_1->                                                                                 Parcubacteria group bacterium Bacteria.                                                         JACPBC010000029.1
KKW43179.1      ParB-CE                 LCRY01000004.1:23009-36269      GCA_001004905.1     299     *ParB-CE->DEAM->MtrA+PterinBD-DUF4346+Thymidylate-synthase->HAD->                                                                                                       Parcubacteria group bacterium GW2011_GWA1_56_13 Bacteria.                                       LCRY01000004.1
TSC89278.1      ParB-CE                 VMGF01000002.1:213124-219903    GCA_007376445.1     230     *ParB-CE->NUDIX->ThyKinase->                                                                                                                                            Parcubacteria group bacterium Gr01-1014_3 Bacteria.                                             VMGF01000002.1
MBU0975304.1    ParB-CE                 JAHIVN010000012.1:6986-17356    GCA_018816645.1     386     B3_4+YBAK+tRNA-synt_1b+S4->*ParB-CE->HD+ThyKinase->OmpR-HTH->CR-ATPase9+OmpR-HTH->?->                                                                                   Patescibacteria group bacterium Bacteria.                                                       JAHIVN010000012.1
MBT3324235.1    ParB-CE                 JABGRA010000003.1:92594-111572  GCA_018648525.1     225     HAD_2->*ParB-CE->                                                                                                                                                       archaeon Archaea.                                                                               JABGRA010000003.1
MBO7393388.1    ParB-CE                 JAGCHC010000142.1:1-6494        GCA_017649255.1     194     ?->SIMPL->DEAM->*ParB-CE->MtrA+Thymidylate-synthase+PterinBD-DUF4346->RelB->YafQ_toxin->                                                                                Abditibacteriota bacterium                                      Abditibacteriota                JAGCHC010000142.1
MBP5274003.1    ParB-CE+DUF6273         JAGDAG010000127.1:35-9936       GCA_017959625.1     397     Phosphodiest+Laminin_G_3->Peptidase_M29->DEAM->HAD->*ParB-CE+DUF6273->                                                                                                  Abditibacteriota bacterium                                      Abditibacteriota                JAGDAG010000127.1
MBX7068568.1    ParB-CE                 JAIBBP010000069.1:3288-13430    GCA_019694615.1     207     DHFR_1+HIT->CTP_transf_like->DEAM->MtrA+Thymidylate-synthase+PterinBD-DUF4346+HAD->*ParB-CE->                                                                           Microthrixaceae bacterium                                       Acidimicrobiia                  JAIBBP010000069.1
MBF8271473.1    ParB-CE                 JACSDG010000010.1:13078-22873   GCA_015660855.1     217     BrnT_toxin->BrnA_antitoxin->MtrA+Thymidylate-synthase+PterinBD-DUF4346->HAD->*ParB-CE->dUTPase->Response_reg+PAS+GGDEF->                                                Magnetococcales bacterium                                       Alphaproteobacteria             JACSDG010000010.1
MCW1967666.1    ParB-CE                 JAHBAL020000139.1:11243-21254   GCA_018500105.2     227     Haem_degrading->?->?->DAM->*ParB-CE->HD+ThyKinase->?->TerB+NUDIX->                                                                                                      Anaerolineae bacterium                                          Anaerolineae                    JAHBAL020000139.1
NMB40793.1      ParB-CE                 JAAZMP010000033.1:2838-10458    GCA_012798755.1     203     ?->?->dUTPase->Hydrolase->*ParB-CE->MtrA+PterinBD-DUF4346->?->                                                                                                          Bacillota bacterium                                             Bacillota                       JAAZMP010000033.1
MCE1247400.1    ParB-CE                 JAJTBE010000126.1:2795-14842    GCA_021287065.1     214     Response_reg+HISKIN->REC->*ParB-CE->MtrA+PterinBD-DUF4346->                                                                                                             Bacillota bacterium                                             Bacillota                       JAJTBE010000126.1
MCC6862314.1    ParB-CE                 JADZAF010000315.1:1-4585        GCA_020852755.1     211     Methyltransf_25->MtrA+Thymidylate-synthase+PterinBD-DUF4346->Hydrolase->*ParB-CE->                                                                                      Bryobacterales bacterium                                        Bryobacterales                  JADZAF010000315.1
MBI2309400.1    ParB-CE                 JACPES010000002.1:87248-96046   GCA_016183365.1     210     *ParB-CE->NUDIX->                                                                                                                                                       Candidatus Collierbacteria bacterium                            Candidatus Collierbacteria      JACPES010000002.1
OGD71917.1      ParB-CE                 MFAH01000012.1:1-8827           GCA_001776225.1     204     *ParB-CE->HAD->?->YceG->?->                                                                                                                                             Candidatus Collierbacteria bacterium RIFCSPHIGHO2_02_FULL_49_10 Candidatus Collierbacteria      MFAH01000012.1
OGG08652.1      ParB-CE                 MFJC01000056.1:1822-10362       GCA_001779065.1     218     dNK->HAD->ThyKinase->*ParB-CE->Thymidine-kinase->PSE->assembly_gap->PSE->PSE->                                                                                          Candidatus Gottesmanbacteria bacterium RBG_16_43_7              Candidatus Gottesmanbacteria    MFJC01000056.1
OGG72459.1      ParB-CE                 MFLY01000050.1:6937-13287       GCA_001783385.1     225     *ParB-CE->DOC->HD->                                                                                                                                                     Candidatus Kaiserbacteria bacterium RIFCSPLOWO2_01_FULL_53_17   Candidatus Kaiserbacteria       MFLY01000050.1
MBI2195889.1    ParB-CE                 JACPDD010000032.1:794-8981      GCA_016184205.1     231     tRNA-synt_1b+S4->N-OB+DEAD+Helicase_C+RecG_C->?->HD+ThyKinase->*ParB-CE->Ribosomal_L32p->NusB->RnaseIII->Ribosomal_S16->                                                Candidatus Levybacteria bacterium                               Candidatus Levybacteria         JACPDD010000032.1
WP_203134856.1  ParB-CE                 NZ_CP060530.1:215859-223671     GCF_016806735.1     286     DNA_primase_S->DUF373->?->*ParB-CE->HAD->?->UPF0086->Ribosomal_S17->                                                                                                    Candidatus Micrarchaeum sp.                                     Candidatus Micrarchaeia         NZ_CP060530.1
KPJ70369.1      HD+ParB-CE              LJNH01000041.1:1-5879           GCA_001303005.1     493     Topoisom_bac+zf-C4_Topoisom->Thy1+Thy1->*HD+ParB-CE->HD->                                                                                                               Microgenomates bacterium DG_75                                  Candidatus Microgenomates       LJNH01000041.1
HCU70546.1      ParB-CE                 DPJH01000022.1:116-5440         GCA_003543115.1     191     ?->ThyKinase->*ParB-CE->?->?->                                                                                                                                          Candidatus Moranbacteria bacterium                              Candidatus Moranbacteria        DPJH01000022.1
MBD3244613.1    ParB-CE                 WJJL01000013.1:1-9006           GCA_014729725.1     204     dUTPase->HAD->*ParB-CE->ThyKinase->SHMT->                                                                                                                               Candidatus Moranbacteria bacterium                              Candidatus Moranbacteria        WJJL01000013.1
MBD3300560.1    ParB-CE                 WJJX01000108.1:21731-32721      GCA_014729445.1     202     ThyKinase->Thy1+Thy1->dUTPase->HAD->*ParB-CE->ThyKinase->SHMT->?->UDPG_MGDP_dh_N+UDPG_MGDP_dh+UDPG_MGDP_dh_C->                                                          Candidatus Moranbacteria bacterium                              Candidatus Moranbacteria        WJJX01000108.1
MCD1275594.1    ParB-CE                 JAGTWL010000002.1:86285-93677   GCA_021020645.1     201     ?->ABhydrolase->nSTAND3->Guanylate_kin+LepA_C->*ParB-CE->NT5C->Guanylate_kin->HCRA-HTH+HrcA->GrpE->                                                                     Candidatus Nanogingivalaceae bacterium                          Candidatus Nanosyncoccalia      JAGTWL010000002.1
MBI3334544.1    ParB-CE                 JACPXY010000046.1:11944-23012   GCA_016196285.1     260     MtrA+Thymidylate-synthase+PterinBD-DUF4346->HAD->*ParB-CE->                                                                                                             Candidatus Pacearchaeota archaeon                               Candidatus Pacearchaeota        JACPXY010000046.1
MBX4212440.1    ParB-CE                 JAIFVW010000019.1:7003-16068    GCA_019662115.1     217     ?->*ParB-CE->ThyKinase->HAD->                                                                                                                                           Candidatus Pacearchaeota archaeon                               Candidatus Pacearchaeota        JAIFVW010000019.1
MBX4196171.1    ParB-CE                 JAIFVX010000001.1:183503-192112 GCA_019659125.1     217     ?->*ParB-CE->ThyKinase->HAD->                                                                                                                                           Candidatus Pacearchaeota archaeon                               Candidatus Pacearchaeota        JAIFVX010000001.1
MCA9312955.1    ParB-CE                 JAGQNV010000027.1:10237-18753   GCA_020427915.1     186     *ParB-CE->HAD->                                                                                                                                                         Candidatus Saccharibacteria bacterium                           Candidatus Saccharibacteria     JAGQNV010000027.1
MBI2056437.1    ParB-CE                 JACOYX010000023.1:10385-19487   GCA_016181585.1     223     DOC->HD->*ParB-CE->ThyKinase->Thy1+Thy1->?->Peptidase_M22->                                                                                                             Candidatus Sungbacteria bacterium                               Candidatus Sungbacteria         JACOYX010000023.1
OHA09995.1      ParB-CE                 MHQT01000007.1:295-9131         GCA_001820755.1     300     *ParB-CE->DEAM->MtrA+PterinBD-DUF4346+Thymidylate-synthase->HAD->                                                                                                       Candidatus Sungbacteria bacterium RIFCSPLOWO2_01_FULL_60_25     Candidatus Sungbacteria         MHQT01000007.1
MBT3407992.1    ParB-CE                 JABGRS010000172.1:193-11294     GCA_018648165.1     209     ?->?->Thy1->*ParB-CE->ThyKinase+Hydrolase_like->ATPcone->Ribonuc_red_2_N+Intein_splicing+Ribonuc_red_lgC->?->                                                           Candidatus Woesearchaeota archaeon                              Candidatus Woesearchaeota       JABGRS010000172.1
MBI2105795.1    ParB-CE                 JACOZQ010000024.1:33614-43158   GCA_016181275.1     259     MtrA+Thymidylate-synthase+PterinBD-DUF4346->HAD->*ParB-CE->ATPcone->ATPcone+ATP-cone+Ribonuc_red_lgN+Ribonuc_red_lgC->Ribonuc_red_sm->Fer4_13->                         Candidatus Woesearchaeota archaeon                              Candidatus Woesearchaeota       JACOZQ010000024.1
MBI5392013.1    ParB-CE                 JACRKJ010000064.1:2544-10689    GCA_016219825.1     215     ?->*ParB-CE->HAD->ThyKinase->Archease->?->                                                                                                                              Candidatus Woesearchaeota archaeon                              Candidatus Woesearchaeota       JACRKJ010000064.1
MBN1792292.1    ParB-CE                 JAFGGS010000005.1:40546-48944   GCA_016930415.1     217     ?->?->?->*ParB-CE->ThyKinase+Hydrolase_like->                                                                                                                           Candidatus Woesearchaeota archaeon                              Candidatus Woesearchaeota       JAFGGS010000005.1
MBN2459003.1    ParB-CE                 JAFGRK010000010.1:9184-15428    GCA_016935175.1     218     ?->*ParB-CE->HD->                                                                                                                                                       Candidatus Woesearchaeota archaeon                              Candidatus Woesearchaeota       JAFGRK010000010.1
MBW3003520.1    ParB-CE                 JAHWHD010000049.1:39-2584       GCA_019323525.1     265     tRNA-synt_1b->*ParB-CE->MtrA+Thymidylate-synthase->                                                                                                                     Candidatus Woesearchaeota archaeon                              Candidatus Woesearchaeota       JAHWHD010000049.1
MBI1974580.1    ParB-CE                 JACOVQ010000009.1:21794-35414   GCA_016177225.1     300     *ParB-CE->DEAM->MtrA+PterinBD-DUF4346+Thymidylate-synthase->HAD->                                                                                                       Candidatus Zambryskibacteria bacterium                          Candidatus Zambryskibacteria    JACOVQ010000009.1
PZN52414.1      HD+ParB-CE              QGUR01000209.1:1-7755           GCA_003242205.1     514     *HD+ParB-CE->HD+ThyKinase->EamA+EamA->PALP->                                                                                                                            Chloroflexi bacterium                                           Chloroflexi                     QGUR01000209.1
MBF0530076.1    ParB-CE                 JADFXS010000271.1:1-4576        GCA_015233515.1     222     *ParB-CE->DEAM->MtrA+Thymidylate-synthase->                                                                                                                             Deltaproteobacteria bacterium                                   Deltaproteobacteria             JADFXS010000271.1
RLB84515.1      ParB-CE                 QMMM01000057.1:4323-13495       GCA_003647245.1     201     ?->FAA_hydrolase->*ParB-CE->DEAM->PUA_2+ATP-sulfurylase->                                                                                                               Deltaproteobacteria bacterium                                   Deltaproteobacteria             QMMM01000057.1
WP_207681090.1  ParB-CE                 NZ_CP061800.1:557709-571597     GCF_017377395.1     210     ?->HINT+Intein_splicing+Thymidylate-synthase->HAD->*ParB-CE->DEAM->MtrA+PterinBD-DUF4346->CHROMO->ACYC+STY-kinase+CHASE2->                                              Desulfonema magnum                                              Desulfobacteria                 NZ_CP061800.1
NJN46547.1      ParB-CE                 JAAUQA010000143.1:119-4421      GCA_012032855.1     211     adh_short->MtrA->Thymidylate-synthase+PterinBD-DUF4346->HAD->*ParB-CE->                                                                                                 Candidatus Competibacteraceae bacterium                         Gammaproteobacteria             JAAUQA010000143.1
VFJ55320.1      ParB-CE                 CAADEY010000048.1:10542-25038   CAADEY010000048.1   213     SecD-TM1+SecD_SecF->Sec_GG+SecD_SecF->MtrA+Thymidylate-synthase+PterinBD-DUF4346->HAD->*ParB-CE->Calcineurin-CE+ParB-CE->DUF2442->LysM+Peptidase_M23->                  Candidatus Kentron sp. DK                                       Gammaproteobacteria             CAADEY010000048.1
VFK42011.1      ParB-CE                 CAADFT010000016.1:14279-21170   CAADFT010000016.1   213     RelE-ParE->?->MtrA+Thymidylate-synthase+PterinBD-DUF4346->HAD->*ParB-CE->                                                                                               Candidatus Kentron sp. TC                                       Gammaproteobacteria             CAADFT010000016.1
RKZ70993.1      ParB-CE                 QNER01001274.1:1-2480           GCA_003646175.1     203     Thymidylate-synthase+PterinBD-DUF4346->*ParB-CE->                                                                                                                       Gammaproteobacteria bacterium                                   Gammaproteobacteria             QNER01001274.1
WP_165566789.1  ParB-CE                 NZ_SAYU02000056.1:1-8529        GCF_004025965.2     280     HIT->MtrA+Thymidylate-synthase+PterinBD-DUF4346->HAD->Thymidylat_synt->*ParB-CE->                                                                                       Phycicoccus flavus                                              Micrococcales                   NZ_SAYU02000056.1
MBU0957553.1    ParB-CE                 JAHIVP010000017.1:11937-21165   GCA_018816335.1     267     zf-like->ATPcone->Ribonuc_red_2_N+Ribonuc_red_lgC+Ribonuc_red_lgC->Thymidylate-synthase->*ParB-CE->HAD->Thioredoxin->?->?->                                             Nanoarchaeota archaeon                                          Nanoarchaeota                   JAHIVP010000017.1
WP_110080483.1  Calcineurin-CE+ParB-CE  NZ_QHCP01000005.1:634897-650272 GCF_003182415.1     1007    ABhydrolase->CASPASE+NACHT+WD40+WD40+BetaPropeller->MtrA+Thymidylate-synthase+PterinBD-DUF4346->HAD->*ParB-CE->*Calcineurin-CE+ParB-CE->Thymidylat_synt->DHFR_1->HIT->  Actinokineospora spheciospongiae                                Pseudonocardiales               NZ_QHCP01000005.1
MBV9760302.1    ParB-CE                 JAFAYI010000019.1:35943-46449   GCA_019240475.1     207     ?->MtrA+Thymidylate-synthase+PterinBD-DUF4346->HAD->*ParB-CE->Aminotran_3->AA_permease_2->                                                                              Acidobacteriaceae bacterium                                     Terriglobia                     JAFAYI010000019.1
WP_155892096.1  ParB-CE                 NZ_AUKG01000002.1:879324-902804 GCF_000424625.1     915     Methyltransf_25->?->MtrA+Thymidylate-synthase+PterinBD-DUF4346->*ParB-CE->HAD->HAD->*ParB-CE->                                                                          Conexibacter woesei Iso977N                                     Thermoleophilia                 NZ_AUKG01000002.1
WP_231398461.1  ParB-CE                 NZ_AUKG01000002.1:879324-902804 GCF_000424625.1     204     Methyltransf_25->?->MtrA+Thymidylate-synthase+PterinBD-DUF4346->*ParB-CE->HAD->HAD->*ParB-CE->                                                                          Conexibacter woesei Iso977N                                     Thermoleophilia                 NZ_AUKG01000002.1
EKE11810.1      ParB-CE                 AMFJ01005681.1:854-7325         GCA_000299275.1     190     ?->ThyKinase->*ParB-CE->                                                                                                                                                uncultured bacterium                                            environmental samples           AMFJ01005681.1

#ParB
pid             arch        nucleotideID:position               assembly        plen    compact                                                                                                                 organism                                                taxend                          NCBI
TSC76026.1      PRTase-CE   VMFR01000005.1:17668-29227          GCA_007376135.1 291 ?->DUF4342->DAM->ParB->*PRTase-CE->METHYLASE->DCD-PUA->SIGMA-HTH->DUF2196->                                             Parcubacteria group bacterium Gr01-1014_31 Bacteria.                                    VMFR01000005.1
PYQ30517.1      PRTase-CE   QHVT01000005.1:237068-249526        GCA_003223645.1 275 tmRNA->?->DAM->ParB->*PRTase-CE->                                                                                       Acidobacteria bacterium                                 Acidobacteria                   QHVT01000005.1
WP_117300597.1  PRTase-CE   NZ_QVQT02000004.1:494860-505867     GCF_003428625.2 275 ?->Resolvase+Recombinase+Zn_ribbon_recom+TPR_MLP1_2->DAM->ParB->*PRTase-CE->                                            Paracidobacterium acidisoli                             Acidobacteriales                NZ_QVQT02000004.1
MRL69800.1      PRTase-CE   WJWX01000023.1:38050-47137          GCA_009661015.1 281 ?->FAA_hydro_N_2+FAA_hydrolase->DUF1453->tRNA->ParB->*PRTase-CE->                                                       Brevundimonas sp. SPF441                                Alphaproteobacteria             WJWX01000023.1
WP_222257409.1  PRTase-CE   NZ_JAAXDW010000015.1:95952-110833   GCF_019798745.1 279 DndB+HEPN->ParB+FUSC->*PRTase-CE->MethyltransfD12->                                                                     Rhizobium leguminosarum                                 Alphaproteobacteria             NZ_JAAXDW010000015.1
PFU24527.1      PRTase-CE   NVDC01000013.1:21765-37633          GCA_002570425.1 272 ?->DUF6037->PSE->PSE->NUDIX->ParB->*PRTase-CE->                                                                         Bacillus cereus                                         Bacilli                         NVDC01000013.1
WP_013542545.1  PRTase-CE   NC_014931.1:4492875-4502304         GCF_000184745.1 279 tRNA-synt_1c+tRNA-synt_1c_C->DAM->ParB->*PRTase-CE->PSYN->Peptidase_M23_N+Peptidase_M23->Mrr_cat+zf-C4_Topoisom->?->    Variovorax paradoxus EPS                                Betaproteobacteria              NC_014931.1
NPV02125.1      PRTase-CE   JABLXV010000048.1:10586-29269       GCA_013177895.1 247 Bro-N->REase+SWI2_SNF2+DUF3387->Rep_3->ParB->*PRTase-CE->                                                               Brevinematales bacterium                                Brevinematales                  JABLXV010000048.1
MBX7225240.1    PRTase-CE   JAIBAX010000007.1:39289-49033       GCA_019694955.1 269 Aminotran_5->FAD_binding_3->?->ParB->*PRTase-CE->?->DUF4272->?->ARGA->                                                  Chitinophagales bacterium                               Chitinophagia                   JAIBAX010000007.1
MBM4296514.1    PRTase-CE   VGTF01000084.1:394-3657             GCA_016874815.1 209 DAM->ParB->*PRTase-CE->                                                                                                 Deltaproteobacteria bacterium                           Deltaproteobacteria             VGTF01000084.1
NVK52690.1      PRTase-CE   JABXHX010000027.1:204-3858          GCA_013373385.1 271 AAA_21->DUF4276->ParB->*PRTase-CE->                                                                                     Flavobacteriaceae bacterium                             Flavobacteriia                  JABXHX010000027.1
WP_179006640.1  PRTase-CE                                       GCF_013393195.1 269 REase-DUF3883->?->?->ParB->*PRTase-CE->                                                                                 Flavobacterium collinsii                                Flavobacteriia                  
MBA4158167.1    PRTase-CE   JACDHR010000151.1:1425-9170         GCA_013820915.1 242 DAM->ParB->*PRTase-CE->                                                                                                 Gemmatimonadetes bacterium                              Gemmatimonadetes                JACDHR010000151.1
MBE2226814.1    PRTase-CE   JACSRT010000119.1:7926-20279        GCA_014879645.1 271 LpxD+Hexapep+Hexapep->?->?->ParB->*PRTase-CE->HET->LpxC+FabA->GAF_2+HisKA_2+HATPase_c->                                 Ignavibacteria bacterium                                Ignavibacteria                  JACSRT010000119.1
NOT00370.1      PRTase-CE   JABFSN010000074.1:9016-20042        GCA_013140575.1 239 ?->?->DAM->ParB->*PRTase-CE->                                                                                           Phycisphaerales bacterium                               Phycisphaerae                   JABFSN010000074.1
OHB63154.1      PRTase-CE   MHYF01000221.1:23426-29586          GCA_001824685.1 275 DUF4258->?->DAM->ParB->*PRTase-CE->assembly_gap->                                                                       Planctomycetes bacterium RBG_13_60_9                    Planctomycetes                  MHYF01000221.1
HIJ53019.1      PRTase-CE   DUZJ01000039.1:168-11747            GCA_013349615.1 255 ParB->*PRTase-CE->                                                                                                      Planctomycetota bacterium                               Planctomycetota                 DUZJ01000039.1
MBI2898592.1    PRTase-CE   JACPRC010000003.1:4153-18683        GCA_016190175.1 275 AbiEii->HEPN+Tox-REase-6+SF2-DUF3427A+EcoEI_R_C->DAM->ParB->*PRTase-CE->?->?->DUF1682+RVT->                             Planctomycetota bacterium                               Planctomycetota                 JACPRC010000003.1
NOS68451.1      PRTase-CE   JABFSR010000011.1:1-5923            GCA_013140495.1 277 DAM->ParB->*PRTase-CE->                                                                                                 Verrucomicrobia bacterium                               unclassified Verrucomicrobia    JABFSR010000011.1

#Pepco
pid             arch                nucleotideID:position                   assembly            plen    compact                                                                                                                                                             organism                                                                    taxend                          NCBI
UCE06734.1      Pepco               CP070762.1:366958-380677                GCA_020349005.1     97.0    ?->?->*Pepco->assembly_gap->?->?->                                                                                                                                  bacterium Bacteria.                                                                                         CP070762.1
NNN08356.1      ?                   JABEUQ010000060.1:56-4334               GCA_013044265.1     119.0   zf-ISL3+HTH_Tnp_ISL3+DDE_Tnp_ISL3->*?->HTH_38->                                                                                                                     Acidimicrobiaceae bacterium                                                 Acidimicrobiia                  JABEUQ010000060.1
OAI56911.1      Pepco               LSTK01000034.1:1-18358                  GCA_001644245.1     131.0   *Pepco->CASPASE+HSP70->FmdA_AmdA->                                                                                                                                  Acidobacteria bacterium SCGC AG-212-P17                                     Acidobacteria                   LSTK01000034.1
WP_163056140.1  Pepco               NZ_JAAGLI010000348.1:12516-25107        GCF_010548065.1     90.0    ?->p450->PSE->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                   Actinomadura bangladeshensis                                                Actinomycetes                   NZ_JAAGLI010000348.1
WP_148348973.1  Pepco               NZ_VSFF01000003.1:56229-70265           GCF_008085905.1     126.0   CMD->DUF1801->*Pepco->Peptidase_C14+HSP70->TetR-HTH+TetR_C_32->                                                                                                     Actinomadura syzygii                                                        Actinomycetes                   NZ_VSFF01000003.1
WP_215784610.1  Pepco               NZ_JAHKKG010000001.1:858449-868155      GCF_018829635.1     109.0   ?->CASPASE->*Pepco->                                                                                                                                                Actinoplanes bogorensis                                                     Actinomycetes                   NZ_JAHKKG010000001.1
WP_203725600.1  Pepco               NZ_BOML01000012.1:135178-146561         GCF_016862175.1     121.0   ?->CASPASE->*Pepco->                                                                                                                                                Actinoplanes durhamensis                                                    Actinomycetes                   NZ_BOML01000012.1
WP_020516298.1  Pepco               NZ_KB903328.1:288600-304978             GCF_000379645.1     107.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                            Actinoplanes globisporus DSM 43857                                          Actinomycetes                   NZ_KB903328.1
WP_184834483.1  ?                   NZ_JACHMN010000002.1:751345-770033      GCF_014204945.1     111.0   *?->MPTase-Lit->                                                                                                                                                    Allocatelliglobosispora scoriae                                             Actinomycetes                   NZ_JACHMN010000002.1
ADJ48159.1      Pepco               CP002000.1:7094834-7110487              GCA_000196835.1     111.0   Amidohydro_1->Amidohydro_1->Amidohydro_1->Amidohydro_1->Amidohydro_1->Amidohydro_1->Amidohydro_1->Amidohydro_1->Amidohydro_1->?->*Pepco->CASPASE+HSP70->?->         Amycolatopsis mediterranei U32                                              Actinomycetes                   CP002000.1
WP_168488976.1  Pepco               NZ_JAAZSQ010000028.1:6709-18751         GCF_012395835.1     117.0   ?->*Pepco->                                                                                                                                                         Arthrobacter mobilis                                                        Actinomycetes                   NZ_JAAZSQ010000028.1
WP_062433927.1  Pepco               NZ_BBXF01000003.1:860767-899958         GCF_001570585.1     100.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                 Herbidospora daliensis                                                      Actinomycetes                   NZ_BBXF01000003.1
WP_146316944.1  Pepco               NZ_VCQV01000014.1:103869-109767         GCF_007845645.1     128.0   Phage_integrase->?->*Pepco->                                                                                                                                        Leekyejoonella antrihumi                                                    Actinomycetes                   NZ_VCQV01000014.1
WP_058231343.1  Pepco               NZ_FMYG01000002.1:162009-174236         GCF_900096885.1     101.0   Aminotran_1_2->*Pepco->?->                                                                                                                                          Microbacterium enclense                                                     Actinomycetes                   NZ_FMYG01000002.1
WP_183420002.1  Pepco               NZ_JACHXY010000002.1:624288-638436      GCF_014192415.1     124.0   Aminotran_1_2->*Pepco->                                                                                                                                             Microbacterium proteolyticum                                                Actinomycetes                   NZ_JACHXY010000002.1
WP_223623951.1  Pepco               NZ_JAHXYZ010000001.1:1613075-1623639    GCF_019969685.1     114.0   Aminotran_1_2->*Pepco->                                                                                                                                             Microbacterium sp. EST19A                                                   Actinomycetes                   NZ_JAHXYZ010000001.1
WP_142282279.1  Pepco               NZ_LQPV01000059.1:1-6066                GCF_002101935.1     144.0   GGACT+Gamma_PGA_hydro->Bac_luciferase->tRNA->*Pepco->                                                                                                               Mycobacterium sp. IEC1808                                                   Actinomycetes                   NZ_LQPV01000059.1
WP_142280110.1  Trypco1             NZ_LQPV01000035.1:13889-27160           GCF_002101935.1     115.0   ISOCOT->TIR->*Trypco1->CR-Trypsin1->                                                                                                                                Mycobacterium sp. IEC1808                                                   Actinomycetes                   NZ_LQPV01000035.1
WP_040796554.1  Pepco               NZ_BAGA01000079.1:128-9957              GCF_000308595.1     115.0   ?->CASPASE->*Pepco->                                                                                                                                                Nocardia higoensis NBRC 100133                                              Actinomycetes                   NZ_BAGA01000079.1
WP_154402567.1  Pepco               NZ_QEOO01000002.1:55218-64131           GCF_003121585.1     109.0   ?->?->*Pepco->CASPASE+HSP70->                                                                                                                                       Nocardioides speluncae                                                      Actinomycetes                   NZ_QEOO01000002.1
WP_180936011.1  Pepco               NZ_CP059164.1:1416912-1435344           GCF_013466985.1     112.0   Trypsin->*Pepco->                                                                                                                                                   Nocardioides ungokensis                                                     Actinomycetes                   NZ_CP059164.1
WP_173070449.1  Pepco               NZ_BLPF01000004.1:843447-860669         GCF_011764425.1     94.0    ?->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                        Phytohabitans houttuyneae                                                   Actinomycetes                   NZ_BLPF01000004.1
WP_114244208.1  Pepco               NZ_CP027306.1:2713712-2727914           GCF_003330865.1     120.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                 Streptomyces atratus                                                        Actinomycetes                   NZ_CP027306.1
WP_055569634.1  Pepco               NZ_LIPN01000471.1:76-6104               GCF_001418325.1     121.0   MFS_1->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                         Streptomyces atriruber                                                      Actinomycetes                   NZ_LIPN01000471.1
WP_053759958.1  Pepco               NZ_CP030073.1:3101261-3123682           GCF_003261055.1     139.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DUF3417+Phosphorylase->                                                                                    Streptomyces cadmiisoli                                                     Actinomycetes                   NZ_CP030073.1
WP_051877125.1  ?                   NZ_JRKI01000062.1:167491-181213         GCF_000935125.1     111.0   macroglobulin-like->CASPASE->*?->?->APATPase+TPR+TPR+TPR->                                                                                                          Streptomyces natalensis ATCC 27448                                          Actinomycetes                   NZ_JRKI01000062.1
WP_135339178.1  Pepco               NZ_SRID01000095.1:9010-19646            GCF_004684805.1     202.0   HD->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH->MFS_1->                                                                                                          Streptomyces palmae                                                         Actinomycetes                   NZ_SRID01000095.1
WP_062134162.1  Pepco               NZ_BMUJ01000003.1:413584-426171         GCF_014650135.1     120.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->                                                                                                   Streptomyces plicatus                                                       Actinomycetes                   NZ_BMUJ01000003.1
WP_062707554.1  Pepco               NZ_LLZG01000356.1:22730-34393           GCF_001509475.1     136.0   Putative_PNPOx->CMD->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                           Streptomyces regalis                                                        Actinomycetes                   NZ_LLZG01000356.1
SCY86770.1      Pepco               FMVI01000004.1:365709-376718            GCA_900101975.1     120.0   NUDIX->?->*Pepco->CASPASE+iHD+HSP90+wHTH->assembly_gap->wHTH+wHTH->                                                                                                 Streptomyces sp. 136MFCol5.1                                                Actinomycetes                   FMVI01000004.1
WP_205018403.1  Pepco               NZ_JAFBGA010000001.1:495954-508752      GCF_016909575.1     124.0   METHYLASE->?->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DoxX->                                                                                  Streptomyces sp. HB132                                                      Actinomycetes                   NZ_JAFBGA010000001.1
WP_077059004.1  ?                   NZ_LZNS01000001.1:2422269-2433906       GCF_001984575.1     114.0   Sod_Ni->*?->                                                                                                                                                        Streptomyces sp. MP131-18                                                   Actinomycetes                   NZ_LZNS01000001.1
WP_164320285.1  Pepco               NZ_JAAGLU010000032.1:31873-44145        GCF_010550245.1     116.0   macroglobulin-like->CASPASE->*Pepco->S1COLD->DEAD->                                                                                                                 Streptomyces sp. SID12501                                                   Actinomycetes                   NZ_JAAGLU010000032.1
WP_164294535.1  ?                   NZ_JAAGLW010000013.1:127329-138927      GCF_010548345.1     115.0   PSE->*?->CASPASE->Usp+Usp->                                                                                                                                         Streptomyces sp. SID13588                                                   Actinomycetes                   NZ_JAAGLW010000013.1
WP_073960704.1  Pepco               NZ_LIPE01000008.1:184272-199929         GCF_001905525.1     126.0   *Pepco->CASPASE+iHD+MORC+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->                                                                                                         Streptomyces sp. TSRI0395                                                   Actinomycetes                   NZ_LIPE01000008.1
WP_171114305.1  Pepco               NZ_CP053109.1:3673882-3686960           GCF_013009255.1     135.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                                Streptomyces sp. Z423-1                                                     Actinomycetes                   NZ_CP053109.1
WP_149827025.1  ?                   NZ_VTHJ01000026.1:103178-112234         GCF_008386495.1     111.0   *?->CASPASE+BetaPropeller->                                                                                                                                         Streptomyces tailanensis                                                    Actinomycetes                   NZ_VTHJ01000026.1
WP_014054517.1  ?                   NC_015957.1:1076796-1090648             GCF_000147815.2     121.0   Flavoprotein->*?->iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                              Streptomyces violaceusniger Tu 4113                                         Actinomycetes                   NC_015957.1
NEZ59220.1      Pepco               QXHD01000004.1:5371933-5384738          GCA_011009555.1     131.0   MBOAT->assembly_gap->FGS->*Pepco->CASPASE->                                                                                                                         Adonisia turfae CCMR0081                                                    Adonisia                        QXHD01000004.1
MBV8614283.1    Pepco               JAFAMO010000485.1:1-3365                GCA_019233315.1     126.0   FGS->*Pepco->DDE_Tnp_ISL3+HIN-HTH->?->                                                                                                                              Acetobacteraceae bacterium                                                  Alphaproteobacteria             JAFAMO010000485.1
MCB9764137.1    ?                   JACKEV010000014.1:228757-250648         GCA_020632795.1     105.0   ?->*?->GHL10->                                                                                                                                                      Alphaproteobacteria bacterium                                               Alphaproteobacteria             JACKEV010000014.1
MBV8935422.1    Pepco               JAFAUW010000337.1:1-2030                GCA_019243095.1     126.0   FGS->*Pepco->                                                                                                                                                       Alphaproteobacteria bacterium                                               Alphaproteobacteria             JAFAUW010000337.1
WP_166075501.1  Pepco               NZ_CP096255.1:9039476-9068739           GCF_011516635.5     105.0   Citrate_synt->PEP_mutase->*Pepco->MPTase-Lit->                                                                                                                      Bradyrhizobium barranii subsp. apii                                         Alphaproteobacteria             NZ_CP096255.1
WP_195788635.1  Pepco               NZ_CP061378.1:2145600-2156401           GCF_015624485.1     97.0    Cons_hypoth698->macroglobulin-like+CASPASE->*Pepco->                                                                                                                Bradyrhizobium genosp. L                                                    Alphaproteobacteria             NZ_CP061378.1
WP_156436259.1  Pepco               NZ_LJYE01000061.1:7480-25341            GCF_001440015.1     109.0   *Pepco->MPTase-Lit->?->                                                                                                                                             Bradyrhizobium pachyrhizi                                                   Alphaproteobacteria             NZ_LJYE01000061.1
WP_209120322.1  Pepco               NZ_JAGHQP010000016.1:15692-29385        GCF_017744255.1     113.0   Trypsin->*Pepco->                                                                                                                                                   Brevundimonas sp. A19_0                                                     Alphaproteobacteria             NZ_JAGHQP010000016.1
WP_136794048.1  Pepco               NZ_SWAU01000262.1:1-5912                GCF_005096335.1     93.0    CASPASE->*Pepco->PSE->                                                                                                                                              Cereibacter changlensis                                                     Alphaproteobacteria             NZ_SWAU01000262.1
WP_141703080.1  Pepco               NZ_MABH01000137.1:21207-33079           GCF_001720585.1     119.0   CR-Trypsin1->*Pepco->                                                                                                                                               Cereibacter johrii                                                          Alphaproteobacteria             NZ_MABH01000137.1
WP_182304817.1  Pepco               NZ_CP059896.1:2385771-2398979           GCF_014126615.1     118.0   *Pepco->                                                                                                                                                            Ciceribacter thiooxidans                                                    Alphaproteobacteria             NZ_CP059896.1
MAM37090.1      Pepco               NZOF01000008.1:19-7778                  GCA_002695185.1     120.0   PHP+DNA_pol3_alpha+DNA_pol3_finger+HHH_6+N-OB->Trypsin->*Pepco->                                                                                                    Erythrobacter sp.                                                           Alphaproteobacteria             NZOF01000008.1
WP_151972690.1  Pepco               NZ_LR701479.1:600957-609951             GCF_902498745.1     132.0   ?->CR-Trypsin1->*Pepco->                                                                                                                                            Erythrobacter sp. EC-HK427                                                  Alphaproteobacteria             NZ_LR701479.1
MBV8105983.1    Pepco               JAFAHO010000263.1:4212-15289            GCA_019237205.1     107.0   GST_N_2->*Pepco->REC+GerE->                                                                                                                                         Hyphomicrobiales bacterium                                                  Alphaproteobacteria             JAFAHO010000263.1
HBB55316.1      Pepco               DNLB01000102.1:1-5246                   GCA_003488575.1     105.0   ?->PSE->CHAT->*Pepco->Ribosomal_L30->ABhydrolase->                                                                                                                  Hyphomonadaceae bacterium                                                   Alphaproteobacteria             DNLB01000102.1
WP_043918430.1  Pepco               NZ_FZPF01000003.1:369230-376857         GCF_900188045.1     121.0   CR-Trypsin1->*Pepco->                                                                                                                                               Jannaschia aquimarina                                                       Alphaproteobacteria             NZ_FZPF01000003.1
MBF0463417.1    Pepco               JADFYM010000421.1:125-1997              GCA_015233035.1     109.0   UTRA->UbiA->*Pepco->                                                                                                                                                Magnetococcales bacterium                                                   Alphaproteobacteria             JADFYM010000421.1
WP_168557674.1  Pepco               NZ_JAAZQN010000007.1:127755-137734      GCF_012275365.1     128.0   CR-Trypsin1->*Pepco->                                                                                                                                               Novosphingobium sp. SG720                                                   Alphaproteobacteria             NZ_JAAZQN010000007.1
WP_224900193.1  Pepco               NZ_JAIVMC010000007.1:324313-332986      GCF_020177265.1     112.0   ?->Trypsin->*Pepco->                                                                                                                                                Pseudooceanicola marinus                                                    Alphaproteobacteria             NZ_JAIVMC010000007.1
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WP_068112480.1  Pepco               NZ_LNCI01000003.1:292848-305892         GCF_001509585.1     120.0   Acyltransferase->?->*Pepco->                                                                                                                                        Pseudoruegeria marinistellae                                                Alphaproteobacteria             NZ_LNCI01000003.1
WP_235770517.1  Pepco               NZ_JAKGBU010000016.1:52509-62665        GCF_021555155.1     113.0   ?->*Pepco->                                                                                                                                                         Rhizobium alarense                                                          Alphaproteobacteria             NZ_JAKGBU010000016.1
WP_141652436.1  Pepco               NZ_AEYE02000035.1:467520-477900         GCF_000298315.2     123.0   CASPASE+FGS->*Pepco->Glyoxalase->                                                                                                                                   Rhizobium grahamii CCGE 502                                                 Alphaproteobacteria             NZ_AEYE02000035.1
WP_028743482.1  Pepco               NZ_ATYQ01000015.1:7196-18967            GCF_000427765.1     105.0   UbE1->DUF6527->*Pepco->MPTase-Lit->HTH_1+LysR_substrate->                                                                                                           Rhizobium leguminosarum bv. viciae VF39                                     Alphaproteobacteria             NZ_ATYQ01000015.1
WP_208865030.1  Pepco               NZ_FMAF01000016.1:80511-96900           GCF_900094565.1     141.0   ?->CASPASE+FGS->*Pepco->ACYC+FlgO+TPR->                                                                                                                             Rhizobium lusitanum                                                         Alphaproteobacteria             NZ_FMAF01000016.1
WP_139677958.1  ?                   NZ_VDMN01000004.1:403290-418062         GCF_006335145.1     111.0   FAD_binding_5+CO_deh_flav_C->Ald_Xan_dh_C+Ald_Xan_dh_C2->*?->?->PSE->?->                                                                                            Rhizobium smilacinae                                                        Alphaproteobacteria             NZ_VDMN01000004.1
WP_207909747.1  ?                   NZ_SLUQ01000002.1:227113-238634         GCF_004345245.1     135.0   ?->CASPASE+FGS->*?->                                                                                                                                                Rhizobium sp. BK251                                                         Alphaproteobacteria             NZ_SLUQ01000002.1
WP_133711271.1  Pepco               NZ_JACHZQ010000009.1:296954-313352      GCF_014193655.1     109.0   DUF982->PSE->TPR+CHAT->*Pepco->                                                                                                                                     Rhizobium sp. BK313                                                         Alphaproteobacteria             NZ_JACHZQ010000009.1
WP_007824594.1  ?                   NZ_AJWE01000114.1:286445-300927         GCF_000281145.1     137.0   FGGY_N+FGGY_C->CASPASE+FGS->*?->                                                                                                                                    Rhizobium sp. CF142                                                         Alphaproteobacteria             NZ_AJWE01000114.1
WP_138792630.1  ?                   NZ_JACAWV010000023.1:55828-70598        GCF_013390595.1     98.0    Glyco_hydro_28->Glycosyl-hydro-6hairpin->*?->CASPASE+HSP70->                                                                                                        Rhizobium sp. RM                                                            Alphaproteobacteria             NZ_JACAWV010000023.1
WP_210255728.1  Pepco               NZ_JAAZQI010000004.1:395100-411453      GCF_012275345.1     141.0   ?->CASPASE+FGS->*Pepco->ACYC+FlgO+TPR->                                                                                                                             Rhizobium sp. SG570                                                         Alphaproteobacteria             NZ_JAAZQI010000004.1
WP_192731892.1  Pepco               NZ_JADBEC010000002.1:1354520-1369067    GCF_014873945.1     103.0   ?->*Pepco->MPTase-Lit->?->                                                                                                                                          Rhizobium viscosum                                                          Alphaproteobacteria             NZ_JADBEC010000002.1
MBX2855290.1    Pepco               JAHQVS010000163.1:604-12651             GCA_019634215.1     101.0   SurA_N_3+Rotamase_2->Chorismate_bind->*Pepco->                                                                                                                      Rhodobacteraceae bacterium                                                  Alphaproteobacteria             JAHQVS010000163.1
MBI1220246.1    Pepco               WGNF01000014.1:50375-61958              GCA_016124615.1     101.0   *Pepco->                                                                                                                                                            Rhodobacteraceae bacterium                                                  Alphaproteobacteria             WGNF01000014.1
WP_104521539.1  Pepco               NZ_NHRY01000246.1:125-16570             GCF_002937115.1     125.0   ?->CASPASE+FGS->*Pepco->?->                                                                                                                                         Rhodopila globiformis                                                       Alphaproteobacteria             NZ_NHRY01000246.1
WP_148287814.1  Pepco               NZ_BADD01000076.1:5375-10610            GCF_000333455.1     106.0   *Pepco->PSE->                                                                                                                                                       Rhodopseudomonas sp. B29                                                    Alphaproteobacteria             NZ_BADD01000076.1
HAP98863.1      Pepco               DMOP01000066.1:1-4798                   GCA_003457435.1     93.0    *Pepco->YqcI_YcgG->DUF1989->                                                                                                                                        Rhodospirillum rubrum                                                       Alphaproteobacteria             DMOP01000066.1
WP_077291286.1  Pepco               NZ_CP019630.1:2442331-2452176           GCF_001999245.1     99.0    Phage_integrase->CASPASE->*Pepco->PSE->                                                                                                                             Roseibium aggregatum                                                        Alphaproteobacteria             NZ_CP019630.1
WP_167451760.1  Pepco               NZ_JAATOS010000032.1:561-14986          GCF_011806505.1     107.0   T5orf172->CASPASE->*Pepco->PSE->                                                                                                                                    Salipiger sp. HF18                                                          Alphaproteobacteria             NZ_JAATOS010000032.1
PZU88502.1      Pepco               QFQX01000006.1:11181-23691              GCA_003248775.1     110.0   ?->?->*Pepco->DSBH->                                                                                                                                                Shinella sp.                                                                Alphaproteobacteria             QFQX01000006.1
WP_192936262.1  ?                   NZ_CP021819.1:55608-67329               GCF_002197125.1     135.0   ?->CASPASE+FGS->*?->LysM+NLPC->SERAprotease->                                                                                                                       Sinorhizobium meliloti                                                      Alphaproteobacteria             NZ_CP021819.1
MBV9881749.1    Pepco               JAFAZM010000051.1:160-7493              GCA_019239785.1     117.0   ?->CASPASE->*Pepco->RHOD-CDC25+Rhodanese->Cys_Met_Meta_PP->                                                                                                         Sphingomonadaceae bacterium                                                 Alphaproteobacteria             JAFAZM010000051.1
WP_084584643.1  ?                   NZ_BCTR01000112.1:1-4606                GCF_002091475.1     100.0   Arm-DNA-bind_3+Phage_integrase->CASPASE->*?->Ribosomal_L27A->PSE->                                                                                                  Sphingomonas azotifigens NBRC 15497                                         Alphaproteobacteria             NZ_BCTR01000112.1
WP_157973679.1  Pepco               NZ_QMEK01000006.1:245657-257057         GCF_003390845.1     112.0   ?->DUF6441->*Pepco->MPTase-Lit->                                                                                                                                    Tropicimonas sp. IMCC34043                                                  Alphaproteobacteria             NZ_QMEK01000006.1
WP_147850966.1  Pepco               NZ_VDUZ01000048.1:22956-32446           GCF_008039615.1     97.0    AHSA1->FHA+Pro-rich+macroglobulin-like+CASPASE->*Pepco->DUF2442->                                                                                                   Vineibacter terrae                                                          Alphaproteobacteria             NZ_VDUZ01000048.1
WP_162909611.1  Pepco               NZ_BFCB01000002.1:1863792-1879398       GCF_003569045.1     100.0   8TMR-UT+GAF+PAS+GAF+HATPase_c->CASPASE->*Pepco->RecA->IMS+IMS_C->                                                                                                   Aggregatilinea lenta                                                        Anaerolineae                    NZ_BFCB01000002.1
MBE2231957.1    Pepco               JACSRL010000037.1:1-8647                GCA_014879765.1     103.0   Aminotran_5->Peptidase_C11->*Pepco->macroglobulin-like+CASPASE->MutS_I->                                                                                            Anaerolinea sp.                                                             Anaerolineae                    JACSRL010000037.1
NTV36188.1      Pepco               JAAXUT010000157.1:1-3700                GCA_013335895.1     112.0   *Pepco->CASPASE+CHASE2->                                                                                                                                            Anaerolineaceae bacterium                                                   Anaerolineae                    JAAXUT010000157.1
MCB0205340.1    ?                   JAGRBT010000240.1:74-5912               GCA_020433905.1     104.0   Aminotran_5->Peptidase_C11->*?->macroglobulin-like+CASPASE->                                                                                                        Anaerolineae bacterium                                                      Anaerolineae                    JAGRBT010000240.1
MBN1814107.1    Pepco               JAFGGK010000485.1:1-6879                GCA_016930605.1     97.0    DUF1788->?->*Pepco->NERD+STY-kinase->                                                                                                                               Anaerolineae bacterium                                                      Anaerolineae                    JAFGGK010000485.1
MBZ0282487.1    Pepco               JAIOHM010000133.1:45840-53772           GCA_019912965.1     104.0   ?->CASPASE->*Pepco->                                                                                                                                                Anaerolineae bacterium                                                      Anaerolineae                    JAIOHM010000133.1
TEU17019.1      ?                   SOHZ01000249.1:201-8603                 GCA_004377365.1     109.0   ?->CASPASE->*?->                                                                                                                                                    Anaerolineales bacterium                                                    Anaerolineae                    SOHZ01000249.1
MCA9996307.1    ?                   JAGRDK010000282.1:1-6005                GCA_020432745.1     99.0    macroglobulin-like->CHAT->*?->AAA_30+UvrD_C_2->?->                                                                                                                  Anaerolineales bacterium                                                    Anaerolineae                    JAGRDK010000282.1
MCD7789588.1    Pepco               JAJQHC010000155.1:26313-41199           GCA_021199945.1     112.0   CASPASE+APATPase->APATPase+TPR->*Pepco->PRTase+PNPase->Glycos_transf_2->                                                                                            Bacteroides thetaiotaomicron                                                Bacteroidia                     JAJQHC010000155.1
WP_025865891.1  Pepco               NZ_BALJ01000028.1:7299-21888            GCF_000614865.1     101.0   Ribosomal_S16->CASPASE->*Pepco->                                                                                                                                    Prolixibacter bellariivorans JCM 13498                                      Bacteroidia                     NZ_BALJ01000028.1
MBW8331133.1    ?                   JAIBEZ010000020.1:28333-36461           GCA_019459485.1     116.0   *?->MPTase-Lit->?->                                                                                                                                                 Prolixibacteraceae bacterium                                                Bacteroidia                     JAIBEZ010000020.1
WP_213263923.1  Pepco               NZ_CP070977.1:3145143-3161157           GCF_018417535.1     103.0   HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->DUF5677->PSE->*Pepco->MPTase-Lit->                                                                          Burkholderia pyrrocinia                                                     Betaproteobacteria              NZ_CP070977.1
MXN80134.1      Pepco               WUMS01000064.1:233-10589                GCA_009826925.1     103.0   *Pepco->MPTase-Lit->DUF2199->                                                                                                                                       Burkholderia sp. 4701                                                       Betaproteobacteria              WUMS01000064.1
SAL86427.1      Pepco               FCON02000228.1:45-7934                  GCA_001544535.2     107.0   *Pepco->CASPASE+HSP70->                                                                                                                                             Caballeronia choica                                                         Betaproteobacteria              FCON02000228.1
MBN8452913.1    Pepco               JAFLDM010000020.1:62-9222               GCA_017302415.1     94.0    CHAT+TPR-S->TIR+TPR-S+YpsA->*Pepco->Peptidase_C14->TPR-S->                                                                                                          Candidatus Accumulibacter sp.                                               Betaproteobacteria              JAFLDM010000020.1
UGA40231.1      Pepco               CP087586.1:2258443-2270068              GCA_016858245.2     104.0   ParB+RepB->RepB->*Pepco->MPTase-Lit->?->                                                                                                                            Chromobacterium haemolyticum                                                Betaproteobacteria              CP087586.1
MBT9463181.1    Pepco               JADMJO010000003.1:742130-749688         GCA_018780385.1     117.0   CR-Trypsin1->*Pepco->DUF938->TerB->                                                                                                                                 Hydrogenophaga sp.                                                          Betaproteobacteria              JADMJO010000003.1
WP_159595677.1  Pepco               NZ_CP044549.1:5055523-5065453           GCF_009859475.1     113.0   ?->CR-Trypsin1->*Pepco->                                                                                                                                            Hydrogenophaga sp. BPS33                                                    Betaproteobacteria              NZ_CP044549.1
WP_168708597.1  Pepco               NZ_CP039252.1:3801268-3815998           GCF_004795855.1     123.0   Ribosomal_L17->CHAT->*Pepco->                                                                                                                                       Hydrogenophaga sp. PAMC20947                                                Betaproteobacteria              NZ_CP039252.1
MBC7704264.1    Pepco               JACMNV010000349.1:63-9809               GCA_014378355.1     104.0   tRNA->Arm-DNA-bind_3+Phage_integrase->*Pepco->MPTase-Lit->                                                                                                          Rhodoferax sp.                                                              Betaproteobacteria              JACMNV010000349.1
WP_162057904.1  Pepco               NZ_AP018439.1:1226308-1238992           GCF_009937955.1     112.0   DNA_mis_repair+MutL_C->MFS_1->PSE->tRNA->*Pepco->CASPASE+HSP70->?->                                                                                                 Undibacterium sp. KW1                                                       Betaproteobacteria              NZ_AP018439.1
MBT9597076.1    Pepco               JADMKA010000122.1:22726-34137           GCA_018780145.1     110.0   CHAT->*Pepco->SBP_bac_5->                                                                                                                                           Vitreoscilla sp.                                                            Betaproteobacteria              JADMKA010000122.1
MBC7927820.1    ?                   JACMLA010000713.1:192-4020              GCA_014379815.1     117.0   ?->CASPASE->*?->Cation_efflux->?->                                                                                                                                  Bryobacteraceae bacterium                                                   Bryobacterales                  JACMLA010000713.1
RME63060.1      Pepco               RFKB01000424.1:1-2157                   GCA_003694735.1     108.0   ?->PIN->*Pepco->                                                                                                                                                    Caldilineae bacterium                                                       Caldilineae                     RFKB01000424.1
UCH92569.1      Pepco               CP070627.1:5270204-5284244              GCA_020355945.1     112.0   assembly_gap->*Pepco->CASPASE+FGS->                                                                                                                                 Candidatus Aminicenantes bacterium                                          Candidatus Aminicenantes        CP070627.1
UCH93807.1      Pepco               CP070627.1:6996606-7013996              GCA_020355945.1     106.0   DUF418->*Pepco->Tubulin_2+macroglobulin-like+CASPASE->CHAT->                                                                                                        Candidatus Aminicenantes bacterium                                          Candidatus Aminicenantes        CP070627.1
MBV8580152.1    ?                   JAFAMK010000159.1:1-5208                GCA_019233415.1     121.0   Peptidase_S8->*?->                                                                                                                                                  Candidatus Eremiobacteraeota bacterium                                      Candidatus Eremiobacterota      JAFAMK010000159.1
NQU21063.1      Pepco               JABMRB010000306.1:44-13080              GCA_013202865.1     100.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                           Candidatus Nealsonbacteria bacterium                                        Candidatus Nealsonbacteria      JABMRB010000306.1
MBI1925885.1    Pepco               JACOTU010000475.1:1-11446               GCA_016178185.1     97.0    ABC_membrane+ABC_tran->*Pepco->VWA+FGS->CASPASE->                                                                                                                   Candidatus Poribacteria bacterium                                           Candidatus Poribacteria         JACOTU010000475.1
WP_034412545.1  Pepco               NZ_FKIO01001145.1:1-3440                GCF_900079105.1     99.0    DUF3500->DLH->*Pepco->PSE->                                                                                                                                         Candidatus Entotheonella palauensis                                         Candidatus Tectomicrobia        NZ_FKIO01001145.1
WP_212003075.1  Pepco               NZ_CP073766.1:7231301-7240065           GCF_018255755.1     111.0   HMA->CR-Trypsin1->*Pepco->                                                                                                                                          Chitinophaga sp. HK235                                                      Chitinophagia                   NZ_CP073766.1
NOZ46842.1      Pepco               JAADFW010000153.1:232-6754              GCA_013152655.1     105.0   ?->*Pepco->URI+DUF4357->AAA_21->                                                                                                                                    Chlorobiota bacterium                                                       Chlorobiota                     JAADFW010000153.1
TME10506.1      Pepco               VBHI01000106.1:2254-7828                GCA_005881495.1     101.0   *Pepco->                                                                                                                                                            Chloroflexi bacterium                                                       Chloroflexi                     VBHI01000106.1
MBI3958118.1    Pepco               JACQGT010000176.1:108-3957              GCA_016199425.1     113.0   ?->PIN->*Pepco->                                                                                                                                                    Chloroflexi bacterium                                                       Chloroflexi                     JACQGT010000176.1
MBI3242349.1    Pepco               JACPWC010000055.1:119-5452              GCA_016197225.1     113.0   DUF4386->?->*Pepco->?->                                                                                                                                             Chloroflexi bacterium                                                       Chloroflexi                     JACPWC010000055.1
MBI3942482.1    Peptidase_C11+Pepco JACQGR010000135.1:7463-27820            GCA_016199465.1     987.0   *Peptidase_C11+Pepco->Peptidase_M17_N+CASPASE+macroglobulin-like->CHAT->                                                                                            Chloroflexi bacterium                                                       Chloroflexi                     JACQGR010000135.1
OLD63653.1      Pepco               MNIG01000028.1:1-8026                   GCA_001919645.1     107.0   PSE->CHAT->*Pepco->                                                                                                                                                 Chloroflexi bacterium 13_1_20CM_50_12                                       Chloroflexi                     MNIG01000028.1
NJL84645.1      Pepco               JAAUTE010000330.1:172-3565              GCA_012031815.1     126.0   *Pepco->PSE->                                                                                                                                                       Chloroflexaceae bacterium                                                   Chloroflexia                    JAAUTE010000330.1
MBK9711944.1    Pepco               JADKFS010000001.1:2950567-2968454       GCA_016717335.1     104.0   ?->HSP70->*Pepco->                                                                                                                                                  Kouleothrix sp.                                                             Chloroflexia                    JADKFS010000001.1
MBR3487100.1    Pepco               JAFWQN010000034.1:24143-41053           GCA_017509025.1     99.0    *Pepco->CASPASE->                                                                                                                                                   Clostridia bacterium                                                        Clostridia                      JAFWQN010000034.1
WP_110322752.1  Pepco               NZ_QJKD01000004.1:274965-288642         GCF_003201875.1     107.0   *Pepco->CASPASE+HSP70->HxxxH+tRNA-synt_2b+HGTP_anticodon->                                                                                                          Hungatella effluvii                                                         Clostridia                      NZ_QJKD01000004.1
WP_227145249.1  Pepco               NZ_JAJCIC010000003.1:159080-170903      GCF_020554865.1     112.0   CR-ATPase8+CR-REase7->PSE->AAA_14+DUF4143->*Pepco->Peptidase_C14+HSP70->CBAH->                                                                                      Lacrimispora sp. 210928-DFI.3.58                                            Clostridia                      NZ_JAJCIC010000003.1
WP_080062640.1  Pepco               NZ_MZGX01000001.1:143667-152218         GCF_002051585.1     107.0   DUF2971->adh_short->*Pepco->MPTase-Lit->                                                                                                                            Ruminiclostridium hungatei                                                  Clostridia                      NZ_MZGX01000001.1
WP_085268855.1  Pepco               NZ_AP022614.1:438179-450033             GCF_010730575.1     131.0   35exo->tRNA->*Pepco->                                                                                                                                               Mycobacterium parmense                                                      Corynebacteriales               NZ_AP022614.1
WP_067118869.1  Pepco               NZ_LZIR01000123.1:146270-158083         GCF_001667035.1     112.0   ?->*Pepco->                                                                                                                                                         Mycobacterium sp. 852002-51057_SCH5723018                                   Corynebacteriales               NZ_LZIR01000123.1
WP_233017934.1  Pepco               NZ_CP089214.1:110580-122154             GCF_021183625.1     115.0   ?->CASPASE->*Pepco->                                                                                                                                                Nocardia asteroides                                                         Corynebacteriales               NZ_CP089214.1
MBD1866175.1    Pepco               JACJOC010000016.1:45731-57390           GCA_014695345.1     117.0   *Pepco->CASPASE+KAR9->?->                                                                                                                                           Cyanobacteria bacterium FACHB-471                                           Cyanobacteria                   JACJOC010000016.1
MBJ7900337.1    Pepco               WGLZ01000054.1:364-10224                GCA_016471375.1     123.0   *Pepco->CASPASE+FGS->                                                                                                                                               Cyanobacteria bacterium RI_101                                              Cyanobacteria                   WGLZ01000054.1
NJO78426.1      Pepco               JAAUQT010000039.1:30-16339              GCA_012033495.1     120.0   DUF4126->Uma2->*Pepco->PSE->FGS->                                                                                                                                   Cyanobacteria bacterium RM1_2_2                                             Cyanobacteria                   JAAUQT010000039.1
NJO41329.1      Pepco               JAAUSF010000046.1:20717-26203           GCA_012033255.1     109.0   ?->DUF4258->*Pepco->CASPASE->ABhydrolase->                                                                                                                          Cyanobacteria bacterium RU_5_0                                              Cyanobacteria                   JAAUSF010000046.1
MBP0016517.1    Pepco               JAGHZQ010000016.1:19660-27233           GCA_017746715.1     139.0   Thermonuclease->*Pepco->CASPASE+TonB_N+GUN4->                                                                                                                       Cyanobacteria bacterium SBLK                                                Cyanobacteria                   JAGHZQ010000016.1
MBO9999750.1    Pepco               JAGHZP010000065.1:1809-14414            GCA_017746755.1     137.0   ?->*Pepco->CASPASE+FGS->?->                                                                                                                                         Cyanobacteria bacterium SID2                                                Cyanobacteria                   JAGHZP010000065.1
HBL14865.1      Pepco               DNZA01000781.1:1-4200                   GCA_003504865.1     108.0   *Pepco->CASPASE->                                                                                                                                                   Cyanobacteria bacterium UBA11162                                            Cyanobacteria                   DNZA01000781.1
HAZ45245.1      Pepco               DNGJ01000194.1:195-3409                 GCA_003486305.1     124.0   PSE->*Pepco->CASPASE+HTH+FGS->                                                                                                                                      Cyanobacteria bacterium UBA11371                                            Cyanobacteria                   DNGJ01000194.1
HAX76711.1      Pepco               DNGG01000254.1:1-3496                   GCA_003486675.1     126.0   DUF4258->?->*Pepco->CASPASE+HTH+FGS->                                                                                                                               Cyanobacteria bacterium UBA11372                                            Cyanobacteria                   DNGG01000254.1
HAA28918.1      Pepco               DLUV01000290.1:782-6654                 GCA_003444555.1     125.0   *Pepco->CASPASE+FGS->assembly_gap->                                                                                                                                 Cyanobacteria bacterium UBA8553                                             Cyanobacteria                   DLUV01000290.1
NJK51614.1      Pepco               JAAUUY010000003.1:2080-9157             GCA_012030915.1     118.0   DUF6431->?->PSE->*Pepco->Zn_Tnp_IS1+DDE_Tnp_IS1->                                                                                                                   Leptolyngbyaceae cyanobacterium SU_3_3                                      Cyanobacteria                   JAAUUY010000003.1
NJK52107.1      Pepco               JAAUUY010000047.1:127-8644              GCA_012030915.1     122.0   *Pepco->CASPASE->?->                                                                                                                                                Leptolyngbyaceae cyanobacterium SU_3_3                                      Cyanobacteria                   JAAUUY010000047.1
PSN16998.1      Pepco               PYER01000001.1:73464-84659              GCA_003017855.1     71.0    ?->HSP70->*Pepco->                                                                                                                                                  filamentous cyanobacterium CCT1                                             Cyanobacteria                   PYER01000001.1
PSB51750.1      Pepco               PVWI01000060.1:90-8819                  GCA_003003725.1     136.0   PSE->DUF433->DUF5615->*Pepco->CASPASE->DUF4926->                                                                                                                    filamentous cyanobacterium Phorm 6                                          Cyanobacteria                   PVWI01000060.1
PSB41560.1      Pepco               PVWI01000333.1:1-5969                   GCA_003003725.1     117.0   *Pepco->CASPASE+FGS->                                                                                                                                               filamentous cyanobacterium Phorm 6                                          Cyanobacteria                   PVWI01000333.1
WP_190387693.1  Pepco               NZ_JACJRO010000045.1:4298-18706         GCF_014697315.1     134.0   tRNA-synt_2b+YBAK+tRNA-synt_2b+HGTP_anticodon->*Pepco->CASPASE+FGS->                                                                                                Aphanizomenon flos-aquae FACHB-1171                                         Cyanophyceae                    NZ_JACJRO010000045.1
WP_124978568.1  Pepco               NZ_BDQK01000016.1:139491-153683         GCF_003864295.1     117.0   AhpC-TSA->CarboxypepD-reg-IG->*Pepco->PSE->                                                                                                                         Aphanothece sacrum FPU1                                                     Cyanophyceae                    NZ_BDQK01000016.1
WP_144053802.1  Pepco               NZ_KB235958.1:2687809-2701149           GCF_000332355.1     200.0   *Pepco->CASPASE+FGS->AAA_33->                                                                                                                                       Baaleninema simplex PCC 7105                                                Cyanophyceae                    NZ_KB235958.1
WP_190538820.1  Pepco               NZ_JACJQG010000004.1:83981-95828        GCF_014696435.1     129.0   *Pepco->?->PSE->?->                                                                                                                                                 Calothrix anomala FACHB-343                                                 Cyanophyceae                    NZ_JACJQG010000004.1
WP_095722123.1  Pepco               NZ_NTFS01000126.1:7335-15816            GCF_002289455.1     141.0   *Pepco->ADH_N+ADH_zinc_N->Glyco_transf_4+Glycos_transf_1->                                                                                                          Calothrix elsteri CCALA 953                                                 Cyanophyceae                    NZ_NTFS01000126.1
WP_190628905.1  Pepco               NZ_JACJQF010000004.1:67404-78072        GCF_014696495.1     143.0   *Pepco->CASPASE+DUF4670+FGS->                                                                                                                                       Calothrix sp. FACHB-168                                                     Cyanophyceae                    NZ_JACJQF010000004.1
BAZ38140.1      Pepco               AP018280.1:1406616-1418863              GCA_004296455.1     129.0   *Pepco->CASPASE+FGS->Phycobilisome->                                                                                                                                Calothrix sp. NIES-4101                                                     Cyanophyceae                    AP018280.1
BDA74241.1      Pepco               AP025018.1:9676228-9687657              GCA_019977735.1     130.0   *Pepco->CASPASE->                                                                                                                                                   Calothrix sp. PCC 7716                                                      Cyanophyceae                    AP025018.1
WP_069968268.1  Pepco               NZ_JACJQZ010000009.1:7090-20688         GCF_014696935.1     133.0   FGS->*Pepco->CASPASE+FGS->DUF1963->                                                                                                                                 Desertifilum sp. FACHB-1129                                                 Cyanophyceae                    NZ_JACJQZ010000009.1
WP_071518754.1  Pepco               NZ_LNDC01000188.1:1611-13363            GCF_001870905.1     132.0   DUF3352->ZnR+CR-Kinase+GUN4->*Pepco->YiaAB->                                                                                                                        Geitlerinema sp. PCC 9228                                                   Cyanophyceae                    NZ_LNDC01000188.1
WP_012598454.1  Pepco               NC_011729.1:1150654-1158223             GCF_000021825.1     117.0   *Pepco->CASPASE+GUN4->                                                                                                                                              Gloeothece citriformis PCC 7424                                             Cyanophyceae                    NC_011729.1
WP_012598075.1  Pepco               NC_011729.1:730151-743811               GCF_000021825.1     130.0   *Pepco->CASPASE+FGS->DUF2993->                                                                                                                                      Gloeothece citriformis PCC 7424                                             Cyanophyceae                    NC_011729.1
WP_039754658.1  Pepco               NZ_JTCM02000011.1:34701-48401           GCF_000817785.2     143.0   *Pepco->CASPASE+PspA+FGS->ABC2_membrane->                                                                                                                           Hassallia byssoidea VB512170                                                Cyanophyceae                    NZ_JTCM02000011.1
WP_224342409.1  ?                   NZ_CP083582.1:7175469-7187020           GCF_020091585.1     124.0   *?->CASPASE+GUN4->DUF433->                                                                                                                                          Kovacikia minuta CCNUW1                                                     Cyanophyceae                    NZ_CP083582.1
WP_233747895.1  Pepco               NZ_CP075171.1:1500796-1511039           GCF_021379005.1     125.0   ?->PUA_2+ATP-sulfurylase->*Pepco->CASPASE+FGS->                                                                                                                     Leptodesmis sichuanensis A121                                               Cyanophyceae                    NZ_CP075171.1
WP_233748544.1  Pepco               NZ_CP075171.1:2290302-2302295           GCF_021379005.1     110.0   *Pepco->Peptidase_C14+GUN4->                                                                                                                                        Leptodesmis sichuanensis A121                                               Cyanophyceae                    NZ_CP075171.1
WP_204150611.1  Pepco               NZ_JACSWB010000134.1:1-22611            GCF_016888135.1     104.0   ?->?->PSE->*Pepco->CASPASE->SNF+GBP_C->                                                                                                                             Leptolyngbya sp. CCY15150                                                   Cyanophyceae                    NZ_JACSWB010000134.1
WP_204153018.1  Pepco               NZ_JACSWB010000208.1:9041-21630         GCF_016888135.1     98.0    ?->PSE->CASPASE->*Pepco->                                                                                                                                           Leptolyngbya sp. CCY15150                                                   Cyanophyceae                    NZ_JACSWB010000208.1
WP_190341181.1  Pepco               NZ_JACJPG010000207.1:297-6902           GCF_014695955.1     122.0   *Pepco->SNARE_assoc->                                                                                                                                               Leptolyngbya sp. FACHB-36                                                   Cyanophyceae                    NZ_JACJPG010000207.1
EKU99786.1      Pepco               JH993797.1:828096-840927                GCA_000316115.1     100.0   *Pepco->Peptidase_C14+iHD->                                                                                                                                         Leptolyngbya sp. PCC 7375                                                   Cyanophyceae                    JH993797.1
WP_215617158.1  ?                   NZ_JADOER010000004.1:206515-215519      GCF_018739865.1     67.0    *?->                                                                                                                                                                Leptothoe kymatousa TAU-MAC 1615                                            Cyanophyceae                    NZ_JADOER010000004.1
WP_215619684.1  Pepco               NZ_JADOER010000017.1:13374-30536        GCF_018739865.1     103.0   PSE->CASPASE->*Pepco->?->                                                                                                                                           Leptothoe kymatousa TAU-MAC 1615                                            Cyanophyceae                    NZ_JADOER010000017.1
WP_048895319.1  Pepco               NZ_FO818640.1:5964821-5980331           GCF_000973065.1     118.0   PDZ+Peptidase_S41->SLH->*Pepco->PSE->RVT_N+RVT+GIIM+HNH->CCDC158->                                                                                                  Limnospira indica PCC 8005                                                  Cyanophyceae                    NZ_FO818640.1
WP_192219027.1  Pepco               NZ_JACJNU010000036.1:93901-105064       GCF_014849525.1     119.0   PMSR->PSE->*Pepco->CASPASE+HTH+FGS->                                                                                                                                Microcoleus sp. FACHB-SPT15                                                 Cyanophyceae                    NZ_JACJNU010000036.1
WP_072925804.1  Pepco               NZ_MOLZ01000071.1:15161-23483           GCF_001895325.1     121.0   Lyase_1+ASL_C2->NUDIX->*Pepco->CASPASE+FGS->?->                                                                                                                     Microcystis aeruginosa CHAOHU 1326                                          Cyanophyceae                    NZ_MOLZ01000071.1
WP_190521308.1  Pepco               NZ_JACJPQ010000013.1:211306-225156      GCF_014696165.1     123.0   ?->Uma2->*Pepco->CASPASE+FGS->                                                                                                                                      Nodosilinea sp. FACHB-13                                                    Cyanophyceae                    NZ_JACJPQ010000013.1
WP_181928624.1  Pepco               NZ_CP054698.1:5582743-5595352           GCF_014023275.1     138.0   *Pepco->DUF4388+Response_reg->23S_rRNA_IVP->                                                                                                                        Nostoc edaphicum CCNP1411                                                   Cyanophyceae                    NZ_CP054698.1
WP_190710652.1  Pepco               NZ_JACJRV010000122.1:2478-8085          GCF_014697475.1     125.0   *Pepco->CASPASE->?->                                                                                                                                                Nostoc sp. FACHB-152                                                        Cyanophyceae                    NZ_JACJRV010000122.1
WP_010997378.1  Pepco               NC_003272.1:3890297-3902187             GCF_000009705.1     131.0   *Pepco->Peptidase_C14+FGS->?->                                                                                                                                      Nostoc sp. PCC 7120 = FACHB-418                                             Cyanophyceae                    NC_003272.1
WP_190714428.1  Pepco               NZ_JACJSM010000004.1:154117-161884      GCF_014698145.1     126.0   HATPase_c_2->RHOD-CDC25+Rhodanese->*Pepco->CASPASE->                                                                                                                Oscillatoria sp. FACHB-1406                                                 Cyanophyceae                    NZ_JACJSM010000004.1
WP_190577820.1  Pepco               NZ_JACJQY010000010.1:99648-110059       GCF_014696925.1     132.0   ?->Uma2->*Pepco->?->CASPASE+GUN4->                                                                                                                                  Pseudanabaena sp. FACHB-1050                                                Cyanophyceae                    NZ_JACJQY010000010.1
WP_190578511.1  Pepco               NZ_JACJQY010000018.1:49363-61322        GCF_014696925.1     119.0   *Pepco->CASPASE+FGS->Uma2->                                                                                                                                         Pseudanabaena sp. FACHB-1050                                                Cyanophyceae                    NZ_JACJQY010000018.1
WP_190350101.1  Pepco               NZ_JACJPY010000012.1:58862-69909        GCF_014696345.1     129.0   zf-ACC+Carboxyl_trans->DUF1230->*Pepco->CASPASE+FGS->?->                                                                                                            Pseudanabaena sp. FACHB-1277                                                Cyanophyceae                    NZ_JACJPY010000012.1
WP_190350165.1  Pepco+GUN4          NZ_JACJPY010000013.1:43166-59958        GCF_014696345.1     196.0   OB_RNB+CSD2+RNASEII+S1->Voltage_CLC+CBS->*Pepco+GUN4->HPT+GUN4->DUF3352->                                                                                           Pseudanabaena sp. FACHB-1277                                                Cyanophyceae                    NZ_JACJPY010000013.1
WP_190397470.1  Pepco               NZ_JACJQA010000003.1:113082-122143      GCF_014696355.1     133.0   *Pepco->?->?->                                                                                                                                                      Pseudanabaena sp. FACHB-1998                                                Cyanophyceae                    NZ_JACJQA010000003.1
WP_190397565.1  Pepco               NZ_JACJQA010000003.1:215418-226341      GCF_014696355.1     126.0   sGTP+DUF697->*Pepco->PSE->FGS->Uma2->                                                                                                                               Pseudanabaena sp. FACHB-1998                                                Cyanophyceae                    NZ_JACJQA010000003.1
WP_190402662.1  Pepco+GUN4          NZ_JACJQB010000008.1:79964-94289        GCF_014696385.1     198.0   OB_RNB+CSD2+RNASEII+S1->Voltage_CLC+CBS->*Pepco+GUN4->HPT->DUF3352->                                                                                                Pseudanabaena sp. FACHB-723                                                 Cyanophyceae                    NZ_JACJQB010000008.1
BAZ91013.1      Pepco               AP018317.1:2754009-2763937              GCA_002368135.1     149.0   *Pepco->CASPASE+GUN4+GUN4->                                                                                                                                         Raphidiopsis curvata NIES-932                                               Cyanophyceae                    AP018317.1
WP_155747666.1  Pepco               NZ_WJFC01000062.1:41665-58702           GCF_009725235.1     112.0   DDE_3->Peptidase_C11->*Pepco->CASPASE+nSTAND1+ABhydrolase+CASPASE->CASPASE->                                                                                        Scytonema sp. UIC 10036                                                     Cyanophyceae                    NZ_WJFC01000062.1
MBW4543468.1    Pepco               JAHHIF010000003.1:223343-230050         GCA_019358875.1     135.0   *Pepco->CASPASE+GUN4->?->                                                                                                                                           Symplocastrum torsivum CPER-KK1                                             Cyanophyceae                    JAHHIF010000003.1
WP_190639300.1  Pepco               NZ_JACJPF010000094.1:1-8160             GCF_014695915.1     125.0   PSE->*Pepco->CASPASE+FGS->                                                                                                                                          Trichocoleus sp. FACHB-40                                                   Cyanophyceae                    NZ_JACJPF010000094.1
WP_190450650.1  Pepco               NZ_JACJOS010000013.1:444-5202           GCF_014695675.1     119.0   *Pepco->CASPASE+GUN4->?->                                                                                                                                           Trichocoleus sp. FACHB-69                                                   Cyanophyceae                    NZ_JACJOS010000013.1
WP_190455308.1  Pepco               NZ_JACJOS010000068.1:1-8775             GCF_014695675.1     135.0   *Pepco->CASPASE+GUN4->                                                                                                                                              Trichocoleus sp. FACHB-69                                                   Cyanophyceae                    NZ_JACJOS010000068.1
WP_200974844.1  Pepco               NZ_AP024154.1:849079-860133             GCF_015533855.1     113.0   Terminase_2->CASPASE->*Pepco->REase+ResIII+EcoEI_R_C->DUF6161->                                                                                                     Echinicola sp. 20G                                                          Cytophagia                      NZ_AP024154.1
WP_208501010.1  Pepco               NZ_JAGFMD010000001.1:569517-583507      GCF_017592825.1     111.0   *Pepco->CASPASE->Memo->                                                                                                                                             Roseivirga sp. E12                                                          Cytophagia                      NZ_JAGFMD010000001.1
MVM36536.1      Pepco               WPIM01000001.1:128086-138842            GCA_009754885.1     107.0   ?->CR-Trypsin1->*Pepco->                                                                                                                                            Spirosoma telluris                                                          Cytophagia                      WPIM01000001.1
KPA15923.1      Pepco               JPDT01001029.1:191-4626                 GCA_001292585.1     106.0   AAA-ATPase_like+PDDEXK_9->*Pepco->VWA->                                                                                                                             Candidatus Magnetomorum sp. HK-1                                            Deltaproteobacteria             JPDT01001029.1
MBW2293688.1    Pepco               JAFDEL010000432.1:1-5433                GCA_019310405.1     105.0   *Pepco->MPTase-Lit->MPTase-Lit->                                                                                                                                    Deltaproteobacteria bacterium                                               Deltaproteobacteria             JAFDEL010000432.1
MBV8136400.1    Pepco               JAFAHS010000227.1:16661-29532           GCA_019237115.1     111.0   ?->?->*Pepco->                                                                                                                                                      Deltaproteobacteria bacterium                                               Deltaproteobacteria             JAFAHS010000227.1
HAO20919.1      Pepco               DMPH01000227.1:1-3532                   GCA_003456735.1     102.0   *Pepco->VWA->                                                                                                                                                       Desulfobacteraceae bacterium                                                Deltaproteobacteria             DMPH01000227.1
WP_136814891.1  Pepco               NZ_SWCM01000011.1:161227-182851         GCF_005116645.1     111.0   Sortilin-Vps10->?->*Pepco->CASPASE+CHASE2->FecR+PASTA+PASTA+PASTA+PASTA+PASTA->                                                                                     Desulfopila sp. IMCC35006                                                   Deltaproteobacteria             NZ_SWCM01000011.1
CAB1081486.1    Pepco               CACVKV010003419.1:170-3569              GCA_902749705.1     118.0   *Pepco->                                                                                                                                                            Olavius algarvensis Delta 1 endosymbiont                                    Deltaproteobacteria             CACVKV010003419.1
OPY72632.1      Pepco               MVRS01000244.1:38251-47912              GCA_002067975.1     108.0   tRNA->?->*Pepco->?->RADICAL-SAM->                                                                                                                                   Syntrophorhabdus sp. PtaU1.Bin058                                           Deltaproteobacteria             MVRS01000244.1
WP_148542962.1  Pepco               NZ_VSDQ01000679.1:393686-403682         GCF_008085455.1     104.0   ?->CASPASE->*Pepco->                                                                                                                                                Seonamhaeicola marinus                                                      Flavobacteriia                  NZ_VSDQ01000679.1
NQZ11175.1      Pepco               JABSOG010000652.1:1-5001                GCA_013216025.1     108.0   ?->*Pepco->                                                                                                                                                         Algicola sp.                                                                Gammaproteobacteria             JABSOG010000652.1
OQY51222.1      Pepco               NBMI01000153.1:21571-38183              GCA_002085445.1     108.0   *Pepco->?->VWA+iSvmX1+FGS->                                                                                                                                         Beggiatoa sp. 4572_84                                                       Gammaproteobacteria             NBMI01000153.1
MCB2263937.1    Pepco               JAIZWN010000684.1:466-9585              GCA_020443945.1     95.0    ?->SAM_adeno_trans->*Pepco->                                                                                                                                        Candidatus Thiosymbion ectosymbiont of Robbea hypermnestra                  Gammaproteobacteria             JAIZWN010000684.1
WP_133512266.1  Pepco               NZ_JAAEFD010000130.1:257-10408          GCF_011392785.1     99.0    *Pepco->BetaPropeller->?->                                                                                                                                          Candidatus Thiosymbion oneisti                                              Gammaproteobacteria             NZ_JAAEFD010000130.1
WP_210226587.1  Pepco               NZ_CP072800.1:3239072-3248343           GCF_017901155.1     92.0    *Pepco->?->VWA->                                                                                                                                                    Candidatus Thiothrix anitrata                                               Gammaproteobacteria             NZ_CP072800.1
MBU0657057.1    Pepco               JAHJAI010000120.1:139750-151952         GCA_018813855.1     116.0   CASPASE->AAA_5->*Pepco->                                                                                                                                            Gammaproteobacteria bacterium                                               Gammaproteobacteria             JAHJAI010000120.1
NIW44189.1      Pepco               JAABXG010000363.1:75-3399               GCA_011776455.1     116.0   TCAD9->REC+CASPASE->*Pepco->                                                                                                                                        Gammaproteobacteria bacterium                                               Gammaproteobacteria             JAABXG010000363.1
BBI70524.2      Pepco               AP019517.2:326910-337094                GCA_007163885.2     113.0   ?->?->*Pepco->?->?->                                                                                                                                                Halomonas axialensis                                                        Gammaproteobacteria             AP019517.2
WP_206477930.1  Pepco               NZ_JABFAT010000002.1:319-8447           GCF_017168345.1     129.0   ?->*Pepco->?->                                                                                                                                                      Halomonas sp. KRD171                                                        Gammaproteobacteria             NZ_JABFAT010000002.1
WP_089038020.1  Pepco               NZ_CP022286.1:989998-1002114            GCF_002216165.1     106.0   T5orf172->?->*Pepco->MPTase-Lit->ATP-synt_ab->                                                                                                                      Halomonas sp. N3-2A                                                         Gammaproteobacteria             NZ_CP022286.1
WP_232692562.1  Pepco               NZ_JAJRKE010000005.1:40796-48663        GCF_021262465.1     103.0   TraG-D_C->DUF4400->*Pepco->MPTase-Lit->Plasmid_RAQPRD->                                                                                                             Klebsiella variicola subsp. variicola                                       Gammaproteobacteria             NZ_JAJRKE010000005.1
WP_067293698.1  Pepco               NZ_BCNS01000125.1:104-7640              GCF_001528745.1     112.0   ?->CHAT->*Pepco->                                                                                                                                                   Marinobacterium profundum                                                   Gammaproteobacteria             NZ_BCNS01000125.1
WP_221592938.1  Pepco               NZ_JAIGPS010000003.1:148117-162202      GCF_019719225.1     107.0   *Pepco->MPTase-Lit->                                                                                                                                                Pseudomonas cichorii                                                        Gammaproteobacteria             NZ_JAIGPS010000003.1
MBA0241609.1    Pepco               RATW01000001.1:267920-280106            GCA_013463975.1     67.0    *Pepco->MPTase-Lit->                                                                                                                                                Stenotrophomonas maltophilia                                                Gammaproteobacteria             RATW01000001.1
WP_142234715.1  Pepco                                                       GCF_006716455.1     116.0   ?->CR-Trypsin1->*Pepco->                                                                                                                                            Stenotrophomonas maltophilia                                                Gammaproteobacteria             
WP_152906899.1  Pepco               NZ_JUPB01000187.1:12239-24004           GCF_001075245.1     102.0   *Pepco->MPTase-Lit->                                                                                                                                                Stenotrophomonas maltophilia                                                Gammaproteobacteria             NZ_JUPB01000187.1
WP_015280889.1  Pepco               NC_019940.1:2190506-2203337             GCF_000327045.1     143.0   Polysacc_deac_1->PhdYeFM_antitox->*Pepco->REase+SF2-DUF3427A+VIR_N+EcoEI_R_C->HsdM_N+N6_Mtase->                                                                     Thioflavicoccus mobilis 8321                                                Gammaproteobacteria             NC_019940.1
WP_207252828.1  Pepco               NZ_JAFMPM010000008.1:1105923-1119305    GCF_017349355.1     111.0   CASPASE+RFC-AAA->AAA_5->*Pepco->UvrD-helicase+UvrD_C+PDDEXK_1->                                                                                                     Thiothrix fructosivorans                                                    Gammaproteobacteria             NZ_JAFMPM010000008.1
HHL18723.1      Pepco               DRMA01000096.1:284-7548                 GCA_011375245.1     127.0   Aconitase_B_N+Aconitase_2_N+Aconitase->*Pepco->                                                                                                                     Thiothrix sp.                                                               Gammaproteobacteria             DRMA01000096.1
EII2404735.1    Pepco               ABDDWT010000024.1:62484-77094           GCA_020407245.1     103.0   *Pepco->Subtilisin->NA37->                                                                                                                                          Vibrio parahaemolyticus                                                     Gammaproteobacteria             ABDDWT010000024.1
WP_140321540.1  Pepco               NZ_NNHO01000022.1:7514-20493            GCF_006371685.1     105.0   *Pepco->Subtilisin->                                                                                                                                                Vibrio parahaemolyticus                                                     Gammaproteobacteria             NZ_NNHO01000022.1
WP_129152791.1  Pepco               NZ_AOCL01000006.1:8784-23360            GCF_000347495.1     105.0   DUF5062->YcxB->*Pepco->Subtilisin->AAA_11+AAA_12->                                                                                                                  Vibrio parahaemolyticus PCV08-7                                             Gammaproteobacteria             NZ_AOCL01000006.1
WP_049433520.1  Pepco               NZ_CAJYWE010000026.1:98241-108553       GCF_913778425.1     102.0   *Pepco->MPTase-Lit->                                                                                                                                                uncultured Stenotrophomonas sp.                                             Gammaproteobacteria             NZ_CAJYWE010000026.1
MBI3790920.1    Pepco               JACQES010000167.1:719-7535              GCA_016200495.1     147.0   CarboxypepD_reg->Phage_int_SAM_4+Phage_integrase->*Pepco->                                                                                                          Gemmatimonadetes bacterium                                                  Gemmatimonadetes                JACQES010000167.1
DAZ22129.1      Pepco               BK026087.1:18127-24638                  BK026087.1          117.0   Phage_holin_4_1->NLPC+PG_binding_1->*Pepco->MPTase-Lit->?->                                                                                                         Caudoviricetes sp.                                                          Heunggongvirae                  BK026087.1
OGU95724.1      Pepco               MHAN01000031.1:1997-13998               GCA_001802975.1     113.0   ?->*Pepco->Resolvase+Recombinase+Zn_ribbon_recom+SLATT->                                                                                                            Ignavibacteria bacterium RIFOXYA2_FULL_35_10                                Ignavibacteria                  MHAN01000031.1
MCB0744088.1    Pepco               JAGQWE010000450.1:1-2595                GCA_020437615.1     101.0   ?->CASPASE->*Pepco->?->                                                                                                                                             Ignavibacteriae bacterium                                                   Ignavibacteriae                 JAGQWE010000450.1
MBT7162986.1    Pepco                                                       JABHKM010000584.1   89.0    *Pepco->BetaPropeller+HEAT_2->                                                                                                                                      Victivallales bacterium                                                     Lentisphaeria                   
WP_048081646.1  Pepco               NZ_JAPVER010000020.1:260115-270141      GCF_027110435.1     121.0   *Pepco->tRNA->                                                                                                                                                      Methanobacterium veterum                                                    Methanomada group               NZ_JAPVER010000020.1
NJL63703.1      Pepco                                                       GCA_012031725.1     129.0   Epimerase->*Pepco->CASPASE->?->                                                                                                                                     Methylacidiphilales bacterium                                               Methylacidiphilae               
WP_144785402.1  Pepco               NZ_VEAQ01000002.1:585971-598720         GCF_007673975.1     118.0   Aminotran_1_2->*Pepco->                                                                                                                                             Microbacterium sp. BH-3-3-3                                                 Micrococcales                   NZ_VEAQ01000002.1
WP_113681239.1  Pepco                                                       GCF_013410135.1     117.0   CR-Trypsin1->*Pepco->                                                                                                                                               Microbacterium sp. JAI119                                                   Micrococcales                   
WP_015624430.1  Pepco               NC_021191.1:7273641-7288542             GCF_000389965.1     111.0   TPR_12+FAM70->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->GGDEF->                                                                                 Actinoplanes sp. N902-109                                                   Micromonosporales               NC_021191.1
WP_217396312.1  Pepco               NZ_JAHRCY010000004.1:546920-560611      GCF_019083965.1     108.0   MFS_1->?->*Pepco->CASPASE+HSP70->?->                                                                                                                                Catellatospora tritici                                                      Micromonosporales               NZ_JAHRCY010000004.1
WP_217396312.1  Pepco               NZ_JAHRCY010000005.1:266255-281240      GCF_019083965.1     108.0   MFS_1->?->*Pepco->CASPASE+HSP70->?->                                                                                                                                Catellatospora tritici                                                      Micromonosporales               NZ_JAHRCY010000005.1
WP_225257001.1  Pepco               NZ_JAIWNC010000017.1:138803-154469      GCF_020216025.1     113.0   Epsilon2AT->PSE->*Pepco->PSE->HSP70->PSE->                                                                                                                          Jidongwangia harbinensis                                                    Micromonosporales               NZ_JAIWNC010000017.1
WP_147458780.1  Pepco               NZ_RCVJ01000090.1:5964-19328            GCF_003667505.1     98.0    ncRNA->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                               Micromonospora sp. BL4                                                      Micromonosporales               NZ_RCVJ01000090.1
WP_197087834.1  Pepco               NZ_KQ058837.1:4659-16782                GCF_000982955.1     110.0   *Pepco->Peptidase_C14+HSP70->                                                                                                                                       Micromonospora sp. HK10                                                     Micromonosporales               NZ_KQ058837.1
PTA44882.1      ?                   PYPS01000021.1:90105-104590             GCA_003027925.1     94.0    *?->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                     Micromonospora sp. RP3T                                                     Micromonosporales               PYPS01000021.1
WP_203150013.1  Pepco               NZ_JAEVHL010000111.1:93-14033           GCF_016803395.1     92.0    *Pepco->CASPASE+iHD+HSP90->                                                                                                                                         Micromonospora sp. STR1s_6                                                  Micromonosporales               NZ_JAEVHL010000111.1
MBN1174179.1    ?                   JAFGOK010000637.1:1-5765                GCA_016926535.1     109.0   *?->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH->wHTH+wHTH->                                                                                                                   Micromonosporaceae bacterium                                                Micromonosporales               JAFGOK010000637.1
MCE2717455.1    ?                   JAJTDY010000004.1:137142-147897         GCA_021300315.1     134.0   *?->CASPASE+FGS->                                                                                                                                                   Anabaena sp. 49628_E55                                                      Nostocales                      JAJTDY010000004.1
WP_168537140.1  Pepco               NZ_VILD01000003.1:780478-794171         GCF_009712085.1     129.0   *Pepco->CASPASE+FGS->PSE->                                                                                                                                          Anabaena sp. UHCC 0253                                                      Nostocales                      NZ_VILD01000003.1
WP_214438395.1  Pepco               NZ_JAECZB010000010.1:34992-45214        GCF_016056295.1     127.0   *Pepco->CR-Kinase+FGS->                                                                                                                                             Atlanticothrix silvestris CENA357                                           Nostocales                      NZ_JAECZB010000010.1
MBW4597881.1    Pepco               JAHHGV010000088.1:735-9092              GCA_019359695.1     127.0   *Pepco->PSE->BON->                                                                                                                                                  Brasilonema angustatum HA4187-MV1                                           Nostocales                      JAHHGV010000088.1
WP_127081815.1  Pepco               NZ_RSCL01000007.1:327258-339191         GCF_003991905.1     119.0   Pentapeptide_4+Pentapeptide_4+Pentapeptide->GST_N+GST_C->*Pepco->CASPASE+HTH+FGS->                                                                                  Calothrix desertica PCC 7102                                                Nostocales                      NZ_RSCL01000007.1
WP_096654902.1  Pepco               NZ_AP018227.1:2106344-2118262           GCF_002368095.1     126.0   Endonuclease_NS+LTD->*Pepco->CASPASE->                                                                                                                              Calothrix parasitica NIES-267                                               Nostocales                      NZ_AP018227.1
WP_035153051.1  Pepco               NZ_CP011382.1:2667337-2681447           GCF_000734895.2     129.0   ?->PIN_3->*Pepco->CASPASE+FGS->?->                                                                                                                                  Calothrix sp. 336/3                                                         Nostocales                      NZ_CP011382.1
WP_035154241.1  Pepco               NZ_CP011382.1:3530571-3544213           GCF_000734895.2     138.0   *Pepco->Thioredoxin_8+Phytase-like->KGK->                                                                                                                           Calothrix sp. 336/3                                                         Nostocales                      NZ_CP011382.1
NJR14619.1      Pepco               JAAUPE010000006.1:403-6195              GCA_012034595.1     124.0   *Pepco->CASPASE->GUN4->                                                                                                                                             Calothrix sp. CSU_2_0                                                       Nostocales                      JAAUPE010000006.1
NJR16100.1      Pepco               JAAUPE010000035.1:2963-13944            GCA_012034595.1     129.0   Epimerase->*Pepco->CASPASE->?->                                                                                                                                     Calothrix sp. CSU_2_0                                                       Nostocales                      JAAUPE010000035.1
MBD2337315.1    Pepco               JACJRD010000008.1:191652-209611         GCA_014697055.1     135.0   *Pepco->DUF3146->                                                                                                                                                   Calothrix sp. FACHB-156                                                     Nostocales                      JACJRD010000008.1
WP_096594853.1  Pepco               NZ_AP018172.1:8341204-8351099           GCF_002368175.1     143.0   *Pepco->CASPASE->                                                                                                                                                   Calothrix sp. NIES-2098                                                     Nostocales                      NZ_AP018172.1
WP_096623715.1  Pepco               NZ_AP018254.1:4428012-4439907           GCF_002368395.1     145.0   *Pepco->HisKA_3+HATPase_c->HisKA_3->                                                                                                                                Calothrix sp. NIES-3974                                                     Nostocales                      NZ_AP018254.1
WP_015197197.1  Pepco               NC_019751.1:1758679-1776140             GCF_000317435.1     121.0   Polysacc_deac_1->Polysacc_deac_1->*Pepco->CASPASE+FGS->                                                                                                             Calothrix sp. PCC 6303                                                      Nostocales                      NC_019751.1
MBF2004744.1    Pepco               JACYLT010000030.1:353-2937              GCA_015272425.1     119.0   ?->*Pepco->CASPASE+FGS->                                                                                                                                            Chlorogloeopsis fritschii C42_A2020_084                                     Nostocales                      JACYLT010000030.1
WP_071247945.1  Pepco               NZ_MBQY01000011.1:146-4856              GCF_001858125.1     125.0   PSE->*Pepco->                                                                                                                                                       Cylindrospermopsis raciborskii MVCC14                                       Nostocales                      NZ_MBQY01000011.1
WP_071247945.1  Pepco               NZ_MBQY01000095.1:887-3460              GCF_001858125.1     125.0   PSE->*Pepco->                                                                                                                                                       Cylindrospermopsis raciborskii MVCC14                                       Nostocales                      NZ_MBQY01000095.1
WP_057177264.1  Pepco               NZ_LMVE01000024.1:228-2031              GCF_001432185.1     121.0   *Pepco->CASPASE->                                                                                                                                                   Cylindrospermopsis sp. CR12                                                 Nostocales                      NZ_LMVE01000024.1
MBW4612433.1    Pepco               JAHHHC010000003.1:88876-107377          GCA_019359515.1     130.0   *Pepco->Peptidase_C14+RDD->Uma2->                                                                                                                                   Desmonostoc vinosum HA7617-LM4                                              Nostocales                      JAHHHC010000003.1
WP_016863508.1  Pepco               NZ_AJLJ01000375.1:1-7779                GCF_000317245.1     126.0   Proton_antipo_M->ChpXY->*Pepco->CASPASE->                                                                                                                           Fischerella muscicola SAG 1427-1 = PCC 73103                                Nostocales                      NZ_AJLJ01000375.1
WP_157170613.1  Pepco               NZ_AJLJ01000411.1:476-3112              GCF_000317245.1     108.0   Pentapeptide+Pentapeptide+macroglobulin-like+CASPASE->*Pepco->                                                                                                      Fischerella muscicola SAG 1427-1 = PCC 73103                                Nostocales                      NZ_AJLJ01000411.1
WP_026719016.1  Pepco               NZ_ALVX01000007.1:34819-46535           GCF_000447295.1     136.0   ?->*Pepco->CASPASE+Semenogelin+FGS->                                                                                                                                Fischerella sp. PCC 9431                                                    Nostocales                      NZ_ALVX01000007.1
WP_193888315.1  Pepco               NZ_JADEXZ010000082.1:143-6930           GCF_015206815.1     125.0   *Pepco->CASPASE+FGS->?->                                                                                                                                            Fortiea sp. LEGE XX443                                                      Nostocales                      NZ_JADEXZ010000082.1
MBW4641741.1    Pepco               JAHHHF010000009.1:31633-41447           GCA_019359495.1     146.0   PALP->*Pepco->?->                                                                                                                                                   Goleter apudmare HA4340-LM2                                                 Nostocales                      JAHHHF010000009.1
MBW4609191.1    Pepco               JAHHHG010000129.1:32262-43092           GCA_019359425.1     127.0   Y1_Tnp->*Pepco->PSE->GUN4->                                                                                                                                         Hassallia sp. WJT32-NPBG1                                                   Nostocales                      JAHHHG010000129.1
WP_017318731.1  Pepco               NZ_JH992901.1:5219346-5236174           GCF_000315565.1     127.0   FrhB_FdhB_N+FrhB_FdhB_C->PSE->*Pepco->CASPASE+Caldesmon+FGS->Uma2->                                                                                                 Mastigocladopsis repens PCC 10914                                           Nostocales                      NZ_JH992901.1
WP_027845143.1  Pepco               NZ_LMTZ01000107.1:99368-113221          GCF_001456025.1     138.0   VWA->PSE->FGS->*Pepco->AAA_21->RloB->                                                                                                                               Mastigocoleus testarum BC008                                                Nostocales                      NZ_LMTZ01000107.1
MBW4561551.1    Pepco               JAHHHN010000005.1:72570-82654           GCA_019359325.1     129.0   *Pepco->FGS->                                                                                                                                                       Mojavia pulchra JT2-VF2                                                     Nostocales                      JAHHHN010000005.1
TVP60743.1      Pepco               REBL01000169.1:34897-41186              GCA_007692755.1     123.0   *Pepco->DUF1863->CASPASE->                                                                                                                                          Nodularia sp. (in: Bacteria)                                                Nostocales                      REBL01000169.1
MBD2409969.1    Pepco               JACJRQ010000002.1:369982-385469         GCA_014697355.1     139.0   *Pepco->CASPASE+Amidase_3->DUF4388+Response_reg->                                                                                                                   Nostoc calcicola FACHB-3891                                                 Nostocales                      JACJRQ010000002.1
MBW4429618.1    Pepco               JAHHHR010000092.1:2051-14659            GCA_019359245.1     112.0   ?->?->*Pepco->Pentapeptide+MFS_1+Pentapeptide+Pentapeptide+macroglobulin-like+CASPASE->                                                                             Nostoc desertorum CM1-VF14                                                  Nostocales                      JAHHHR010000092.1
MBD2209820.1    Pepco               JACJQJ010000010.1:6688-17060            GCA_014696615.1     126.0   PALP->*Pepco->PSE->CASPASE+LuxR-HTH+CASPASE+CASPASE->                                                                                                               Nostoc linckia FACHB-104                                                    Nostocales                      JACJQJ010000010.1
WP_234710936.1  Pepco               NC_010628.1:4153411-4168636             GCF_000020025.1     117.0   *Pepco->macroglobulin-like+CASPASE->                                                                                                                                Nostoc punctiforme PCC 73102                                                Nostocales                      NC_010628.1
RCJ16869.1      PIN_3+Pepco         LWTK01000062.1:27242-36405              GCA_003326205.1     270.0   HTH->*PIN_3+Pepco->CASPASE->                                                                                                                                        Nostoc sp. ATCC 43529                                                       Nostocales                      LWTK01000062.1
NDJ23347.1      Pepco               WVID01000014.1:4507-17335               GCA_010091925.1     130.0   *Pepco->PSE->PSE->                                                                                                                                                  Nostoc sp. B(2019)                                                          Nostocales                      WVID01000014.1
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MBD2519305.1    Pepco               JACJSJ010000108.1:4047-18850            GCA_014698115.1     138.0   *Pepco->CASPASE+Amidase_3->DUF4388+Response_reg->                                                                                                                   Nostoc sp. FACHB-973                                                        Nostocales                      JACJSJ010000108.1
MBN3893490.1    Pepco               JABXKO010000121.1:6595-20646            GCA_017114965.1     115.0   PSE->DUF433->*Pepco->CASPASE+PBPI->?->                                                                                                                              Nostoc sp. JL31                                                             Nostocales                      JABXKO010000121.1
WP_193948684.1  ?                   NZ_JADEXU010000104.1:3621-14764         GCF_015206895.1     112.0   *?->CASPASE->ZnR+DUF5683->                                                                                                                                          Nostoc sp. LEGE 12450                                                       Nostocales                      NZ_JADEXU010000104.1
MBN3941269.1    Pepco               JABXKL010000049.1:88-6485               GCA_017114995.1     138.0   TF-Rv0623->*Pepco->CASPASE+Amidase_3->                                                                                                                              Nostoc sp. NMS9                                                             Nostocales                      JABXKL010000049.1
WP_174710730.1  Pepco               NZ_CP040094.1:4113732-4128032           GCF_013343235.1     99.0    *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                                                     Nostoc sp. TCL240-02                                                        Nostocales                      NZ_CP040094.1
WP_179051000.1  Pepco               NZ_CP040297.1:6283637-6296424           GCF_013393945.1     98.0    *Pepco->Peptidase_C14+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DnaJ+TPR->                                                                            Nostoc sp. TCL26-01                                                         Nostocales                      NZ_CP040297.1
MBU7587326.1    Pepco               JAGKSW010000214.1:1-7508                GCA_018993265.1     125.0   MMR_HSR1->?->*Pepco->CASPASE->                                                                                                                                      Nostoc sp. TH1S01                                                           Nostocales                      JAGKSW010000214.1
MBA3923754.1    Pepco               JACDGJ010000835.1:1-2529                GCA_013821625.1     129.0   *Pepco->CASPASE+FGS->                                                                                                                                               Nostocaceae cyanobacterium                                                  Nostocales                      JACDGJ010000835.1
MBE8968021.1    Pepco               JADEXV010000097.1:14721-26286           GCA_015206945.1     112.0   ?->FAD_binding_2+Succ_DH_flav_C->*Pepco->CASPASE->ZnR->                                                                                                             Nostocales cyanobacterium LEGE 12452                                        Nostocales                      JADEXV010000097.1
NJO61393.1      Pepco               JAAURC010000104.1:5108-16443            GCA_012033295.1     137.0   Endonuclease_NS+LTD->*Pepco->CASPASE+FGS->                                                                                                                          Richelia sp. RM2_1_2                                                        Nostocales                      JAAURC010000104.1
MBF2013655.1    Pepco               JACYMD010000003.1:2303-17443            GCA_015272215.1     125.0   ?->MFS_1->*Pepco->CASPASE+FGS->                                                                                                                                     Rivularia sp. T60_A2020_040                                                 Nostocales                      JACYMD010000003.1
MBF2015733.1    Pepco               JACYMD010000064.1:45943-60208           GCA_015272215.1     131.0   CTP_synth_N+GATase->?->*Pepco->CASPASE+FGS->CR-REase5->                                                                                                             Rivularia sp. T60_A2020_040                                                 Nostocales                      JACYMD010000064.1
WP_017740550.1  Pepco               NZ_KQ976354.1:7248093-7263543           GCF_000346485.2     136.0   *Pepco->                                                                                                                                                            Scytonema hofmannii PCC 7110                                                Nostocales                      NZ_KQ976354.1
MBW4499616.1    Pepco               JAHHIB010000015.1:23415-38777           GCA_019359075.1     114.0   PSE->*Pepco->macroglobulin-like+CASPASE->                                                                                                                           Scytonema hyalinum WJT4-NPBG1                                               Nostocales                      JAHHIB010000015.1
MBW4509497.1    Pepco               JAHHIC010000060.1:65579-76375           GCA_019359035.1     130.0   Aconitase_B_N+Aconitase_2_N+Aconitase->DUF559->*Pepco->CASPASE+GUN4->?->                                                                                            Scytonematopsis contorta HA4267-MV1                                         Nostocales                      JAHHIC010000060.1
MBW4509756.1    Pepco               JAHHIC010000063.1:59629-68620           GCA_019359035.1     124.0   Calcineurin->*Pepco->                                                                                                                                               Scytonematopsis contorta HA4267-MV1                                         Nostocales                      JAHHIC010000063.1
MBW4477160.1    Pepco               JAHHIJ010000009.1:103319-116767         GCA_019358985.1     144.0   ?->*Pepco->DUF4670+FGS->ABC2_membrane->                                                                                                                             Tolypothrix brevis GSE-NOS-MK-07-07A                                        Nostocales                      JAHHIJ010000009.1
KAB8317731.1    Pepco               JXCB02000023.1:810538-823142            GCA_000828075.3     126.0   ?->*Pepco->CASPASE+FGS->PDDEXK_3->                                                                                                                                  Tolypothrix campylonemoides VB511288                                        Nostocales                      JXCB02000023.1
GAX43534.1      Pepco               BDUC01000005.1:463705-472124            GCA_002218085.1     133.0   CR-REase5->*Pepco->                                                                                                                                                 Tolypothrix sp. NIES-4075                                                   Nostocales                      BDUC01000005.1
WP_167726472.1  Pepco               NZ_CP050440.1:7390537-7401181           GCF_011769525.1     169.0   *Pepco->CASPASE->PSE->                                                                                                                                              Tolypothrix sp. PCC 7910                                                    Nostocales                      NZ_CP050440.1
WP_096578630.1  Pepco               NZ_AP018248.1:5065564-5077449           GCF_002368295.1     144.0   POR_N+PFOR_II+POR+EKR+Fer4_16+TPP_enzyme_C->?->*Pepco->CASPASE+DUF4670+FGS->                                                                                        Tolypothrix tenuis PCC 7101                                                 Nostocales                      NZ_AP018248.1
HIK05792.1      Pepco               DVDT01000050.1:59465-73467              GCA_015296085.1     119.0   FA_desaturase->*Pepco->CASPASE+nSTAND5->                                                                                                                            Trichormus sp. M33_DOE_039                                                  Nostocales                      DVDT01000050.1
NES19780.1      PIN_3+Pepco         JAAHHL010000190.1:105-9444              GCA_010672185.1     263.0   HTH->*PIN_3+Pepco->CASPASE+AAA_35->MNS->                                                                                                                            Caldora sp. SIO3E6                                                          Oscillatoriophycideae           JAAHHL010000190.1
NES23013.1      Pepco               JAAHHL010000764.1:127-3982              GCA_010672185.1     126.0   HisKA_3+HATPase_c->*Pepco->                                                                                                                                         Caldora sp. SIO3E6                                                          Oscillatoriophycideae           JAAHHL010000764.1
NJL89591.1      Pepco               JAAUUE010000064.1:10955-16596           GCA_012031635.1     119.0   *Pepco->CASPASE->PSE->                                                                                                                                              Coleofasciculaceae cyanobacterium SM2_1_6                                   Oscillatoriophycideae           JAAUUE010000064.1
NJL91749.1      Pepco               JAAUUE010000337.1:1-4927                GCA_012031635.1     109.0   *Pepco->CASPASE->Peptidase_C14->                                                                                                                                    Coleofasciculaceae cyanobacterium SM2_1_6                                   Oscillatoriophycideae           JAAUUE010000337.1
NEQ98812.1      ?                   JAAHGY010000398.1:1-6263                GCA_010672345.1     136.0   Peptidase_C14->*?->CASPASE+FGS->                                                                                                                                    Cyanothece sp. SIO2G6                                                       Oscillatoriophycideae           JAAHGY010000398.1
HAC64100.1      Pepco               DLXW01000183.1:63-12469                 GCA_003448685.1     123.0   *Pepco->FGS->                                                                                                                                                       Cyanothece sp. UBA12306                                                     Oscillatoriophycideae           DLXW01000183.1
PPT09581.1      Pepco               NRIU01000839.1:43219-52148              GCA_002286845.1     148.0   *Pepco->CASPASE+FGS->                                                                                                                                               Geitlerinema sp. FC II                                                      Oscillatoriophycideae           NRIU01000839.1
PPT05010.1      Pepco               NRIU01002725.1:287-7823                 GCA_002286845.1     122.0   *Pepco->CASPASE+GUN4->NTP_transf_2->                                                                                                                                Geitlerinema sp. FC II                                                      Oscillatoriophycideae           NRIU01002725.1
WP_007357565.1  Pepco               NZ_CACA01000339.1:111-8458              GCF_000180455.1     135.0   Transketolase_N+Transket_pyr+Transketolase_C->?->*Pepco->CASPASE+GUN4->REase->                                                                                      Kamptonema sp. PCC 6506                                                     Oscillatoriophycideae           NZ_CACA01000339.1
NEO26233.1      Pepco               JAAHIB010000236.1:1-3158                GCA_010692335.1     122.0   ?->*Pepco->CASPASE->                                                                                                                                                Kamptonema sp. SIO4C4                                                       Oscillatoriophycideae           JAAHIB010000236.1
MBD0339853.1    ?                   JACVRO010000193.1:7-2457                GCA_014534405.1     138.0   *?->CASPASE->                                                                                                                                                       Microcoleus sp. Co-bin12                                                    Oscillatoriophycideae           JACVRO010000193.1
WP_190496617.1  Pepco               NZ_JACJPD010000016.1:25582-37995        GCF_014695895.1     114.0   TM2+SHOCT->HHH_3+HHH_3->*Pepco->CASPASE+GUN4->                                                                                                                      Microcoleus sp. FACHB-53                                                    Oscillatoriophycideae           NZ_JACJPD010000016.1
WP_190500796.1  Pepco               NZ_JACJPD010000041.1:10451-23051        GCF_014695895.1     100.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                                Microcoleus sp. FACHB-53                                                    Oscillatoriophycideae           NZ_JACJPD010000041.1
MCC3436369.1    Pepco               JAEQCB010000048.1:40776-51043           GCA_020738785.1     137.0   *Pepco->CASPASE+FAP+GUN4->                                                                                                                                          Microcoleus sp. PH2017_05_CCC_O_A                                           Oscillatoriophycideae           JAEQCB010000048.1
WP_061430830.1  Pepco               NZ_AP024565.1:3857459-3870091           GCF_019704275.1     123.0   Creatininase->?->*Pepco->CASPASE+nSTAND1+BetaPropeller->DDE_Tnp_ISAZ013->                                                                                           Microcystis aeruginosa                                                      Oscillatoriophycideae           NZ_AP024565.1
NCS24159.1      Pepco               JAADAE010000024.1:110-7118              GCA_009996485.1     94.0    macroglobulin-like->CASPASE->*Pepco->Phd-YefM->RelE-ParE->                                                                                                          Microcystis aeruginosa BS13-02                                              Oscillatoriophycideae           JAADAE010000024.1
NCR75171.1      Pepco               JAADAU010000034.1:4572-24320            GCA_009996165.1     125.0   MbtH->?->*Pepco->CASPASE+FGS->Four-helical-protein->                                                                                                                Microcystis aeruginosa K13-06                                               Oscillatoriophycideae           JAADAU010000034.1
NCR10430.1      Pepco               JAADBF010000201.1:235-6514              GCA_009995945.1     124.0   *Pepco->CASPASE+FGS->7TMR-HDED->                                                                                                                                    Microcystis aeruginosa LG13-11                                              Oscillatoriophycideae           JAADBF010000201.1
WP_024969737.1  Pepco               NZ_AQPY01000483.1:1-1456                GCF_000599945.1     125.0   *Pepco->CASPASE->                                                                                                                                                   Microcystis aeruginosa PCC 7005                                             Oscillatoriophycideae           NZ_AQPY01000483.1
WP_002777669.1  Pepco               NZ_HE973167.1:254731-264154             GCF_000312205.1     124.0   ?->?->*Pepco->CASPASE->assembly_gap->FGS->                                                                                                                          Microcystis aeruginosa PCC 7941                                             Oscillatoriophycideae           NZ_HE973167.1
TRV43155.1      Pepco               SFAF01000312.1:219-10457                GCA_007096775.1     125.0   ?->?->*Pepco->CASPASE+FGS->?->                                                                                                                                      Microcystis panniformis Mp_GB_SS_20050300_S99D                              Oscillatoriophycideae           SFAF01000312.1
MCA2709302.1    Pepco               JADBUF010000035.1:62427-77100           GCA_020245785.1     124.0   Complex1_49kDa->*Pepco->CASPASE+FGS->7TMR-HDED->                                                                                                                    Microcystis sp. M025S2                                                      Oscillatoriophycideae           JADBUF010000035.1
MCA2668664.1    Pepco               JADBUL010000288.1:130-21811             GCA_020245655.1     233.0   Condensation+AMP-binding+AMP-binding_C+PP-binding+Condensation+AMP-binding+AMP-binding_C+PP-binding+Condensation->MbtH->*Pepco->CASPASE+FGS->Four-helical-protein-> Microcystis sp. M045S2                                                      Oscillatoriophycideae           JADBUL010000288.1
WP_226585615.1  Pepco               NZ_BLAY01000077.1:37862-44799           GCF_020521235.1     129.0   *Pepco->CASPASE+GUN4->Band_7+P22_portal+ZnR->                                                                                                                       Microseira wollei NIES-4236                                                 Oscillatoriophycideae           NZ_BLAY01000077.1
WP_226588147.1  Pepco               NZ_BLAY01000130.1:11944-23752           GCF_020521235.1     130.0   *Pepco->CASPASE+GUN4->                                                                                                                                              Microseira wollei NIES-4236                                                 Oscillatoriophycideae           NZ_BLAY01000130.1
WP_202220100.1  Pepco               NZ_BLZO01000058.1:4202-21287            GCF_014132355.1     139.0   *Pepco->CASPASE->PSE->Pentapeptide->                                                                                                                                Okeania sp. KiyG1                                                           Oscillatoriophycideae           NZ_BLZO01000058.1
WP_202224819.1  Pepco               NZ_BLZO01000173.1:10033-25993           GCF_014132355.1     128.0   ZnR->HISKIN+REC->*Pepco->CASPASE+TPR->                                                                                                                              Okeania sp. KiyG1                                                           Oscillatoriophycideae           NZ_BLZO01000173.1
NEO54562.1      Pepco               JAAHHG010000114.1:2853-18385            GCA_010692555.1     118.0   BPL_LplA_LipB->Peptidase_M23->*Pepco->CASPASE->assembly_gap->CASPASE+GUN4->                                                                                         Okeania sp. SIO3B5                                                          Oscillatoriophycideae           JAAHHG010000114.1
NEN90849.1      Pepco               JAAHHR010000232.1:2665-11091            GCA_010692435.1     118.0   BPL_LplA_LipB->Peptidase_M23->*Pepco->CASPASE->GUN4->                                                                                                               Okeania sp. SIO3H1                                                          Oscillatoriophycideae           JAAHHR010000232.1
NEN92460.1      Pepco               JAAHHR010000497.1:54-4960               GCA_010692435.1     116.0   Endonuclease_5->Glyco_transf_4+Glycos_transf_1->*Pepco->CASPASE->                                                                                                   Okeania sp. SIO3H1                                                          Oscillatoriophycideae           JAAHHR010000497.1
NEQ38250.1      Pepco               JAAHHT010000086.1:257-7211              GCA_010672085.1     129.0   *Pepco->CASPASE+TPR->                                                                                                                                               Okeania sp. SIO3I5                                                          Oscillatoriophycideae           JAAHHT010000086.1
NER37144.1      Pepco               JAAHFN010000031.1:18-5127               GCA_010672965.1     124.0   ?->*Pepco->CASPASE+AAA_35->?->                                                                                                                                      Oscillatoria sp. SIO1A7                                                     Oscillatoriophycideae           JAAHFN010000031.1
NER37400.1      Pepco               JAAHFN010000034.1:16612-26552           GCA_010672965.1     125.0   ?->?->*Pepco->CASPASE+GUN4->PSE->?->                                                                                                                                Oscillatoria sp. SIO1A7                                                     Oscillatoriophycideae           JAAHFN010000034.1
TAE95281.1      Pepco               RDYH01000142.1:1-15248                  GCA_004293335.1     76.0    CHTH->*Pepco->CASPASE+HTH+FGS->                                                                                                                                     Oscillatoriales cyanobacterium                                              Oscillatoriophycideae           RDYH01000142.1
OIP77103.1      Pepco+GUN4          MNZA01000075.1:538-9052                 GCA_001873375.1     196.0   OB_RNB+CSD2+RNASEII+S1->Voltage_CLC+CBS->*Pepco+GUN4->HPT+GUN4->DUF3352->                                                                                           Oscillatoriales cyanobacterium CG2_30_44_21                                 Oscillatoriophycideae           MNZA01000075.1
MBI4784163.1    Pepco               JACQYI010000060.1:187614-198120         GCA_016208305.1     137.0   HxlR->*Pepco->FGS->                                                                                                                                                 Oscillatoriophycideae cyanobacterium NC_groundwater_1537_Pr4_S-0.65um_50_18 Oscillatoriophycideae           JACQYI010000060.1
OKH41051.1      Pepco               MRCE01000001.1:239051-250192            GCA_001904725.1     117.0   *Pepco->CASPASE+GUN4->HicA_toxin->                                                                                                                                  Phormidium ambiguum IAM M-71                                                Oscillatoriophycideae           MRCE01000001.1
WP_227350034.1  Pepco               NZ_JAJDMP010000001.1:1561979-1579629    GCF_020594555.1     102.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                           Planktothrix agardhii 1809                                                  Oscillatoriophycideae           NZ_JAJDMP010000001.1
WP_227350034.1  Pepco               NZ_JAJDMP010000001.1:503594-521244      GCF_020594555.1     102.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                           Planktothrix agardhii 1809                                                  Oscillatoriophycideae           NZ_JAJDMP010000001.1
WP_190461701.1  Pepco               NZ_JACJPW010000004.1:15063-28596        GCF_014696265.1     129.0   *Pepco->CASPASE+FGS->Four-helical-protein->                                                                                                                         Planktothrix sp. FACHB-1375                                                 Oscillatoriophycideae           NZ_JACJPW010000004.1
WP_193925155.1  Pepco               NZ_JADEWL010000177.1:1-8516             GCF_015207665.1     125.0   ?->MFS_1->*Pepco->                                                                                                                                                  Plectonema cf. radiosum LEGE 06105                                          Oscillatoriophycideae           NZ_JADEWL010000177.1
WP_022604362.1  Pepco               NZ_ASSJ01000007.1:7827-19388            GCF_000473895.1     128.0   Pentapeptide->*Pepco->CASPASE+FGS->DEDD_Tnp_IS110+Transposase_20->                                                                                                  Rubidibacter lacunae KORDI 51-2                                             Oscillatoriophycideae           NZ_ASSJ01000007.1
NER52720.1      Pepco               JAAHFM010001229.1:409-3275              GCA_010672995.1     120.0   *Pepco->CASPASE->                                                                                                                                                   Symploca sp. SIO1A3                                                         Oscillatoriophycideae           JAAHFM010001229.1
NER94484.1      Pepco               JAAHFO010000059.1:1-8872                GCA_010672945.1     125.0   *Pepco->Peptidase_C14+FGS->                                                                                                                                         Symploca sp. SIO1B1                                                         Oscillatoriophycideae           JAAHFO010000059.1
NER97880.1      Pepco               JAAHFO010000334.1:214-8074              GCA_010672945.1     130.0   Uma2->Uma2->*Pepco->CASPASE+FGS->?->                                                                                                                                Symploca sp. SIO1B1                                                         Oscillatoriophycideae           JAAHFO010000334.1
NER20545.1      Pepco               JAAHFP010000003.1:163706-172896         GCA_010672925.1     130.0   Uma2->*Pepco->CASPASE+FGS->?->                                                                                                                                      Symploca sp. SIO1C2                                                         Oscillatoriophycideae           JAAHFP010000003.1
NEP10094.1      Pepco               JAAHGL010000025.1:59381-70004           GCA_010692635.1     131.0   ?->SH3->*Pepco->CASPASE+FGS->                                                                                                                                       Symploca sp. SIO2C1                                                         Oscillatoriophycideae           JAAHGL010000025.1
NEP11049.1      Pepco               JAAHGL010000047.1:558-9001              GCA_010692635.1     98.0    ?->CbiA+GATase_3->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                              Symploca sp. SIO2C1                                                         Oscillatoriophycideae           JAAHGL010000047.1
NEQ70370.1      Pepco               JAAHGQ010000824.1:1-3951                GCA_010672405.1     123.0   *Pepco->CASPASE->                                                                                                                                                   Symploca sp. SIO2D2                                                         Oscillatoriophycideae           JAAHGQ010000824.1
NET62141.1      Pepco               JAAHGR010001052.1:603-2169              GCA_010672425.1     125.0   *Pepco->CASPASE->                                                                                                                                                   Symploca sp. SIO2E6                                                         Oscillatoriophycideae           JAAHGR010001052.1
NEO97883.1      Pepco               JAAHGS010000010.1:24303-36433           GCA_010692645.1     122.0   *Pepco->CASPASE->                                                                                                                                                   Symploca sp. SIO2E9                                                         Oscillatoriophycideae           JAAHGS010000010.1
NEP59806.1      Pepco               JAAHGZ010000377.1:87-7487               GCA_010692575.1     120.0   ?->*Pepco->PSE->GUN4->                                                                                                                                              Symploca sp. SIO2G7                                                         Oscillatoriophycideae           JAAHGZ010000377.1
NEO32035.1      Pepco               JAAHHJ010000021.1:76948-90243           GCA_010692425.1     109.0   eIF-3_zeta->FKBP_C->PSE->*Pepco->GUN4->                                                                                                                             Symploca sp. SIO3C6                                                         Oscillatoriophycideae           JAAHHJ010000021.1
MBS9771330.1    Pepco               JAGGDU010000148.1:35991-51825           GCA_018457135.1     137.0   ?->Poly_export+SLBB+SLBB->*Pepco->CASPASE+Pro-rich+FGS->XIS-HTH->                                                                                                   Trichodesmium erythraeum GBRTRLIN201                                        Oscillatoriophycideae           JAGGDU010000148.1
MBE9041043.1    Pepco               JADEXN010000144.1:2917-10052            GCA_015207075.1     157.0   ?->*Pepco->CASPASE->                                                                                                                                                Zarconia navalis LEGE 11467                                                 Oscillatoriophycideae           JADEXN010000144.1
MBE9098031.1    Pepco               JADEXA010000001.1:200044-215077         GCA_015207365.1     135.0   STY-kinase+CHASE2->AAA_30+UvrD_C_2->*Pepco->EACC1->CASPASE->                                                                                                        filamentous cyanobacterium LEGE 07170                                       Oscillatoriophycideae           JADEXA010000001.1
MBE9101431.1    Pepco               JADEXA010000040.1:21128-35649           GCA_015207365.1     112.0   ?->GIDA+GIDA_assoc->*Pepco->CASPASE+FGS->                                                                                                                           filamentous cyanobacterium LEGE 07170                                       Oscillatoriophycideae           JADEXA010000040.1
MBN2560173.1    Pepco               JAFGQA010000104.1:420-6167              GCA_016935885.1     107.0   *Pepco->DUF559->Calci_bind_CcbP->                                                                                                                                   Phycisphaerae bacterium                                                     Phycisphaerae                   JAFGQA010000104.1
NIP53378.1      Pepco               JAACAY010000560.1:6005-16252            GCA_011774535.1     111.0   *Pepco->                                                                                                                                                            Phycisphaerae bacterium                                                     Phycisphaerae                   JAACAY010000560.1
MBN2138145.1    Pepco               JAFGCD010000094.1:2816-12762            GCA_016932835.1     102.0   Response_reg+REC->CASPASE->*Pepco->                                                                                                                                 Sedimentisphaerales bacterium                                               Phycisphaerae                   JAFGCD010000094.1
WP_006971171.1  Pepco               NZ_ABCS01000017.1:76986-95431           GCF_000170895.1     135.0   *Pepco->DUF4215+NEC->                                                                                                                                               Plesiocystis pacifica SIR-1                                                 Polyangia                       NZ_ABCS01000017.1
MBS0520290.1    Pepco               JAFEFG010000081.1:4361-15521            GCA_018240685.1     111.0   Trypsin->*Pepco->                                                                                                                                                   Proteobacteria bacterium                                                    Proteobacteria                  JAFEFG010000081.1
WP_224345063.1  Pepco               NZ_CP083582.1:3155593-3165107           GCF_020091585.1     110.0   SAP130_C+T2SSC->PspA->*Pepco->CASPASE+MFS_1->DUF433->                                                                                                               Kovacikia minuta CCNUW1                                                     Pseudanabaenales                NZ_CP083582.1
PZV17108.1      Pepco               QBMH01000017.1:18642-31762              GCA_003249025.1     127.0   DUF2281->PSE->CASPASE->*Pepco->                                                                                                                                     Leptolyngbya sp.                                                            Pseudanabaenales                QBMH01000017.1
PZV10468.1      Pepco               QBMH01000138.1:7359-13192               GCA_003249025.1     110.0   *Pepco->CASPASE+GUN4->                                                                                                                                              Leptolyngbya sp.                                                            Pseudanabaenales                QBMH01000138.1
WP_023076239.1  Pepco               NZ_AWNH01000108.1:10855-20573           GCF_000482245.1     98.0    RHH_5->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                         Leptolyngbya sp. Heron Island J                                             Pseudanabaenales                NZ_AWNH01000108.1
WP_039725500.1  Pepco               NZ_QVFV01000006.1:164933-176088         GCF_004212215.1     109.0   UPF0175->*Pepco->CASPASE+GUN4->                                                                                                                                     Leptolyngbya sp. LK                                                         Pseudanabaenales                NZ_QVFV01000006.1
WP_008310665.1  Pepco               NZ_KI913951.1:29874-43660               GCF_000332095.2     139.0   ?->DUF6444+zf-IS66+DDE_Tnp_IS66->PSE->*Pepco->                                                                                                                      Leptolyngbya sp. PCC 6406                                                   Pseudanabaenales                NZ_KI913951.1
WP_015134061.1  Pepco               NC_019683.1:2253589-2266049             GCF_000316605.1     122.0   Voltage_CLC+CBS+Usp+Usp->*Pepco->CASPASE+GUN4->                                                                                                                     Leptolyngbya sp. PCC 7376                                                   Pseudanabaenales                NC_019683.1
WP_015135018.1  Pepco               NC_019683.1:3335672-3349675             GCF_000316605.1     134.0   HlyD_D23->ACR_tran->*Pepco->CASPASE+FGS->                                                                                                                           Leptolyngbya sp. PCC 7376                                                   Pseudanabaenales                NC_019683.1
WP_015135102.1  Pepco               NC_019683.1:3438529-3452306             GCF_000316605.1     119.0   Phage_int_SAM_1+Phage_integrase->CASPASE+FGS->*Pepco->TPR->                                                                                                         Leptolyngbya sp. PCC 7376                                                   Pseudanabaenales                NC_019683.1
WP_015135196.1  Pepco               NC_019683.1:3548273-3560821             GCF_000316605.1     123.0   Lum_binding+Lum_binding->DnaJ->*Pepco->CASPASE+FGS->GIY-YIG+UVR+UvrC_HhH_N+HHH_2->                                                                                  Leptolyngbya sp. PCC 7376                                                   Pseudanabaenales                NC_019683.1
NEQ50956.1      Pepco               JAAHHO010000196.1:247-9844              GCA_010672145.1     100.0   *Pepco->CASPASE+iHD+HSP90->                                                                                                                                         Leptolyngbya sp. SIO3F4                                                     Pseudanabaenales                JAAHHO010000196.1
NEQ55004.1      Pepco               JAAHHO010001075.1:1-2526                GCA_010672145.1     129.0   HTH->*Pepco->CASPASE->                                                                                                                                              Leptolyngbya sp. SIO3F4                                                     Pseudanabaenales                JAAHHO010001075.1
NEP20237.1      Pepco               JAAHIA010000713.1:1-1752                GCA_010671975.1     133.0   ?->?->*Pepco->CASPASE->                                                                                                                                             Leptolyngbya sp. SIO4C1                                                     Pseudanabaenales                JAAHIA010000713.1
MBC7516861.1    ?                   JACMPV010000352.1:1-6333                GCA_014377325.1     85.0    *?->                                                                                                                                                                Leptolyngbyaceae cyanobacterium LF-bin-369                                  Pseudanabaenales                JACMPV010000352.1
MBC7516966.1    Pepco               JACMPV010000370.1:1-4366                GCA_014377325.1     130.0   *Pepco->CASPASE+GUN4+GUN4->                                                                                                                                         Leptolyngbyaceae cyanobacterium LF-bin-369                                  Pseudanabaenales                JACMPV010000370.1
NJP08354.1      Pepco               JAAUSG010000005.1:40274-54467           GCA_012034055.1     124.0   *Pepco->CASPASE+BetaPropeller->RelB_N->                                                                                                                             Leptolyngbyaceae cyanobacterium RU_5_1                                      Pseudanabaenales                JAAUSG010000005.1
NJN57278.1      Pepco               JAAUST010000052.1:357-9416              GCA_012032565.1     125.0   *Pepco->CASPASE+GUN4->                                                                                                                                              Leptolyngbyaceae cyanobacterium SL_5_9                                      Pseudanabaenales                JAAUST010000052.1
NJN86909.1      Pepco               JAAUSV010000132.1:1-10387               GCA_012032525.1     118.0   *Pepco->?->?->                                                                                                                                                      Leptolyngbyaceae cyanobacterium SL_7_1                                      Pseudanabaenales                JAAUSV010000132.1
NJN88374.1      Pepco               JAAUSV010000351.1:1-5146                GCA_012032525.1     123.0   RVT_1->DUF2887+DUF4351->*Pepco->                                                                                                                                    Leptolyngbyaceae cyanobacterium SL_7_1                                      Pseudanabaenales                JAAUSV010000351.1
NJL19892.1      Pepco               JAAUTJ010000019.1:4110-16035            GCA_012031475.1     123.0   DUF4089->Amidase->*Pepco->CASPASE->?->                                                                                                                              Leptolyngbyaceae cyanobacterium SM1_3_5                                     Pseudanabaenales                JAAUTJ010000019.1
NJL37238.1      Pepco               JAAUTN010000062.1:1-9198                GCA_012031415.1     117.0   *Pepco->CASPASE->?->                                                                                                                                                Leptolyngbyaceae cyanobacterium SM1_4_3                                     Pseudanabaenales                JAAUTN010000062.1
RFP59384.1      Pepco               MKGP02000055.1:17635-26587              GCA_001913845.2     120.0   ACT+malic+Malic_M->Alpha-E->*Pepco->CASPASE+FGS->Four-helical-protein->                                                                                             Limnothrix sp. CACIAM 69d                                                   Pseudanabaenales                MKGP02000055.1
RFP56021.1      Pepco               MKGP02000080.1:10963-22536              GCA_001913845.2     142.0   *Pepco->CASPASE+FGS->                                                                                                                                               Limnothrix sp. CACIAM 69d                                                   Pseudanabaenales                MKGP02000080.1
WP_194030601.1  Pepco               NZ_JADEWZ010000026.1:14541-24201        GCF_015207425.1     124.0   Uma2->*Pepco->CASPASE+GUN4+GUN4->                                                                                                                                   Lusitaniella coriacea LEGE 07157                                            Pseudanabaenales                NZ_JADEWZ010000026.1
WP_194031570.1  Pepco               NZ_JADEWZ010000048.1:15963-28880        GCF_015207425.1     124.0   Peptidase_S26->COP23->*Pepco->CASPASE+FGS->?->                                                                                                                      Lusitaniella coriacea LEGE 07157                                            Pseudanabaenales                NZ_JADEWZ010000048.1
WP_193877010.1  Pepco               NZ_JADEWO010000007.1:69676-84977        GCF_015207605.1     114.0   DSBH->*Pepco->GBD-PPC+DUF4394->                                                                                                                                     Oculatella sp. LEGE 06141                                                   Pseudanabaenales                NZ_JADEWO010000007.1
MBW4465908.1    Pepco               JAHHHV010000064.1:190073-200825         GCA_019359155.1     125.0   Acetyltransf_1->CASPASE+FGS->*Pepco->                                                                                                                               Pegethrix bostrychoides GSE-TBD4-15B                                        Pseudanabaenales                JAHHHV010000064.1
KPQ33831.1      ?                   LJZR01000026.1:565-12134                GCA_001314865.1     149.0   TM_helix+MS_channel->CASPASE+FGS->*?->                                                                                                                              Phormidesmis priestleyi Ana                                                 Pseudanabaenales                LJZR01000026.1
KPQ32875.1      Pepco               LJZR01000044.1:15246-28451              GCA_001314865.1     135.0   DUF2442->*Pepco->CASPASE+FGS->                                                                                                                                      Phormidesmis priestleyi Ana                                                 Pseudanabaenales                LJZR01000044.1
WP_017712764.1  Pepco               NZ_KB235937.1:698459-710189             GCF_000332315.1     139.0   sGTP+IIGP-C->CASPASE+FGS->*Pepco->PHP->                                                                                                                             Prochlorothrix hollandica PCC 9006 = CALU 1027                              Pseudanabaenales                NZ_KB235937.1
WP_009626360.1  Pepco               NZ_ALWB01000040.1:122-10815             GCF_000332215.1     126.0   *Pepco->CASPASE+FGS->Four-helical-protein->                                                                                                                         Pseudanabaena biceps PCC 7429                                               Pseudanabaenales                NZ_ALWB01000040.1
WP_126386401.1  Pepco               NZ_AP017560.1:2016456-2024289           GCF_003967015.1     131.0   Uma2->*Pepco->?->?->                                                                                                                                                Pseudanabaena sp. ABRG5-3                                                   Pseudanabaenales                NZ_AP017560.1
WP_103668310.1  Pepco+GUN4          NZ_PDDM01000010.1:42587-58364           GCF_002914585.1     198.0   OB_RNB+CSD2+RNASEII+S1->Voltage_CLC+CBS->*Pepco+GUN4->HPT->DUF3352->                                                                                                Pseudanabaena sp. BC1403                                                    Pseudanabaenales                NZ_PDDM01000010.1
WP_019499959.1  GUN4                NZ_KB235914.1:1042602-1056908           GCF_000332175.1     200.0   OB_RNB+CSD2+RNASEII+S1->Voltage_CLC->*GUN4->Hpt+GUN4->                                                                                                              Pseudanabaena sp. PCC 6802                                                  Pseudanabaenales                NZ_KB235914.1
WP_019498187.1  Pepco               NZ_KB235910.1:184586-194405             GCF_000332175.1     132.0   *Pepco->CASPASE+FGS->                                                                                                                                               Pseudanabaena sp. PCC 6802                                                  Pseudanabaenales                NZ_KB235910.1
WP_015164912.1  Pepco+GUN4          NC_019701.1:2083247-2097734             GCF_000317065.1     205.0   *Pepco+GUN4->Hpt+GUN4->                                                                                                                                             Pseudanabaena sp. PCC 7367                                                  Pseudanabaenales                NC_019701.1
WP_142654788.1  Pepco+GUN4          NZ_SJEE01000008.1:57039-72003           GCF_006937785.1     196.0   OB_RNB+CSD2+RNASEII+S1->Voltage_CLC+CBS->*Pepco+GUN4->HPT+GUN4->DUF3352->                                                                                           Pseudanabaena sp. UWO311                                                    Pseudanabaenales                NZ_SJEE01000008.1
MBE9033000.1    ?                   JADEXQ010000142.1:1-4878                GCA_015207035.1     126.0   *?->CASPASE+FGS->23S_rRNA_IVP->                                                                                                                                     Romeriopsis navalis LEGE 11480                                              Pseudanabaenales                JADEXQ010000142.1
MBE9032988.1    Pepco               JADEXQ010000140.1:6463-13298            GCA_015207035.1     124.0   *Pepco->CASPASE->                                                                                                                                                   Romeriopsis navalis LEGE 11480                                              Pseudanabaenales                JADEXQ010000140.1
MBW4518876.1    Pepco               JAHHIA010000002.1:51901-61432           GCA_019359045.1     139.0   DEP->*Pepco->CASPASE+GUN4->                                                                                                                                         Scytolyngbya sp. HA4215-MV1                                                 Pseudanabaenales                JAHHIA010000002.1
HIK41783.1      Pepco               DVEA01000284.1:1-14730                  GCA_015295965.1     161.0   *Pepco->FHA+Transgly+Transpeptidase->Metallophos->                                                                                                                  Thermoleptolyngbya sp. M55_K2018_002                                        Pseudanabaenales                DVEA01000284.1
MBW4484741.1    Pepco               JAHHIH010000020.1:17127-28514           GCA_019358835.1     127.0   Atg14->CASPASE+FGS->*Pepco->Unstab_antitox->NmrA->                                                                                                                  Tildeniella torsiva UHER 1998/13D                                           Pseudanabaenales                JAHHIH010000020.1
WP_193853767.1  Pepco               NZ_JADEXO010000004.1:1-7812             GCF_015207105.1     122.0   UPF0175->DUF3368->*Pepco->                                                                                                                                          cf. Phormidesmis sp. LEGE 11477                                             Pseudanabaenales                NZ_JADEXO010000004.1
WP_096493159.1  Pepco               NZ_CP023445.1:3134638-3143371           GCF_002354875.1     113.0   DUF4843->CASPASE->*Pepco->?->                                                                                                                                       Actinosynnema pretiosum                                                     Pseudonocardiales               NZ_CP023445.1
EMD29213.1      Pepco               ANMG01000005.1:10169-23540              GCA_000340415.1     96.0    ?->CASPASE->*Pepco->                                                                                                                                                Amycolatopsis azurea DSM 43854                                              Pseudonocardiales               ANMG01000005.1
WP_042193410.1  ?                   NZ_CDME01000012.1:230856-245017         GCF_000826545.1     100.0   ?->*?->iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                     Kibdelosporangium sp. MJ126-NF4                                             Pseudonocardiales               NZ_CDME01000012.1
MBA3609983.1    Pepco               JACDDK010000010.1:6835-15288            GCA_013817025.1     117.0   Bac_GDH->*Pepco->MPTase-Lit->DUF2442->                                                                                                                              Rubrobacter sp.                                                             Rubrobacteria                   JACDDK010000010.1
RYE39095.1      Pepco               SEFL01001991.1:772-1119                 GCA_004144425.1     115.0   *Pepco->                                                                                                                                                            Sphingobacteriales bacterium                                                Sphingobacteriia                SEFL01001991.1
NEO82993.1      Pepco               JAAHHN010000005.1:56990-66336           GCA_010672165.1     135.0   XisI->YBAK->*Pepco->CASPASE+FGS->?->                                                                                                                                Spirulina sp. SIO3F2                                                        Spirulinales                    JAAHHN010000005.1
NEO83065.1      Pepco               JAAHHN010000006.1:62236-73376           GCA_010672165.1     110.0   *Pepco->CASPASE+FGS->                                                                                                                                               Spirulina sp. SIO3F2                                                        Spirulinales                    JAAHHN010000006.1
MBC8522286.1    Pepco               JACNFM010000321.1:184-3283              GCA_014384645.1     107.0   ?->MCR_alpha_N->*Pepco->NAD_binding_3+Homoserine_dh->                                                                                                               Methanomicrobia archaeon                                                    Stenosarchaea group             JACNFM010000321.1
WP_048155977.1  Pepco               NZ_CP009524.1:2530869-2542419           GCF_000969945.1     107.0   ?->*Pepco->MPTase-Lit->                                                                                                                                             Methanosarcina sp. Kolksee                                                  Stenosarchaea group             NZ_CP009524.1
WP_030260579.1  ?                   NZ_JOEH01000022.1:99715-113538          GCF_000719095.1     110.0   ?->*?->CASPASE+HSP70->                                                                                                                                              Streptacidiphilus jeojiense                                                 Streptomycetales                NZ_JOEH01000022.1
WP_189189928.1  ?                   NZ_BMMM01000014.1:251259-284246         GCF_014645835.1     111.0   PSE->?->*?->CASPASE+HSP70->                                                                                                                                         Streptomyces albiflavescens                                                 Streptomycetales                NZ_BMMM01000014.1
KUJ69787.1      Pepco               LMWG01000446.1:22104-35941              GCA_001507455.1     139.0   HD->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH->PSE->                                                                                                            Streptomyces albus subsp. albus                                             Streptomycetales                LMWG01000446.1
WP_161560908.1  ?                   NZ_AP019620.1:6151886-6161651           GCF_009936315.1     172.0   HD->*?->                                                                                                                                                            Streptomyces antimycoticus                                                  Streptomycetales                NZ_AP019620.1
WP_155060054.1  Pepco               NZ_WJBG01000236.1:31044-42922           GCF_009709555.1     120.0   ?->CASPASE->*Pepco->                                                                                                                                                Streptomyces blattellae                                                     Streptomycetales                NZ_WJBG01000236.1
WP_142232516.1  Pepco               NZ_CP022310.1:4106435-4116717           GCF_006716135.1     130.0   Cyt_bd_oxida_II->CASPASE->*Pepco->                                                                                                                                  Streptomyces calvus                                                         Streptomycetales                NZ_CP022310.1
WP_189757169.1  ?                   NZ_BMSK01000028.1:131-7844              GCF_014649115.1     112.0   PSE->*?->CASPASE->                                                                                                                                                  Streptomyces eurythermus                                                    Streptomycetales                NZ_BMSK01000028.1
WP_189753461.1  Pepco               NZ_BMSK01000007.1:114543-128723         GCF_014649115.1     122.0   DUF3488->CASPASE->*Pepco->                                                                                                                                          Streptomyces eurythermus                                                    Streptomycetales                NZ_BMSK01000007.1
WP_110626723.1  ?                   NZ_BNBR01000002.1:1126647-1139650       GCF_014656055.1     111.0   HisKA_3->*?->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->Response_reg+LuxR-HTH->                                                                               Streptomyces griseosporeus                                                  Streptomycetales                NZ_BNBR01000002.1
WP_153487289.1  ?                   NZ_VDEQ01000367.1:60783-73818           GCF_009600895.1     145.0   HD->*?->MFS_1->                                                                                                                                                     Streptomyces katsurahamanus                                                 Streptomycetales                NZ_VDEQ01000367.1
WP_159100121.1  Pepco               NZ_CP026304.1:240379-252493             GCF_003054555.1     123.0   macroglobulin-like->CHAT->*Pepco->PSE->                                                                                                                             Streptomyces lunaelactis                                                    Streptomycetales                NZ_CP026304.1
WP_190087751.1  Pepco               NZ_BMTS01000001.1:797520-812055         GCF_014649795.1     112.0   *Pepco->CASPASE+HSP70->Ald_Xan_dh_C+Ald_Xan_dh_C2->                                                                                                                 Streptomyces melanogenes                                                    Streptomycetales                NZ_BMTS01000001.1
GGS59276.1      Pepco               BMSL01000023.1:1019-13285               GCA_014649135.1     140.0   *Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DUF3417+Phosphorylase->                                                                                    Streptomyces niveoruber                                                     Streptomycetales                BMSL01000023.1
WP_046505808.1  ?                   NZ_LATD01000330.1:1-8562                GCF_000981895.1     132.0   HMA+E1-E2_ATPase+HAD->HD->*?->CASPASE+iHD->                                                                                                                         Streptomyces odonnellii                                                     Streptomycetales                NZ_LATD01000330.1
WP_120695773.1  Pepco               NZ_RBDX01000002.1:446259-459551         GCF_003626585.1     118.0   ?->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                                        Streptomyces radicis                                                        Streptomycetales                NZ_RBDX01000002.1
KJS57360.1      Pepco               JZKG01000004.1:76256-94795              GCA_000961865.1     113.0   *Pepco->CASPASE->                                                                                                                                                   Streptomyces rubellomurinus subsp. indigoferus                              Streptomycetales                JZKG01000004.1
WP_189429699.1  Pepco               NZ_BMTW01000001.1:1079311-1095988       GCF_014649875.1     120.0   UDPG_MGDP_dh_N+UDPG_MGDP_dh+UDPG_MGDP_dh_C->?->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->                                                    Streptomyces rubiginosohelvolus                                             Streptomycetales                NZ_BMTW01000001.1
WP_201808922.1  ?                   NZ_JAERRI010000018.1:128137-142497      GCF_016741825.1     112.0   *?->CASPASE+FAM199X->PSE->DUF2236+EF-hand_7+EFHAND->                                                                                                                Streptomyces sp. 9-7                                                        Streptomycetales                NZ_JAERRI010000018.1
WP_175518900.1  ?                   NZ_JAANNX010000001.1:350690-362999      GCF_013363615.1     122.0   ?->*?->CASPASE->?->                                                                                                                                                 Streptomyces sp. CAI-85                                                     Streptomycetales                NZ_JAANNX010000001.1
WP_217575935.1  ?                   NZ_JAGXJM010000067.1:1-8488             GCF_019091445.1     111.0   SWACOS+LuxR-HTH->?->*?->CASPASE->?->                                                                                                                                Streptomyces sp. GbtcB7                                                     Streptomycetales                NZ_JAGXJM010000067.1
WP_225846866.1  Pepco               NZ_JAINVH010000009.1:75012-88454        GCF_020400825.1     115.0   ?->35exo->*Pepco->CASPASE->                                                                                                                                         Streptomyces sp. HPF1205                                                    Streptomycetales                NZ_JAINVH010000009.1
WP_176102291.1  Pepco               NZ_CP054918.1:5104478-5115922           GCF_013364195.1     123.0   ?->CASPASE->*Pepco->Hydrolase_4->                                                                                                                                   Streptomyces sp. NA04227                                                    Streptomycetales                NZ_CP054918.1
WP_070023809.1  Pepco               NZ_CP058977.1:453354-468965             GCF_013423905.1     120.0   ?->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                              Streptomyces sp. NEAU-sy36                                                  Streptomycetales                NZ_CP058977.1
WP_031522325.1  ?                   NZ_JOHY01000046.1:6277-19460            GCF_000721495.1     113.0   MarR-HTH->*?->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH->                                                                                                                    Streptomyces sp. NRRL F-5123                                                Streptomycetales                NZ_JOHY01000046.1
WP_031068246.1  Pepco               NZ_JOBL01000099.1:91894-105194          GCF_000716335.1     123.0   ?->?->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DoxX->                                                                                     Streptomyces sp. NRRL S-118                                                 Streptomycetales                NZ_JOBL01000099.1
KJY29148.1      Pepco               JZWY01000678.1:1011-13524               GCA_000966955.1     107.0   LEVANB+GDPD->?->*Pepco->CASPASE->                                                                                                                                   Streptomyces sp. NRRL S-495                                                 Streptomycetales                JZWY01000678.1
WP_030208240.1  Pepco               NZ_JOGB01000068.1:11421-25483           GCF_000719335.1     122.0   ?->CASPASE->*Pepco->                                                                                                                                                Streptomyces sp. NRRL S-87                                                  Streptomycetales                NZ_JOGB01000068.1
TXS58238.1      Pepco               RDBP01000002.1:367-8703                 GCA_008042045.1     132.0   HTH_1+LysR_substrate->*Pepco->CASPASE+iHD+HSP90->Ion_trans_2->                                                                                                      Streptomyces sp. t39                                                        Streptomycetales                RDBP01000002.1
WP_150252494.1  Pepco               NZ_VWVS01000004.1:300371-324806         GCF_008638355.1     109.0   N6_Mtase->*Pepco->Peptidase_C14->?->                                                                                                                                Nocardiopsis deserti                                                        Streptosporangiales             NZ_VWVS01000004.1
MBO3752834.1    Pepco               JAGFNW010000064.1:1054-13716            GCA_017592665.1     114.0   HTH_32+rve_3->Cutinase+CARDB->*Pepco->CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                        Streptosporangiaceae bacterium NEAU-GS5                                     Streptosporangiales             JAGFNW010000064.1
WP_029314924.1  Pepco               NZ_AFEJ02000002.1:1650901-1665418       GCF_000238775.2     119.0   *Pepco->CASPASE+GUN4->                                                                                                                                              Acaryochloris sp. CCMEE 5410                                                Synechococcales                 NZ_AFEJ02000002.1
WP_010482531.1  Pepco               NZ_AFEJ02000002.1:254332-266896         GCF_000238775.2     121.0   PSE->*Pepco->                                                                                                                                                       Acaryochloris sp. CCMEE 5410                                                Synechococcales                 NZ_AFEJ02000002.1
NJR67899.1      Pepco               JAAUOP010000011.1:51664-57795           GCA_012034805.1     126.0   HNOB->PemK_toxin->*Pepco->CASPASE+GUN4->                                                                                                                            Synechococcales cyanobacterium CRU_2_2                                      Synechococcales                 JAAUOP010000011.1
HIK56999.1      Pepco               DVEB01000323.1:4847-17969               GCA_015295905.1     124.0   *Pepco->CASPASE+FGS->Four-helical-protein->                                                                                                                         Synechococcales cyanobacterium M55_K2018_004                                Synechococcales                 DVEB01000323.1
NJN32649.1      Pepco               JAAUQQ010000415.1:177-3936              GCA_012032745.1     117.0   *Pepco->                                                                                                                                                            Synechococcales cyanobacterium RM1_1_8                                      Synechococcales                 JAAUQQ010000415.1
WP_015168589.1  Pepco+GUN4          NC_019702.1:1894784-1910696             GCF_000317085.1     161.0   OB_RNB+CSD2+RNASEII+S1->Voltage_CLC+CBS->*Pepco+GUN4->Hpt+GUN4->                                                                                                    Synechococcus sp. PCC 7502                                                  Synechococcales                 NC_019702.1
WP_026441740.1  Trypco1             NZ_JIAL01000001.1:551937-564425         GCF_000688455.1     119.0   Trypsin->*Trypco1->                                                                                                                                                 Pseudacidobacterium ailaaui                                                 Terriglobia                     NZ_JIAL01000001.1
NUR75232.1      Pepco               JABFWJ010000077.1:10536-15031           GCA_013362295.1     131.0   *Pepco->                                                                                                                                                            Thermoleophilia bacterium                                                   Thermoleophilia                 JABFWJ010000077.1
MBV9104573.1    ?                   JAFAQT010000018.1:44-2610               GCA_019246215.1     149.0   *?->                                                                                                                                                                Verrucomicrobiota bacterium                                                 Verrucomicrobiota               JAFAQT010000018.1
PIW44104.1      Pepco               PFGI01000175.1:1003-13621               GCA_002781905.1     129.0   ?->Patatin->*Pepco->                                                                                                                                                Zetaproteobacteria bacterium CG12_big_fil_rev_8_21_14_0_65_54_13            Zetaproteobacteria              PFGI01000175.1
MBN1479305.1    Pepco               JAFGKD010000017.1:361-9226              GCA_016928775.1     101.0   *Pepco->FGS->Four-helical-protein->                                                                                                                                 candidate division KSB1 bacterium                                           candidate division KSB1         JAFGKD010000017.1
PYL07458.1      Pepco               QHQA01000113.1:4982-16718               GCA_003219695.1     101.0   Amino_oxidase->*Pepco->CASPASE->TPR->                                                                                                                               Verrucomicrobia bacterium                                                   unclassified Verrucomicrobia    QHQA01000113.1

#PolBetaCCAA-like
pid             arch                                    nucleotideID:position                   assembly        plen    compact                                                                                                                 organism                                                taxend                      NCBI
MBU4422100.1    PolBetaCCAA-like                        JAHINX010000067.1:16513-21691           GCA_018895765.1 238 ?->ABC_membrane+ABC_tran->*PolBetaCCAA-like->DADA-Ligase->                                                              Patescibacteria group bacterium Bacteria.                                           JAHINX010000067.1
PYT29341.1      PolBetaCCAA-like                        QHXW01000121.1:1841-10202               GCA_003223115.1 141 *PolBetaCCAA-like->                                                                                                     Acidobacteria bacterium                                 Acidobacteria               QHXW01000121.1
MBX3278503.1    PolBetaCCAA-like+HDRnase                JAHBSF010000031.1:32860-45263           GCA_019639255.1 473 Glu-tRNAGln->Amidase->*PolBetaCCAA-like+HDRnase->                                                                       Acidobacteria bacterium                                 Acidobacteria               JAHBSF010000031.1
TWD54265.1      PolBetaCCAA-like                        VIVD01000003.1:170076-183853            GCA_007993855.1 260 tRNA->HD->*PolBetaCCAA-like->                                                                                           Agrobacterium vitis                                     Alphaproteobacteria         VIVD01000003.1
MBL4749103.1    PolBetaCCAA-like                        JAESRV010000004.1:31920-38983           GCA_016764475.1 261 GMT-wHTH->HD+HD_assoc->*PolBetaCCAA-like->                                                                              Amylibacter sp.                                         Alphaproteobacteria         JAESRV010000004.1
WP_183199901.1  PolBetaCCAA-like                        NZ_JACIEK010000004.1:250636-261563      GCF_014196835.1 277 HD->*PolBetaCCAA-like->                                                                                                 Aureimonas pseudogalii                                  Alphaproteobacteria         NZ_JACIEK010000004.1
RTM14626.1      PolBetaCCAA-like                        RXJC01000050.1:106361-126107            GCA_003963435.1 252 ?->HD+HD_assoc->*PolBetaCCAA-like->AAA_11+AAA_12->METHYLASE+DAM-Fungal->                                                Bradyrhizobiaceae bacterium                             Alphaproteobacteria         RXJC01000050.1
WP_225189299.1  PolBetaCCAA-like                        NZ_JADYVG010000015.1:90224-101801       GCF_020193585.1 254 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Bradyrhizobium sp. IC3195                               Alphaproteobacteria         NZ_JADYVG010000015.1
EJN09036.1      PolBetaCCAA-like                        AKIY01000291.1:10990-21507              GCA_000282615.1 276 Epimerase->sig_peptide->FAA_hydrolase->*PolBetaCCAA-like->Patatin+iHKD->                                                Bradyrhizobium sp. YR681                                Alphaproteobacteria         AKIY01000291.1
WP_126093676.1  PolBetaCCAA-like                        NZ_CP034447.1:5109660-5125248           GCF_003952485.1 259 HD->*PolBetaCCAA-like->                                                                                                 Mesorhizobium sp. M1E.F.Ca.ET.045.02.1.1                Alphaproteobacteria         NZ_CP034447.1
WP_227437640.1  PolBetaCCAA-like                        NZ_VMOA01000010.1:90613-101855          GCF_020662345.1 258 ?->HD+HD_assoc->*PolBetaCCAA-like->                                                                                     Methylobacterium sp. W2                                 Alphaproteobacteria         NZ_VMOA01000010.1
WP_175092750.1  PolBetaCCAA-like                        NZ_JABVWW010000001.1:330738-343276      GCF_013350005.1 287 AAA_23+SbcC->*PolBetaCCAA-like->Patatin+iHKD->                                                                          Methylocystis silviterrae                               Alphaproteobacteria         NZ_JABVWW010000001.1
WP_157235024.1  PolBetaCCAA-like                        NZ_KB900626.1:1945841-1957552           GCF_000379125.1 259 HATPase_c+DNA_gyraseB+Toprim+DNA_gyraseB_C->HD+HD_assoc->*PolBetaCCAA-like->                                            Methylosinus sp. LW4                                    Alphaproteobacteria         NZ_KB900626.1
WP_186378792.1  PolBetaCCAA-like                        NZ_VDBZ01000001.1:1884178-1896945       GCF_007693735.1 269 ROS_MUCR->DOC->*PolBetaCCAA-like->Patatin+iHKD->rve->                                                                   Sphingobium sp. B2                                      Alphaproteobacteria         NZ_VDBZ01000001.1
KKC24754.1      PolBetaCCAA-like                        LARW01000110.1:4-7862                   GCA_000971055.1 225 DDE_Tnp_1_2->*PolBetaCCAA-like->                                                                                        Sphingomonas sp. SRS2                                   Alphaproteobacteria         LARW01000110.1
WP_211342382.1  PolBetaCCAA-like                        NZ_RKRF01000014.1:201-15272             GCF_003843875.1 238 ?->HD+HD_assoc->*PolBetaCCAA-like->                                                                                     Aquisalibacillus elongatus                              Bacilli                     NZ_RKRF01000014.1
WP_206116141.1  PolBetaCCAA-like                        NZ_CP065591.1:1168072-1180042           GCF_017161205.1 245 Cys_Met_Meta_PP->tRNA->HD+HD_assoc->*PolBetaCCAA-like->PSE->?->                                                         Bacillus altitudinis                                    Bacilli                     NZ_CP065591.1
WP_088362827.1  PolBetaCCAA-like                        NZ_CP117423.1:389784-408272             GCF_028607045.1 232 ?->HD+HD_assoc->*PolBetaCCAA-like->                                                                                     Bacillus cereus                                         Bacilli                     NZ_CP117423.1
WP_017697255.1  PolBetaCCAA-like                        NZ_ANIP01000043.1:1-12429               GCF_000340295.1 229 ParB+DUF1524->?->*PolBetaCCAA-like->                                                                                    Bacillus subtilis S1-4                                  Bacilli                     NZ_ANIP01000043.1
WP_103621922.1  PolBetaCCAA-like                        NZ_CP044979.1:67944-81294               GCF_003054785.2 230 ?->PSE->HD+HD_assoc->*PolBetaCCAA-like->Mbetalac->DUF4062->                                                             Bacillus thuringiensis                                  Bacilli                     NZ_CP044979.1
WP_001038962.1  PolBetaCCAA-like                        NZ_CM000750.1:209472-224012             GCF_000161555.1 225 Cpn60_TCP1->HD+HD_assoc->*PolBetaCCAA-like->regulatory->GATase+GMP_synt_C->KAP-NTPase->                                 Bacillus thuringiensis serovar pakistani str. T13001    Bacilli                     NZ_CM000750.1
WP_098647576.1  PolBetaCCAA-like                        NZ_NVGS01000027.1:18735-28287           GCF_002569805.1 233 Phage_int_SAM_5+Phage_integrase->HD+HD_assoc->*PolBetaCCAA-like->regulatory->Xan_ur_permease->Response_reg+OmpR-HTH->   Bacillus toyonensis                                     Bacilli                     NZ_NVGS01000027.1
WP_007407872.1  PolBetaCCAA-like                        NC_022075.1:3967229-3978052             GCF_000455565.1 229 SPOUT_MTase->HD+HD_assoc->*PolBetaCCAA-like->                                                                           Bacillus velezensis UCMB5033                            Bacilli                     NC_022075.1
WP_008359346.1  PolBetaCCAA-like                        NZ_AMSH01000037.1:19694-33520           GCF_000300535.1 230 PSE->HD+HD_assoc->*PolBetaCCAA-like->PSE->Thioredox_DsbH+Glycosyl-hydro-6hairpin+Glycosyl-hydro-6hairpin->SurA_N_3->    Bacillus xiamenensis                                    Bacilli                     NZ_AMSH01000037.1
WP_106657611.1  PolBetaCCAA-like                        NZ_BJNU01000008.1:17000-27614           GCF_006539845.1 229 Mqo->HD+HD_assoc->*PolBetaCCAA-like->HTH_28+HTH_Tnp_1->HTH_28->                                                         Brevibacillus brevis                                    Bacilli                     NZ_BJNU01000008.1
WP_106786222.1  PolBetaCCAA-like                        NZ_BJOL01000006.1:297993-310884         GCF_006540185.1 234 RtcB->HD+HD_assoc->*PolBetaCCAA-like->SWACOS->?->                                                                       Brevibacillus formosus                                  Bacilli                     NZ_BJOL01000006.1
WP_063228390.1  PolBetaCCAA-like                        NZ_LQQV01000048.1:75883-86112           GCF_001619605.1 241 Response_reg+YcbB->HD+HD_assoc->*PolBetaCCAA-like->                                                                     Brevibacillus parabrevis                                Bacilli                     NZ_LQQV01000048.1
WP_227888139.1  PolBetaCCAA-like                        NZ_JAEMEG010000002.1:193708-205723      GCF_020739485.1 229 UPRTase->HD+HD_assoc->*PolBetaCCAA-like->PSE->Peptidase_M42->                                                           Cytobacillus oceanisediminis                            Bacilli                     NZ_JAEMEG010000002.1
WP_035395459.1  PolBetaCCAA-like                        NZ_DF239008.1:53197-62676               GCF_000414195.2 234 ?->HD+HD_assoc->*PolBetaCCAA-like->                                                                                     Exiguobacterium sp. OS-77                               Bacilli                     NZ_DF239008.1
WP_215113179.1  PolBetaCCAA-like                        NZ_JACSKB010000001.1:1070446-1079568    GCF_018617335.1 228 DUF436->HD+HD_assoc->*PolBetaCCAA-like->                                                                                Exiguobacterium sp. s63                                 Bacilli                     NZ_JACSKB010000001.1
WP_061801278.1  PolBetaCCAA-like                        NZ_BCVE01000037.1:100-17396             GCF_001591585.1 228 GspA-ATPase->HD+HD_assoc->*PolBetaCCAA-like->HsdM_N+N6_Mtase+DUF812->TRD+Methylase_S->                                  Niallia circulans NBRC 13626                            Bacilli                     NZ_BCVE01000037.1
WP_211753604.1  PolBetaCCAA-like                        NZ_FOHE01000001.1:65057-75217           GCF_900111445.1 250 ?->HD+HD_assoc->*PolBetaCCAA-like->HhH-GPD->PSE->                                                                       Oceanobacillus limi                                     Bacilli                     NZ_FOHE01000001.1
WP_068675259.1  PolBetaCCAA-like                        NZ_LYCS01000005.1:242288-256950         GCF_001659985.1 241 Y1_Tnp->HD+HD_assoc->*PolBetaCCAA-like->?->?->                                                                          Oceanobacillus sp. Castelsardo                          Bacilli                     NZ_LYCS01000005.1
WP_175369673.1  PolBetaCCAA-like                        NZ_JABWCS010000167.1:122-5830           GCF_013359945.1 237 QueC->HD+HD_assoc->*PolBetaCCAA-like->                                                                                  Paenibacillus agri                                      Bacilli                     NZ_JABWCS010000167.1
WP_087913558.1  PolBetaCCAA-like                        NZ_CP021780.1:259208-279398             GCF_002192415.1 205 Phage_int_SAM_3+Phage_integrase->HD+HD_assoc->*PolBetaCCAA-like->                                                       Paenibacillus donghaensis                               Bacilli                     NZ_CP021780.1
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WP_057301906.1  PolBetaCCAA-like                        NZ_LMEO01000003.1:52161-68222           GCF_001426375.1 248 MID+RNaseH->HD+HD_assoc->*PolBetaCCAA-like->                                                                            Paenibacillus sp. Root444D2                             Bacilli                     NZ_LMEO01000003.1
WP_090910299.1  PolBetaCCAA-like                        NZ_FNZO01000004.1:439574-457408         GCF_900109305.1 230 HD+HD_assoc->*PolBetaCCAA-like->?->?->                                                                                  Paenibacillus sp. cl141a                                Bacilli                     NZ_FNZO01000004.1
PCD06329.1      PolBetaCCAA-like                        NWQJ01000010.1:192297-206943            GCA_002351505.1 230 SSF->HD+HD_assoc->*PolBetaCCAA-like->                                                                                   Peribacillus simplex                                    Bacilli                     NWQJ01000010.1
WP_141527878.1  PolBetaCCAA-like                        NZ_NTZT01000002.1:901658-920168         GCF_002559475.1 218 REase+NACHT->HD+HD_assoc->*PolBetaCCAA-like->                                                                           Priestia megaterium                                     Bacilli                     NZ_NTZT01000002.1
WP_233335269.1  PolBetaCCAA-like                        NZ_JAJTTM010000010.1:31518-45281        GCF_021341775.1 241 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Priestia megaterium                                     Bacilli                     NZ_JAJTTM010000010.1
WP_226612896.1  PolBetaCCAA-like                                                                GCF_020524205.1 244 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Pseudalkalibacillus hwajinpoensis                       Bacilli                     
MBC8487764.1    PolBetaCCAA-like                        JACNGF010000624.1:2677-18156            GCA_014384245.1 256 PAPS_reduct->HD+HD_assoc->*PolBetaCCAA-like->                                                                           Bacteroidetes bacterium                                 Bacteroidetes               JACNGF010000624.1
MBR2638589.1    PolBetaCCAA-like                        JAFWBM010000039.1:168102-183396         GCA_017507105.1 238 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Bacteroidaceae bacterium                                Bacteroidia                 JAFWBM010000039.1
MBR6648430.1    PolBetaCCAA-like                        JAFXFV010000200.1:1-7092                GCA_017513425.1 245 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Bacteroidaceae bacterium                                Bacteroidia                 JAFXFV010000200.1
MBR3856067.1    PolBetaCCAA-like                        JAFXLC010000115.1:1-11437               GCA_017531425.1 239 HD+HD_assoc->*PolBetaCCAA-like->TRANSGLUTAMINASE+BactIG->                                                               Bacteroidaceae bacterium                                Bacteroidia                 JAFXLC010000115.1
MCD7815689.1    PolBetaCCAA-like                        JAJQGN010000120.1:1-4806                GCA_021200495.1 226 ?->*PolBetaCCAA-like->                                                                                                  Bacteroides sp.                                         Bacteroidia                 JAJQGN010000120.1
ROT09982.1      PolBetaCCAA-like                        RIAZ01000001.1:203137-217368            GCA_003762615.1 230 ?->?->*PolBetaCCAA-like->HD+HD_assoc->?->                                                                               Muribaculaceae bacterium Isolate-037 (Harlan)           Bacteroidia                 RIAZ01000001.1
RGZ74330.1      PolBetaCCAA-like                        QSEO01000084.1:3561-10326               GCA_003466605.1 179 HD->*PolBetaCCAA-like->                                                                                                 Parabacteroides merdae                                  Bacteroidia                 QSEO01000084.1
WP_131728075.1  PolBetaCCAA-like                        NZ_CYTS01000006.1:261041-270309         GCF_001299175.1 242 ?->HD+HD_assoc->*PolBetaCCAA-like->?->                                                                                  Achromobacter xylosoxidans                              Betaproteobacteria          NZ_CYTS01000006.1
WP_179233479.1  PolBetaCCAA-like                        NZ_NKEZ01000007.1:484007-498694         GCF_002223345.1 232 MotB_plug+OmpA->CACHE+HAMP+MA->*PolBetaCCAA-like->Patatin+iHKD->?->                                                     Burkholderia sp. AU16741                                Betaproteobacteria          NZ_NKEZ01000007.1
WP_139794239.1  PolBetaCCAA-like                        NZ_MUKS01000010.1:10361-24116           GCF_002081775.1 234 GATase_6+SIS+SIS->HD->*PolBetaCCAA-like->                                                                               Chromobacterium violaceum                               Betaproteobacteria          NZ_MUKS01000010.1
WP_083451232.1  PolBetaCCAA-like+Patatin+iHKD           NZ_LFYT02000044.1:1844-16716            GCF_001270065.2 925 METHYLASE->*PolBetaCCAA-like+Patatin+iHKD->                                                                             Limnohabitans planktonicus II-D5                        Betaproteobacteria          NZ_LFYT02000044.1
WP_108407093.1  PolBetaCCAA-like                        NZ_NESK01000017.1:54365-66084           GCF_003063415.1 236 ?->HD+HD_assoc->*PolBetaCCAA-like->Schlafen->AlbA_2+HATPase_c_4->                                                       Limnohabitans sp. 2KL-17                                Betaproteobacteria          NZ_NESK01000017.1
WP_147240143.1  PolBetaCCAA-like                        NZ_VOSR01000070.1:1-9935                GCF_007997345.1 255 ?->STY-kinase->*PolBetaCCAA-like->Patatin+iHKD+ParB->                                                                   Mitsuaria sp. TWR114                                    Betaproteobacteria          NZ_VOSR01000070.1
MBL8315063.1    PolBetaCCAA-like                        JAEUPG010000193.1:126-7611              GCA_016790505.1 254 *PolBetaCCAA-like->Patatin->                                                                                            Rubrivivax sp.                                          Betaproteobacteria          JAEUPG010000193.1
MBE0658726.1    PolBetaCCAA-like                        JACZJQ010000208.1:30939-37320           GCA_014860455.1 272 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Bryobacteraceae bacterium                               Bryobacterales              JACZJQ010000208.1
SPE26007.1      PolBetaCCAA-like                        OKRF01000029.1:39-9917                  GCA_900290315.1 293 *PolBetaCCAA-like->                                                                                                     Candidatus Sulfopaludibacter sp. SbA3                   Bryobacterales              OKRF01000029.1
MBN2421676.1    PolBetaCCAA-like                        JAFGRO010000002.1:66590-75764           GCA_016935095.1 410 *PolBetaCCAA-like->                                                                                                     Candidatus Woesearchaeota archaeon                      Candidatus Woesearchaeota   JAFGRO010000002.1
MBN1502060.1    PolBetaCCAA-like                        JAFGJW010000001.1:127046-136956         GCA_016928835.1 310 Carbam_trans_N+Carbam_trans_C->Lactamase_B_2->*PolBetaCCAA-like->                                                       Candidatus Woesearchaeota archaeon                      Candidatus Woesearchaeota   JAFGJW010000001.1
WP_161816661.1  PolBetaCCAA-like                        NZ_JAACJS010000002.1:70538-82969        GCF_009939005.1 249 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Sediminibacterium roseum                                Chitinophagia               NZ_JAACJS010000002.1
HBF6680923.1    PolBetaCCAA-like                        DAEKBV010000157.1:1-6298                GCA_018745765.1 178 ?->PSE->PSE->HD+HD_assoc->*PolBetaCCAA-like->                                                                           Clostridioides difficile                                Clostridia                  DAEKBV010000157.1
WP_009902704.1  PolBetaCCAA-like                        NZ_AVGI01000327.1:230-3250              GCF_000448825.2 233 HD+HD_assoc->*PolBetaCCAA-like->PSE->                                                                                   Clostridioides difficile CD3                            Clostridia                  NZ_AVGI01000327.1
WP_061302236.1  PolBetaCCAA-like                        NZ_LFPA01000181.1:462-4953              GCF_001573565.1 242 Amidase_3+LysM->HD+HD_assoc->*PolBetaCCAA-like->                                                                        Clostridium botulinum                                   Clostridia                  NZ_LFPA01000181.1
HAT4340068.1    PolBetaCCAA-like                        DACTCF010000019.1:42648-51945           GCA_015932295.1 232 HD+HD_assoc->*PolBetaCCAA-like->Sirtuin->                                                                               Clostridium perfringens                                 Clostridia                  DACTCF010000019.1
WP_135548134.1  PolBetaCCAA-like                        NZ_SPQQ01000005.1:103596-119497         GCF_004766045.1 231 DEAD->HD+HD_assoc->*PolBetaCCAA-like->HKD-Rease+SF2-DUF3427A+SAD-DUF3427C->                                             Desulfosporosinus fructosivorans                        Clostridia                  NZ_SPQQ01000005.1
NLK98934.1      PolBetaCCAA-like                        JAAYPH010000232.1:1-6764                GCA_012519955.1 234 ?->HD+HD_assoc->*PolBetaCCAA-like->                                                                                     Epulopiscium sp.                                        Clostridia                  JAAYPH010000232.1
PHV72211.1      PolBetaCCAA-like                        PEDL01000001.1:333789-345766            GCA_002735925.1 232 ?->HD+HD_assoc->*PolBetaCCAA-like->                                                                                     Lachnospiraceae bacterium                               Clostridia                  PEDL01000001.1
GFI29104.1      PolBetaCCAA-like                        BLME01000093.1:40-2625                  GCA_011960065.1 229 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Lachnospiraceae bacterium                               Clostridia                  BLME01000093.1
AEJ39624.1      PolBetaCCAA-like                        CP002901.1:1354753-1365515              GCA_000219855.1 227 HD+HD_assoc->*PolBetaCCAA-like->?->PAIREDC-HTH->                                                                        Sulfobacillus acidophilus TPY                           Clostridia                  CP002901.1
KXB63571.1      PolyA_pol+HD                            KQ960123.1:665780-678398                GCA_001553055.1 475 *PolyA_pol+HD->                                                                                                         Olsenella sp. DNF00959                                  Coriobacteriia              KQ960123.1
WP_224346622.1  PolBetaCCAA-like                        NZ_CP083583.1:554974-563878             GCF_020091585.1 262 *PolBetaCCAA-like->Patatin+iHKD->Polbeta->                                                                              Kovacikia minuta CCNUW1                                 Cyanophyceae                NZ_CP083583.1
WP_190952432.1  PolBetaCCAA-like                        NZ_JACJTC010000033.1:37538-49771        GCF_014698495.1 258 DnaJ->*PolBetaCCAA-like->iHKD->                                                                                         Nostoc punctiforme FACHB-252                            Cyanophyceae                NZ_JACJTC010000033.1
WP_223648910.1  PolBetaCCAA-like                        NZ_JAIFAG010000001.1:785511-798483      GCF_020012125.1 246 PfkB+Nuc_deoxyrib_tr->HD+HD_assoc->*PolBetaCCAA-like->                                                                  Hymenobacter psoromatis                                 Cytophagia                  NZ_JAIFAG010000001.1
WP_102331810.1  PolBetaCCAA-like                        NZ_CP058566.2:1664181-1674523           GCF_014672715.2 287 tRNA_Me_trans->HD+HD_assoc->*PolBetaCCAA-like->                                                                         Dehalogenimonas etheniformans                           Dehalococcoidia             NZ_CP058566.2
KFA91779.1      PolBetaCCAA-like                        JPMI01000129.1:16905-28250              GCA_000733295.1 209 4HBT->4HBT_3->*PolBetaCCAA-like->                                                                                       Archangium violaceum Cb vi76                            Deltaproteobacteria         JPMI01000129.1
WP_171809482.1  PolBetaCCAA-like                        NZ_JABJTT010000240.1:4270-14589         GCF_013155195.1 298 Amino_oxidase->HD+HD_assoc->*PolBetaCCAA-like->                                                                         Corallococcus exiguus                                   Deltaproteobacteria         NZ_JABJTT010000240.1
MBW2646946.1    PolBetaCCAA-like                        JAFDAE010000224.1:81-4186               GCA_019314005.1 281 HD_assoc->*PolBetaCCAA-like->ACYC->                                                                                     Deltaproteobacteria bacterium                           Deltaproteobacteria         JAFDAE010000224.1
TDI96248.1      PolBetaCCAA-like+HD                     SMWZ01000179.1:488-13533                GCA_004356455.1 437 Patatin->*PolBetaCCAA-like+HD->LGT->                                                                                    Deltaproteobacteria bacterium                           Deltaproteobacteria         SMWZ01000179.1
MBW2500633.1    PolBetaCCAA-like+HDRnase                JAFDCH010000472.1:53-7771               GCA_019312885.1 467 DNA_binding_1->?->*PolBetaCCAA-like+HDRnase->                                                                           Deltaproteobacteria bacterium                           Deltaproteobacteria         JAFDCH010000472.1
KPJ76126.1      PolBetaCCAA-like                        LJNK01000048.1:11956-23396              GCA_001303025.1 252 ?->Pyr_redox_2->*PolBetaCCAA-like->TPR->Endonuclease_5->                                                                Deltaproteobacteria bacterium SG8_13                    Deltaproteobacteria         LJNK01000048.1
WP_054031861.1  PolBetaCCAA-like                        NZ_BCAG01000003.1:2200979-2213141       GCF_001293685.1 248 *PolBetaCCAA-like->DUF2959->FA_desaturase->                                                                             Desulfatitalea tepidiphila                              Deltaproteobacteria         NZ_BCAG01000003.1
WP_155322969.1  PolBetaCCAA-like                        NZ_AP021876.1:3473658-3488225           GCF_009688985.1 248 *PolBetaCCAA-like->Ferredoxin-RRM+Nitroreductase-like->                                                                 Desulfosarcina ovata subsp. sediminis                   Deltaproteobacteria         NZ_AP021876.1
MBC2709560.1    PolBetaCCAA-like                        JABZFO010000010.1:247-6391              GCA_014237405.1 253 *PolBetaCCAA-like->Classical-AAA->?->                                                                                   Desulfosarcina sp.                                      Deltaproteobacteria         JABZFO010000010.1
WP_066851793.1  PolBetaCCAA-like                        NZ_JXMS01000002.1:14330-21636           GCF_001672295.1 225 MazG-like->?->*PolBetaCCAA-like->                                                                                       Halodesulfovibrio spirochaetisodalis                    Deltaproteobacteria         NZ_JXMS01000002.1
CAB5079264.1    PolBetaCCAA-like                        CAFBRF010000030.1:164675-172639         GCA_903231395.1 281 Aminotran_5->ABM->*PolBetaCCAA-like->AMP-binding->?->                                                                   Olavius algarvensis associated proteobacterium Delta 3  Deltaproteobacteria         CAFBRF010000030.1
WP_167127178.1  PolBetaCCAA-like                        NZ_VSMK01000591.1:3928-13625            GCF_011682075.1 240 CoA_binding_2+Succ_CoA_lig+ATP-grasp_5+ACET->?->*PolBetaCCAA-like->CopG_antitoxin->                                     Cupidesulfovibrio liaohensis                            Desulfovibrionia            NZ_VSMK01000591.1
TLD82332.1      PolyA_pol+HD                            JROZ02000001.1:722441-736155            GCA_000765665.2 453 OmpA-beta-barrel->OmpA-beta-barrel->*PolyA_pol+HD->                                                                     Helicobacter sp. MIT 05-5293                            Epsilonproteobacteria       JROZ02000001.1
MBD9052353.1    PolBetaCCAA-like+HD                     RKES01000037.1:1-2578                   GCA_014847955.1 709 SIS->*PolBetaCCAA-like+HD->                                                                                             Holdemanella biformis                                   Erysipelotrichia            RKES01000037.1
GIM51288.1      PolBetaCCAA-like                        BOQG01000001.1:385111-396231            GCA_018332555.1 235 HD->HD_assoc->*PolBetaCCAA-like->?->Pyr_redox_2->                                                                       Capnocytophaga cynodegmi                                Flavobacteriia              BOQG01000001.1
WP_009641468.1  PolBetaCCAA-like                        NZ_ALNN01000015.1:10304-20192           GCF_000293175.1 232 ?->HD+HD_assoc->*PolBetaCCAA-like->                                                                                     Capnocytophaga sp. CM59                                 Flavobacteriia              NZ_ALNN01000015.1
WP_031428538.1  PolBetaCCAA-like                        NZ_JPOL01000002.1:3495726-3505267       GCF_000733945.1 242 HTH->HD+HD_assoc->*PolBetaCCAA-like->?->?->                                                                             Flavimarina sp. Hel_I_48                                Flavobacteriia              NZ_JPOL01000002.1
NLN32848.1      PolBetaCCAA-like                        JAAYKY010000021.1:39950-48353           GCA_012522185.1 210 HTH->HD+HD_assoc->*PolBetaCCAA-like->                                                                                   Flavobacteriaceae bacterium                             Flavobacteriia              JAAYKY010000021.1
WP_143869975.1  PolBetaCCAA-like                        NZ_CP041660.1:489524-501967             GCF_007289895.1 266 HD+HD_assoc->*PolBetaCCAA-like->?->                                                                                     Catenovulum sediminis                                   Gammaproteobacteria         NZ_CP041660.1
WP_095103549.1  PolBetaCCAA-like                        NZ_NISF01000006.1:345337-360917         GCF_002270295.1 260 *PolBetaCCAA-like->Patatin+iHKD->                                                                                       Enterobacter sp. 10-1                                   Gammaproteobacteria         NZ_NISF01000006.1
WP_213328984.1  PolBetaCCAA-like                        NZ_JAHAWC010000008.1:42789-58882        GCF_018383635.1 276 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Enterobacter sp. 120016                                 Gammaproteobacteria         NZ_JAHAWC010000008.1
WP_191933557.1  PolBetaCCAA-like                        NZ_JACYMO010000002.1:557474-569319      GCF_014838825.1 268 GAF+GGDEF->HD->*PolBetaCCAA-like->tRNA->Flagellin_N+Flagellin_C->                                                       Erwinia persicina                                       Gammaproteobacteria         NZ_JACYMO010000002.1
WP_222681642.1  PolBetaCCAA-like                        NZ_CP082141.1:3433592-3446645           GCF_019844095.1 268 GAF+GGDEF->PSE->*PolBetaCCAA-like->tRNA->Flagellin_N+Flagellin_C->                                                      Erwinia persicina                                       Gammaproteobacteria         NZ_CP082141.1
WP_174522425.1  PolBetaCCAA-like                        NZ_BCTN01000009.1:86801-99139           GCF_001571305.1 268 GAF+GGDEF->HD->*PolBetaCCAA-like->tRNA->Flagellin_N+Flagellin_C->                                                       Erwinia persicina NBRC 102418                           Gammaproteobacteria         NZ_BCTN01000009.1
EHZ5976264.1    PolBetaCCAA-like                        ABCBBX010000004.1:1-5437                GCA_019720575.1 251 *PolBetaCCAA-like->                                                                                                     Escherichia coli                                        Gammaproteobacteria         ABCBBX010000004.1
NOX92420.1      PolBetaCCAA-like                        JAADIL010000159.1:1-7258                GCA_013151355.1 263 PALP->?->*PolBetaCCAA-like->TGT->YajC->                                                                                 Gammaproteobacteria bacterium                           Gammaproteobacteria         JAADIL010000159.1
WP_155833708.1  PolBetaCCAA-like                        NZ_AZQX01000392.1:3245-12058            GCF_000568385.1 235 AAA_19+SH3_13+UvrD_C_2->HD->*PolBetaCCAA-like->                                                                         Halomonas sp. BC04                                      Gammaproteobacteria         NZ_AZQX01000392.1
WP_071844417.1  PolBetaCCAA-like                                                                GCF_000963575.1 276 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Klebsiella michiganensis                                Gammaproteobacteria         
WP_207304383.1  PolBetaCCAA-like                        NZ_BIKL01000057.1:1-1118                GCF_004313045.1 278 *PolBetaCCAA-like->Patatin->                                                                                            Klebsiella pneumoniae                                   Gammaproteobacteria         NZ_BIKL01000057.1
WP_206860941.1  PolBetaCCAA-like                        NZ_JADWPE010000003.1:612026-626003      GCF_017308985.1 304 B12-binding+ArgK+MM_CoA_mutase->HD+HD_assoc->*PolBetaCCAA-like->?->DUF2188->                                            Lysobacter sp. Cm-3-T8                                  Gammaproteobacteria         NZ_JADWPE010000003.1
WP_080163447.1  PolBetaCCAA-like                        NZ_CP020350.1:1320664-1332206           GCF_002068115.1 279 HD+HD_assoc->*PolBetaCCAA-like->PSE->Trypsin+PDZ+PDZ->Diacid_rec+GGDEF_2+HTH_30->                                       Pectobacterium brasiliense                              Gammaproteobacteria         NZ_CP020350.1
WP_205593430.1  PolBetaCCAA-like                        NZ_JACHAB010000007.1:41008-52633        GCF_016949155.1 278 HD+HD_assoc->*PolBetaCCAA-like->PSE->Trypsin+PDZ+PDZ->Diacid_rec+GGDEF_2+HTH_30->                                       Pectobacterium brasiliense                              Gammaproteobacteria         NZ_JACHAB010000007.1
AVR04738.1      PolBetaCCAA-like                        CP020388.1:4119944-4130524              GCA_003019925.1 264 LysR_substrate->HD+HD_assoc->*PolBetaCCAA-like->                                                                        Pluralibacter gergoviae                                 Gammaproteobacteria         CP020388.1
KDC50053.1      PolBetaCCAA-like+Patatin+iHKD+ParBC     JJNZ01000048.1:43991-54810              GCA_000690055.1 896 *PolBetaCCAA-like+Patatin+iHKD+ParBC->                                                                                  Pseudoalteromonas fuliginea                             Gammaproteobacteria         JJNZ01000048.1
WP_162883279.1  PolBetaCCAA-like                                                                GCF_003416755.1 228 HD->*PolBetaCCAA-like->                                                                                                 Pseudomonas cichorii                                    Gammaproteobacteria         
WP_146034140.1  PolBetaCCAA-like                        NZ_NNBI01000001.1:3035707-3051882       GCF_002891885.1 256 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Pseudomonas putida                                      Gammaproteobacteria         NZ_NNBI01000001.1
WP_058408801.1  PolBetaCCAA-like                        NZ_LKCH01000114.1:11893-26854           GCF_001467105.1 259 McrBC->HD->*PolBetaCCAA-like->                                                                                          Pseudomonas syringae ICMP 19498                         Gammaproteobacteria         NZ_LKCH01000114.1
WP_186659462.1  PolBetaCCAA-like                        NZ_CP077095.1:2936653-2945194           GCF_014268885.2 230 HD->*PolBetaCCAA-like->                                                                                                 Pseudomonas xantholysinigenes                           Gammaproteobacteria         NZ_CP077095.1
WP_187410524.1  PolBetaCCAA-like                        NZ_QRAI01000004.1:471796-484964         GCF_014336955.1 293 UvrD-helicase+UvrD_C->HD->*PolBetaCCAA-like->?->Lactamase_B->                                                           Saccharophagus sp. K07                                  Gammaproteobacteria         NZ_QRAI01000004.1
WP_180847715.1  PolBetaCCAA-like                        NZ_RATQ01000033.1:29447-42171           GCF_013463855.1 242 Transketolase_N+PDH_E1_M->HD+HD_assoc->*PolBetaCCAA-like->                                                              Stenotrophomonas maltophilia                            Gammaproteobacteria         NZ_RATQ01000033.1
WP_171352807.1  PolBetaCCAA-like                        NZ_VTXP01000005.1:406405-418072         GCF_013114385.1 322 HD->*PolBetaCCAA-like->                                                                                                 Vibrio coralliilyticus                                  Gammaproteobacteria         NZ_VTXP01000005.1
EGQ8117165.1    PolBetaCCAA-like                        AAXMMY010000011.1:39-8996               GCA_015960425.1 323 HD->*PolBetaCCAA-like->                                                                                                 Vibrio parahaemolyticus                                 Gammaproteobacteria         AAXMMY010000011.1
WP_104214874.1  PolBetaCCAA-like                        NZ_MCUM01000081.1:9-2576                GCF_002873485.1 325 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Vibrio splendidus                                       Gammaproteobacteria         NZ_MCUM01000081.1
WP_146769122.1  PolBetaCCAA-like                        NZ_CP012947.1:550310-582867             GCF_001518895.1 239 Transketolase_N+PDH_E1_M->HD+HD_assoc->*PolBetaCCAA-like->                                                              Xanthomonas oryzae pv. oryzae                           Gammaproteobacteria         NZ_CP012947.1
WP_155742278.1  PolBetaCCAA-like                        NZ_LWSU01000002.1:10812-20917           GCF_001659965.1 236 Transketolase_N+PDH_E1_M->HD+HD_assoc->*PolBetaCCAA-like->PSE->                                                         Xanthomonas translucens pv. poae                        Gammaproteobacteria         NZ_LWSU01000002.1
RPI16250.1      PolBetaCCAA-like                        RPQH01000055.1:617-7581                 GCA_003820375.1 237 RmuC->HD+HD_assoc->*PolBetaCCAA-like->                                                                                  Ignavibacteriae bacterium                               Ignavibacteriae             RPQH01000055.1
WP_191082542.1  Ac-Ter+PolBetaCCAA-like+HDRnase+DUF4207 NZ_CP061722.1:186018-193272             GCF_014764445.1 563 *Ac-Ter+PolBetaCCAA-like+HDRnase+DUF4207->                                                                              Pseudarthrobacter sp. BIM B-2242                        Micrococcales               NZ_CP061722.1
WP_110955002.1  PolBetaCCAA-like                        NZ_LT575483.1:2562967-2572849           GCF_900086705.1 228 ?->HD+HD_assoc->*PolBetaCCAA-like->SbcC->                                                                               Massilibacillus massiliensis                            Negativicutes               NZ_LT575483.1
WP_074572265.1  PolBetaCCAA-like                        NZ_FNJQ01000015.1:6699-18532            GCF_900104055.1 213 HMGL-like->HD+HD_assoc->*PolBetaCCAA-like->                                                                             Selenomonas ruminantium                                 Negativicutes               NZ_FNJQ01000015.1
WP_103217186.1  PolBetaCCAA-like                        NZ_PPDJ01000002.1:268769-280984         GCF_002903145.1 247 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Halobacteriovorax sp. DA5                               Oligoflexia                 NZ_PPDJ01000002.1
MBN1512070.1    PolBetaCCAA-like                        JAFGJQ010000203.1:2610-15690            GCA_016929015.1 254 HD+HD_assoc->*PolBetaCCAA-like->Methyltransf_25->                                                                       Phycisphaerae bacterium                                 Phycisphaerae               JAFGJQ010000203.1
MBL7152582.1    PolBetaCCAA-like                        JADHYA010000026.1:153-18923             GCA_016782675.1 282 AMP_N+Peptidase_M24->HD+HD_assoc->*PolBetaCCAA-like->DPPIV_N+Peptidase_S9->                                             Phycisphaerae bacterium                                 Phycisphaerae               JADHYA010000026.1
MCA9250641.1    PolBetaCCAA-like                        JAGQOP010000073.1:1839-16078            GCA_020427375.1 205 DUF45->HD+HD_assoc->*PolBetaCCAA-like->LACI-HTH->                                                                       Phycisphaerales bacterium                               Phycisphaerae               JAGQOP010000073.1
WP_162666533.1  PolBetaCCAA-like                        NZ_LR593886.1:1016236-1030071           GCF_901538265.1 274 HD->Transposase_mut->*PolBetaCCAA-like->                                                                                Gemmata massiliana                                      Planctomycetia              NZ_LR593886.1
MBW8040359.1    PolBetaCCAA-like                        VRUL01000012.1:40588-52751              GCA_019456145.1 286 Toprim+Topoisom_bac+zf-C4_Topoisom+zf-C4_Topoisom+zf-C4_Topoisom->HD+HD_assoc->*PolBetaCCAA-like->HNH+AP2->?->          Planctomycetota bacterium                               Planctomycetota             VRUL01000012.1
NQT03869.1      PolBetaCCAA-like                        JABMRO010000735.1:1-2042                GCA_013202635.1 282 HD+HD_assoc->*PolBetaCCAA-like->?->                                                                                     Planctomycetota bacterium                               Planctomycetota             JABMRO010000735.1
WP_228115737.1  PolBetaCCAA-like                        NZ_WIDM01000003.1:173808-180459         GCF_009496545.1 162 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Sphingobacterium faecium                                Sphingobacteriia            NZ_WIDM01000003.1
MBP3710276.1    PolBetaCCAA-like                        JAGAZO010000017.1:183355-192867         GCA_017940005.1 251 ?->HD+HD_assoc->*PolBetaCCAA-like->NeuB+SAF->SMODS->                                                                    Treponema sp.                                           Spirochaetales              JAGAZO010000017.1
WP_051075295.1  PolBetaCCAA-like                        NZ_KB891721.1:605-7067                  GCF_000373545.1 245 HNH_5->HD+HD_assoc->*PolBetaCCAA-like->?->Acetyltransf_3->                                                              Alkalispirochaeta alkalica DSM 8900                     Spirochaetia                NZ_KB891721.1
MBI5688611.1    PolBetaCCAA-like                        JACRQG010000004.1:75957-89571           GCA_016222805.1 303 HD+HD_assoc->*PolBetaCCAA-like->                                                                                        Verrucomicrobia bacterium                               Verrucomicrobia             JACRQG010000004.1
RYD85605.1      PolBetaCCAA-like                        SEGV01000037.1:830-7609                 GCA_004144095.1 271 Ribonuc_red_lgC->HD+HD_assoc->*PolBetaCCAA-like->                                                                       Verrucomicrobiaceae bacterium                           Verrucomicrobiae            SEGV01000037.1
MBL9154732.1    PolBetaCCAA-like                        JAEUHH010000094.1:68219-78008           GCA_016795505.1 297 Mrr_cat->HD+HD_assoc->*PolBetaCCAA-like->REase+SWI2_SNF2+DUF3387->                                                      Verrucomicrobiales bacterium                            Verrucomicrobiae            JAEUHH010000094.1

#SAMHD1
pid             arch                                nucleotideID:position               assembly            plen    compact                                                                                                                     organism                                            taxend              NCBI
PYV94845.1      HD+PRTase-CE                        QIAA01000190.1:1-7794               GCA_003224905.1     905     ?->*HD+PRTase-CE->                                                                                                          Acidobacteria bacterium                             Acidobacteria       QIAA01000190.1
MBV9494960.1    HD+PRTase-CE                        JAFAVZ010000320.1:1-3624            GCA_019242175.1     849     *HD+PRTase-CE->                                                                                                             Acidobacteriota bacterium                           Acidobacteriota     JAFAVZ010000320.1
WP_169721619.1  HD+PRTase-CE                        NZ_KE384533.1:621824-634215         GCF_000426525.1     898     *HD+PRTase-CE->                                                                                                             Nocardioides alkalitolerans DSM 16699               Actinomycetes       NZ_KE384533.1
MBQ7674632.1    HD+PRTase-CE                        JAFSYH010000149.1:243-7216          GCA_017450085.1     929     ?->*HD+PRTase-CE->?->Nuc_deoxyrib_tr->QueC->?->                                                                             Alphaproteobacteria bacterium                       Alphaproteobacteria JAFSYH010000149.1
WP_056509576.1  HD+PRTase-CE                        NZ_LMQT01000025.1:116163-129558     GCF_001424685.1     915     TniQ->?->*HD+PRTase-CE->                                                                                                    Aureimonas sp. Leaf454                              Alphaproteobacteria NZ_LMQT01000025.1
WP_211399085.1  HD+HD_assoc_2+PRTase-CE             NZ_JAFCKJ010000012.1:154346-171992  GCF_018130465.1     962     N6_N4_Mtase->SF2-DUF3427A->?->Dot_icm_IcmQ->*HD+HD_assoc_2+PRTase-CE->                                                      Bradyrhizobium canariense                           Alphaproteobacteria NZ_JAFCKJ010000012.1
WP_233286581.1  HD+PRTase-CE                        NZ_JACMYM010000146.1:1-7490         GCF_020889745.1     763     Resolvase+Recombinase+PPP1-HTH->ParB+RepB->RepB->?->*HD+PRTase-CE->                                                         Bradyrhizobium ivorense                             Alphaproteobacteria NZ_JACMYM010000146.1
WP_194478584.1  HD+HD_assoc_2+PRTase-CE             NZ_CP030048.1:7251054-7266690       GCF_015291665.1     950     UPF0489->?->*HD+HD_assoc_2+PRTase-CE->                                                                                      Bradyrhizobium sp. CCBAU 53338                      Alphaproteobacteria NZ_CP030048.1
WP_029077504.1  HD+HD_assoc_2+PRTase-CE             NZ_AUGA01000001.1:36871-51764       GCF_000426785.1     993     ?->*HD+HD_assoc_2+PRTase-CE->                                                                                               Bradyrhizobium sp. th.b2                            Alphaproteobacteria NZ_AUGA01000001.1
WP_176587526.1  HD+PRTase-CE                        NZ_JABXOG010000001.1:20476-34963    GCF_013375275.1     904     ?->*HD+PRTase-CE->                                                                                                          Brucella intermedia                                 Alphaproteobacteria NZ_JABXOG010000001.1
ESX52709.1      HD+HD_assoc_2+PRTase-CE             AYVW01000013.1:960-13512            GCA_000502675.1     900     *HD+HD_assoc_2+PRTase-CE->                                                                                                  Mesorhizobium sp. LSHC424B00                        Alphaproteobacteria AYVW01000013.1
AWN50277.1      HD+PRTase-CE                        CP029553.1:5764537-5778649          GCA_003173755.1     908     ?->?->?->TMP_2->*HD+PRTase-CE->                                                                                             Methylobacterium terrae                             Alphaproteobacteria CP029553.1
MBB5757409.1    HD+PRTase-CE                        JACHOP010000007.1:2611-15275        GCA_014199935.1     945     ?->*HD+PRTase-CE->                                                                                                          Methylorubrum rhodinum                              Alphaproteobacteria JACHOP010000007.1
WP_219321209.1  HD+PRTase-CE                        NZ_CP073764.1:610184-627132         GCF_019343105.1     958     ?->*HD+PRTase-CE->                                                                                                          Methylovirgula sp. HY1                              Alphaproteobacteria NZ_CP073764.1
TNM60542.1      HD+HD_assoc_2+PRTase-CE             VDMN01000008.1:72699-84128          GCA_006335145.1     951     ?->*HD+HD_assoc_2+PRTase-CE->                                                                                               Rhizobium smilacinae                                Alphaproteobacteria VDMN01000008.1
WP_111164110.1  HD+PRTase-CE                        NZ_PCDP01000076.1:166850-184564     GCF_003240585.1     957     UDG->LDcluster2+TIR_2->TIR_2+TIR_2->?->*HD+PRTase-CE->                                                                      Rhizobium tubonense                                 Alphaproteobacteria NZ_PCDP01000076.1
WP_075284352.1  HD+PRTase-CE                        NZ_CP087156.1:1265579-1283538       GCF_001932055.2     955     HTH_36->TraJ-RHH->TraI-VirD2-RCRE->?->*HD+PRTase-CE->                                                                       Roseibium aggregatum                                Alphaproteobacteria NZ_CP087156.1
SFO38336.1      HD+PRTase-CE                        FOVP01000037.1:264-13852            GCA_900115165.1     907     *HD+PRTase-CE->?->                                                                                                          Roseovarius lutimaris                               Alphaproteobacteria FOVP01000037.1
WP_132742109.1  HD+HD_assoc_2+SelB-HTH+PRTase-CE    NZ_SLYD01000009.1:47098-59823       GCF_004340945.1     939     ?->*HD+HD_assoc_2+SelB-HTH+PRTase-CE->                                                                                      Sphingomonas sp. PP-F2F-A104-K0414                  Alphaproteobacteria NZ_SLYD01000009.1
OAV70513.1      HD+PRTase-CE                        LBCX01000054.1:118-12655            GCA_001657575.1     1000    B12-binding+RADICAL-SAM->Methyltransf_1N+DNA_binding_1->RuvB_N+AAA_lid_4+RuvB_C->*HD+PRTase-CE->STALD->Polysacc_synt->?->   Bacteroidales bacterium Barb4                       Bacteroidia         LBCX01000054.1
WP_099780545.1  HD+PRTase-CE                        NZ_CP024597.1:1491282-1504693       GCF_002754115.1     912     ?->BLBD->OAD_beta->?->*HD+PRTase-CE->                                                                                       Porphyromonas gingivalis                            Bacteroidia         NZ_CP024597.1
OGB15448.1      HD+PRTase-CE                        MESG01000118.1:11892-23977          GCA_001770905.1     926     ?->*HD+PRTase-CE->                                                                                                          Burkholderiales bacterium RIFCSPLOWO2_02_FULL_67_64 Betaproteobacteria  MESG01000118.1
MBO9687085.1    HD+PRTase-CE                        JAGIAC010000006.1:83460-95124       GCA_017745055.1     905     ?->*HD+PRTase-CE->RNaseH->                                                                                                  Mitsuaria chitosanitabida                           Betaproteobacteria  JAGIAC010000006.1
WP_115534042.1  HD+PRTase-CE                        NZ_QRGA01000007.1:169458-181857     GCF_003367175.1     924     ?->*HD+PRTase-CE->DAM->HhH-GPD->                                                                                            Trinickia dinghuensis                               Betaproteobacteria  NZ_QRGA01000007.1
PZQ78227.1      HD+PRTase-CE                        QFPP01000003.1:499-7197             GCA_003243375.1     898     ?->*HD+PRTase-CE->                                                                                                          Variovorax paradoxus                                Betaproteobacteria  QFPP01000003.1
WP_195981446.1  HD+HD_assoc_2+PRTase-CE             NZ_JADPEU010000216.1:1-2640         GCF_015667985.1     786     ?->*HD+HD_assoc_2+PRTase-CE->                                                                                               Blautia wexlerae                                    Clostridia          NZ_JADPEU010000216.1
MBQ7446241.1    HD+HD_assoc_2+PRTase-CE                                                 JAFSVU010000056.1   915     ?->*HD+HD_assoc_2+PRTase-CE->                                                                                               Clostridia bacterium                                Clostridia          
MBQ3165606.1    HD+HD_assoc_2+PRTase-CE             JAFQIW010000135.1:113950-126838     GCA_017397345.1     901     ?->*HD+HD_assoc_2+PRTase-CE->HET+LDcluster2->TIR_2->?->Big_10->                                                             Lachnospiraceae bacterium                           Clostridia          JAFQIW010000135.1
EOS74113.1      HD+PRTase-CE                        KE159819.1:550-15403                GCA_000403495.2     904     ?->?->?->*HD+PRTase-CE->Sel1+Sel1+Sel1+Sel1+TPR+Sel1+Sel1+Sel1->SHMT->                                                      Lachnospiraceae bacterium 10-1                      Clostridia          KE159819.1
WP_079645186.1  HD+HD_assoc_2+PRTase-CE             NZ_FVNF01000016.1:1-15802           GCF_900136495.1     902     PSE->*HD+HD_assoc_2+PRTase-CE->                                                                                             Mycobacteroides abscessus subsp. massiliense        Corynebacteriales   NZ_FVNF01000016.1
MBX3245554.1    HD+HD_assoc_2+PRTase-CE             JAHBWH010000001.1:224-20397         GCA_019637115.1     859     ?->*HD+HD_assoc_2+PRTase-CE->                                                                                               Myxococcales bacterium                              Deltaproteobacteria JAHBWH010000001.1
WP_072963657.1  PRTase-CE                           NZ_AP024873.1:895747-907532         GCF_024346915.1     949     SMPB->tmRNA->PSE->Synaptojanin->*PRTase-CE->His_Phos_1->?->AbiH->                                                           Vibrio gazogenes                                    Gammaproteobacteria NZ_AP024873.1
MBK8945386.1    HD+PRTase-CE                        JADJWT010000001.1:2046510-2059922   GCA_016716225.1     917     AEP-TOTE+PrimaseLS->XIS-HTH->TPR->PSE->Polysacc_deac_1+DEAM-AAD-Dictyo->*HD+PRTase-CE->SIR2_2+STALD->DUF1863->TIR_2->?->    Ignavibacteriae bacterium                           Ignavibacteriae     JADJWT010000001.1
KQM57518.1      HD+HD_assoc_2+PRTase-CE             LMKK01000004.1:132973-145042        GCA_001421485.1     763     *HD+HD_assoc_2+PRTase-CE->                                                                                                  Agreia sp. Leaf210                                  Micrococcales       LMKK01000004.1
WP_156459098.1  HD+PRTase-CE                        NZ_LMOR01000001.1:607776-621350     GCF_001424225.1     908     ?->*HD+PRTase-CE->                                                                                                          Microbacterium sp. Leaf151                          Micrococcales       NZ_LMOR01000001.1
WP_157743926.1  HD+PRTase-CE                        NZ_LT607755.1:1645056-1661835       GCF_900090275.1     905     *HD+PRTase-CE->                                                                                                             Micromonospora zamorensis                           Micromonosporales   NZ_LT607755.1
WP_075336068.1  HD+HD_assoc_2+PRTase-CE             NZ_CP011509.1:11230669-11246969     GCF_001027285.1     886     ?->*HD+HD_assoc_2+PRTase-CE->                                                                                               Archangium gephyra                                  Myxococcia          NZ_CP011509.1
MBX3214343.1    HD+HD_assoc_2+PRTase-CE             JAHBWA010000057.1:34602-49195       GCA_019637195.1     796     ?->*HD+HD_assoc_2+PRTase-CE->?->?->                                                                                         Labilithrix sp.                                     Polyangia           JAHBWA010000057.1
WP_184204696.1  HD+HD_assoc_2+PRTase-CE             NZ_JACHIF010000001.1:533111-550020  GCF_014203045.1     945     ?->*HD+HD_assoc_2+PRTase-CE->                                                                                               Prosthecobacter dejongeii                           Verrucomicrobiae    NZ_JACHIF010000001.1
WP_113959649.1  HD+PRTase-CE                        NZ_QNRR01000006.1:244931-259979     GCF_003315205.1     936     ?->?->PLUG+TonB_dep_Rec->Plug+TonB_dep_Rec->*HD+PRTase-CE->                                                                 Roseimicrobium gellanilyticum                       Verrucomicrobiae    NZ_QNRR01000006.1

#nSTAND4
pid             arch                                nucleotideID:position                   assembly            plen    organism                                                taxend                      NCBI
RYY00119.1      Calcineurin-CE+nSTAND4              SDYY01000152.1:140-1915                 GCA_004172975.1     591     bacterium Bacteria.                                                                 SDYY01000152.1
WP_198660845.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP059488.1:448414-464334             GCF_016250455.1     1040    Acidithiobacillus ferrivorans                           Acidithiobacillia           NZ_CP059488.1
KUN45394.1      Calcineurin-CE+nSTAND4              KQ948457.1:199205-215958                GCA_001514115.1     1042    Streptomyces olivochromogenes                           Actinomycetes               KQ948457.1
SDP13372.1      Calcineurin-CE+nSTAND4              FNHV01000017.1:26001-40084              GCA_900103585.1     1086    Streptomyces sp. cf386                                  Actinomycetes               FNHV01000017.1
WP_048580606.1  Calcineurin-CE+nSTAND4              NZ_LFNT01000007.1:77365-91356           GCF_001047325.1     1081    Streptomyces viridochromogenes                          Actinomycetes               NZ_LFNT01000007.1
WP_035249347.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_AQQY01000003.1:15504-28683           GCF_000671395.1     1068    Actibacterium atlanticum                                Alphaproteobacteria         NZ_AQQY01000003.1
WP_015914925.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NC_011989.1:600364-611791               GCF_000016285.1     1071    Allorhizobium ampelinum S4                              Alphaproteobacteria         NC_011989.1
MBQ2882336.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFQRT010000021.1:871-5984              GCA_017409945.1     1020    Alphaproteobacteria bacterium                           Alphaproteobacteria         JAFQRT010000021.1
MBU2341242.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAHJWA010000229.1:2401-15244            GCA_018828205.1     1064    Alphaproteobacteria bacterium                           Alphaproteobacteria         JAHJWA010000229.1
WP_172592941.1  Calcineurin-CE+nSTAND4              NZ_AP018498.1:22884-43223               GCF_003569745.1     704     Altererythrobacter sp. B11                              Alphaproteobacteria         NZ_AP018498.1
MYA88408.1      Calcineurin-CE+nSTAND4              VXPN01000253.1:131-6499                 GCA_009839535.1     1042    Boseongicola sp. SB0662_bin_57                          Alphaproteobacteria         VXPN01000253.1
WP_084299025.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_AXAZ01000035.1:60344-79284           GCF_000473065.1     1060    Bradyrhizobium sp. WSM1743                              Alphaproteobacteria         NZ_AXAZ01000035.1
HIV08181.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   DVOM01000038.1:1-9770                   GCA_018713605.1     1020    Candidatus Scatocola faecigallinarum                    Alphaproteobacteria         DVOM01000038.1
WP_158966071.1  Calcineurin-CE+nSTAND4              NZ_VOPH01000003.1:1-8449                GCF_009765275.1     1054    Chachezhania sediminis                                  Alphaproteobacteria         NZ_VOPH01000003.1
MAL00090.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   NZMC01000054.1:835-18077                GCA_002694415.1     1029    Citromicrobium sp.                                      Alphaproteobacteria         NZMC01000054.1
MBD75986.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   PAWB01000024.1:14413-25709              GCA_002714005.1     1029    Citromicrobium sp.                                      Alphaproteobacteria         PAWB01000024.1
SDN16121.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   FNGR01000020.1:1-15889                  GCA_900103045.1     1074    Ensifer sp. YR511                                       Alphaproteobacteria         FNGR01000020.1
WP_143034263.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_FNGR01000020.1:318-16557             GCF_900103045.1     1094    Ensifer sp. YR511                                       Alphaproteobacteria         NZ_FNGR01000020.1
RWQ35753.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   SASU01000064.1:15955-33303              GCA_004021755.1     1029    Mesorhizobium sp.                                       Alphaproteobacteria         SASU01000064.1
WP_147829747.1  Calcineurin-CE+nSTAND4              NZ_VRVC01000010.1:4829-22276            GCF_008040005.1     1069    Methylobacterium sp. WL19                               Alphaproteobacteria         NZ_VRVC01000010.1
WP_088874104.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP022111.1:1446552-1459314           GCF_000730165.1     1063    Nitrospirillum amazonense CBAmc                         Alphaproteobacteria         NZ_CP022111.1
WP_082456345.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_LMJY01000012.1:318-8244              GCF_001421325.1     1069    Novosphingobium sp. Leaf2                               Alphaproteobacteria         NZ_LMJY01000012.1
MBO6669649.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAEPOW010000011.1:34413-44874           GCA_017642725.1     1084    Parvibaculum sp.                                        Alphaproteobacteria         JAEPOW010000011.1
WP_196257909.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JADQDB010000001.1:305250-320187      GCF_015694405.1     1015    Pelagibacterium limicola                                Alphaproteobacteria         NZ_JADQDB010000001.1
WP_146345641.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_VOGO01000003.1:525644-537573         GCF_007923355.1     1064    Phaeobacter marinintestinus                             Alphaproteobacteria         NZ_VOGO01000003.1
RYE70252.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   SEEG01000014.1:84-11882                 GCA_004144435.1     1059    Rhizobiaceae bacterium                                  Alphaproteobacteria         SEEG01000014.1
WP_130763083.1  Calcineurin-CE+nSTAND4+nSTAND4-C1                                           GCF_004304575.1     1094    Rhizobium leguminosarum                                 Alphaproteobacteria         
NKK97500.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   WIEU01000002.1:193641-210780            GCA_012276115.1     1053    Rhizobium leguminosarum bv. viciae                      Alphaproteobacteria         WIEU01000002.1
WP_168320907.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_WIEU01000002.1:193641-210780         GCF_012276115.1     1046    Rhizobium leguminosarum bv. viciae                      Alphaproteobacteria         NZ_WIEU01000002.1
WP_088694123.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_LOKZ01000025.1:3218-21901            GCF_002211365.1     1030    Rhizobium sp. R711                                      Alphaproteobacteria         NZ_LOKZ01000025.1
OWV96927.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   LOLA01000025.1:3218-21901               GCA_002211385.1     995     Rhizobium sp. R72                                       Alphaproteobacteria         LOLA01000025.1
WP_074555941.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_FNAY01000027.1:72-8988               GCF_900102155.1     1060    Rhodobacter capsulatus                                  Alphaproteobacteria         NZ_FNAY01000027.1
WP_080457382.1  Calcineurin-CE+nSTAND4              NZ_BDIY01000010.1:48338-60015           GCF_002072155.1     1032    Roseovarius sp. A-2                                     Alphaproteobacteria         NZ_BDIY01000010.1
WP_157783912.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_AJQM01000166.1:20414-31124           GCF_000261845.1     1061    Sinorhizobium fredii CCBAU 05557                        Alphaproteobacteria         NZ_AJQM01000166.1
QND29610.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   CP050513.1:137113-153457                GCA_014189615.1     1074    Sinorhizobium meliloti                                  Alphaproteobacteria         CP050513.1
MBO9670013.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAGIAA010000009.1:48824-63016           GCA_017745115.1     1057    Sphingobium sp.                                         Alphaproteobacteria         JAGIAA010000009.1
WP_037516611.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JGVR01000002.1:90442-108226          GCF_000731935.1     1056    Sphingobium yanoikuyae                                  Alphaproteobacteria         NZ_JGVR01000002.1
WP_192099842.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JACYVM010000023.1:1-11098            GCF_014842355.1     1040    Sphingomonas sp. CFBP 13706                             Alphaproteobacteria         NZ_JACYVM010000023.1
WP_067105333.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_BCUA01000004.1:10186-23599           GCF_001591045.1     1064    Sphingopyxis granuli NBRC 100800                        Alphaproteobacteria         NZ_BCUA01000004.1
WP_132997219.1  Calcineurin-CE+nSTAND4              NZ_MVIP01000002.1:5052-20195            GCF_004349575.1     1036    Sulfitobacter pontiacus                                 Alphaproteobacteria         NZ_MVIP01000002.1
WP_160972487.1  Calcineurin-CE+nSTAND4              NZ_WWEN01000002.1:838831-857655         GCF_009857745.1     1035    Thalassobius mangrovi                                   Alphaproteobacteria         NZ_WWEN01000002.1
GAP14265.1      Calcineurin-CE+nSTAND4              DF967972.1:2291841-2307400              GCA_001050235.2     1023    Longilinea arvoryzae                                    Anaerolineae                DF967972.1
MBS1364158.1    Calcineurin-CE+nSTAND4              JABLYY010000027.1:123-4381              GCA_018265555.1     1003    Bacilli bacterium                                       Bacilli                     JABLYY010000027.1
WP_098473910.1  Calcineurin-CE+nSTAND4+nSTAND4-C1                                           GCF_002576795.1     1048    Bacillus cereus                                         Bacilli                     
WP_061884922.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP014283.1:165971-177905             GCF_001595725.1     1033    Bacillus thuringiensis                                  Bacilli                     NZ_CP014283.1
WP_088021185.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_MOOL01000063.1:57983-72229           GCF_002147905.1     1033    Bacillus thuringiensis serovar xiaguangiensis           Bacilli                     NZ_MOOL01000063.1
MBO8461405.1    Calcineurin-CE+nSTAND4-C1           JADIMN010000040.1:28705-41109           GCA_017694735.1     998     Candidatus Alectryobacillus merdavium                   Bacilli                     JADIMN010000040.1
WP_167823216.1  Calcineurin-CE+nSTAND4              NZ_JAAVMT010000010.1:78806-94650        GCF_012102315.1     1097    Enterococcus casseliflavus                              Bacilli                     NZ_JAAVMT010000010.1
WP_197189693.1  Calcineurin-CE+nSTAND4              NZ_JACZDW010000001.1:387238-403283      GCF_015903875.1     1013    Fictibacillus sp. 7GRE50                                Bacilli                     NZ_JACZDW010000001.1
WP_197143252.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_LDFC01000070.1:10364-22755           GCF_015880985.1     1031    Lysinibacillus sphaericus                               Bacilli                     NZ_LDFC01000070.1
WP_127587739.1  Calcineurin-CE+nSTAND4-C1           NZ_BIMA01000112.1:1-23441               GCF_004000845.1     1017    Paenibacillus koleovorans NBRC 103111                   Bacilli                     NZ_BIMA01000112.1
QAY65030.1      Calcineurin-CE+nSTAND4              CP035492.1:20263-36782                  GCA_004135365.1     1055    Paenibacillus protaetiae                                Bacilli                     CP035492.1
WP_165279851.1  Calcineurin-CE+nSTAND4              NZ_CP035492.1:20263-36782               GCF_004135365.1     1047    Paenibacillus protaetiae                                Bacilli                     NZ_CP035492.1
WP_068779942.1  Calcineurin-CE+nSTAND4-C1           NZ_LN831279.1:304997-319538             GCF_900069005.2     1014    Paenibacillus sp. GM2                                   Bacilli                     NZ_LN831279.1
WP_134211877.1  Calcineurin-CE+nSTAND4              NZ_CP038016.1:8336-26206                GCF_004367585.1     1023    Paenisporosarcina antarctica                            Bacilli                     NZ_CP038016.1
WP_026693840.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_KE387237.1:315217-330930             GCF_000430765.1     1038    Peribacillus kribbensis DSM 17871                       Bacilli                     NZ_KE387237.1
WP_212604624.1  Calcineurin-CE+nSTAND4              NZ_CP070502.1:2673110-2686103           GCF_018309085.1     1082    Sporosarcina sp. Marseille-Q4063                        Bacilli                     NZ_CP070502.1
WP_187047400.1  Calcineurin-CE+nSTAND4              NZ_CP060287.1:1913096-1925971           GCF_014302295.1     1024    Sporosarcina sp. resist                                 Bacilli                     NZ_CP060287.1
WP_071457732.1  Calcineurin-CE+nSTAND4              NZ_CP017267.1:2097314-2109138           GCF_001870205.1     1041    Vagococcus teuberi                                      Bacilli                     NZ_CP017267.1
WP_092494430.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_FNKD01000005.1:205614-221719         GCF_900102415.1     1027    Virgibacillus salinus                                   Bacilli                     NZ_FNKD01000005.1
WP_025726850.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JAGM01000002.1:4221-17854            GCF_000526655.1     1034    Weizmannia ginsengihumi J57                             Bacilli                     NZ_JAGM01000002.1
MBU1094403.1    Calcineurin-CE+nSTAND4              JAHISX010000071.1:1-10751               GCA_018817915.1     1020    Bacillota bacterium                                     Bacillota                   JAHISX010000071.1
MBP2664087.1    Calcineurin-CE+nSTAND4              JAGGAA010000200.1:315-4274              GCA_017889675.1     1067    Bacillota bacterium                                     Bacillota                   JAGGAA010000200.1
MBU0474132.1    Calcineurin-CE+nSTAND4              JAHJDY010000098.1:5306-24619            GCA_018812285.1     1003    Bacteroidetes bacterium                                 Bacteroidetes               JAHJDY010000098.1
MBU1800542.1    Calcineurin-CE+nSTAND4              JAHJHY010000217.1:5306-24618            GCA_018823665.1     930     Bacteroidetes bacterium                                 Bacteroidetes               JAHJHY010000217.1
HAY35008.1      Calcineurin-CE+nSTAND4              DNFN01000384.1:47-6850                  GCA_003486905.1     1151    Bacteroidetes bacterium                                 Bacteroidetes               DNFN01000384.1
KAF0128638.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   WOUZ01000017.1:13257-31968              GCA_009773165.1     1055    Bacteroidetes bacterium                                 Bacteroidetes               WOUZ01000017.1
PKP02884.1      Calcineurin-CE+TRADDN+nSTAND4       PHDB01000032.1:25278-37431              GCA_002842495.1     1155    Bacteroidetes bacterium HGW-Bacteroidetes-6             Bacteroidetes               PHDB01000032.1
MBS5020157.1    Calcineurin-CE+nSTAND4              JAGZKY010000013.1:53169-68117           GCA_018364915.1     1031    Alistipes sp.                                           Bacteroidia                 JAGZKY010000013.1
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MBO6255056.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAGBLT010000908.1:60-8066               GCA_017635295.1     1023    Bacteroidaceae bacterium                                Bacteroidia                 JAGBLT010000908.1
MBR6629002.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFXEV010000113.1:1-13385               GCA_017520765.1     1009    Bacteroidaceae bacterium                                Bacteroidia                 JAFXEV010000113.1
MBO7117220.1    Calcineurin-CE+nSTAND4              JAGCNX010000022.1:22884-34330           GCA_017645725.1     1037    Bacteroidales bacterium                                 Bacteroidia                 JAGCNX010000022.1
MBQ9722194.1    Calcineurin-CE+nSTAND4              JAFTHV010000008.1:8141-20122            GCA_017457265.1     1066    Bacteroidales bacterium                                 Bacteroidia                 JAFTHV010000008.1
MBQ8855034.1    Calcineurin-CE+nSTAND4              JAFTYS010000037.1:6762-17034            GCA_017461285.1     1036    Bacteroidales bacterium                                 Bacteroidia                 JAFTYS010000037.1
MBE6241744.1    Calcineurin-CE+nSTAND4              SUYQ01000036.1:6883-14437               GCA_015060325.1     1038    Bacteroidales bacterium                                 Bacteroidia                 SUYQ01000036.1
NLU39813.1      Calcineurin-CE+nSTAND4              JAAYAG010000113.1:80540-86930           GCA_012719495.1     1025    Bacteroidales bacterium                                 Bacteroidia                 JAAYAG010000113.1
MBR3412627.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFWOP010000046.1:11644-20110           GCA_017545365.1     1029    Bacteroidales bacterium                                 Bacteroidia                 JAFWOP010000046.1
MBQ7269257.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFSVL010000054.1:184-10495             GCA_017445015.1     1014    Bacteroidales bacterium                                 Bacteroidia                 JAFSVL010000054.1
MBQ8069405.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFUFP010000007.1:6323-25328            GCA_017469845.1     1019    Bacteroidales bacterium                                 Bacteroidia                 JAFUFP010000007.1
MBR2770840.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFWCY010000120.1:65-13369              GCA_017534195.1     995     Bacteroidales bacterium                                 Bacteroidia                 JAFWCY010000120.1
OJU48463.1      Calcineurin-CE+nSTAND4              MKRS01000524.1:1-7181                   GCA_001897035.1     1031    Bacteroidales bacterium 45-6                            Bacteroidia                 MKRS01000524.1
MBS5700654.1    Calcineurin-CE+nSTAND4              JAGZAO010000020.1:237474-249941         GCA_018370335.1     1030    Bacteroides cellulosilyticus                            Bacteroidia                 JAGZAO010000020.1
WP_195511235.1  Calcineurin-CE+nSTAND4              NZ_JADNGG010000009.1:7520-23056         GCF_015553205.1     1031    Bacteroides cellulosilyticus                            Bacteroidia                 NZ_JADNGG010000009.1
EXY87756.1      Calcineurin-CE+nSTAND4              JGDB01000389.1:1-7405                   GCA_000598485.1     684     Bacteroides fragilis str. 3998T(B)3                     Bacteroidia                 JGDB01000389.1
WP_042972006.1  Calcineurin-CE+nSTAND4              NZ_JGDB01000389.1:1-7405                GCF_000598485.1     727     Bacteroides fragilis str. 3998T(B)3                     Bacteroidia                 NZ_JGDB01000389.1
EYB20722.1      Calcineurin-CE+nSTAND4              JGEW01000006.1:95338-111748             GCA_000598785.2     970     Bacteroides fragilis str. I1345                         Bacteroidia                 JGEW01000006.1
WP_018669076.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_BAJK01000032.1:35431-47257           GCF_000613665.1     1022    Bacteroides gallinarum DSM 18171 = JCM 13658            Bacteroidia                 NZ_BAJK01000032.1
WP_072531110.1  Calcineurin-CE+nSTAND4              NZ_LT635801.1:2682002-2701167           GCF_900128495.1     1049    Bacteroides ilei                                        Bacteroidia                 NZ_LT635801.1
RHL95213.1      Calcineurin-CE+nSTAND4              QRPE01000003.1:227961-242416            GCA_003475245.1     841     Bacteroides intestinalis                                Bacteroidia                 QRPE01000003.1
WP_182427858.1  Calcineurin-CE+nSTAND4              NZ_QRPE01000003.1:227961-243517         GCF_003475245.1     837     Bacteroides intestinalis                                Bacteroidia                 NZ_QRPE01000003.1
RHE83662.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   QSKS01000002.1:725086-744103            GCA_003469595.1     1056    Bacteroides intestinalis                                Bacteroidia                 QSKS01000002.1
WP_182426039.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_QSKS01000002.1:725086-744103         GCF_003469595.1     1052    Bacteroides intestinalis                                Bacteroidia                 NZ_QSKS01000002.1
KAA4691845.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   VWFA01000008.1:1-16385                  GCA_008569045.1     1056    Bacteroides intestinalis                                Bacteroidia                 VWFA01000008.1
WP_007485359.1  Calcineurin-CE+nSTAND4              NZ_ABJL02000008.1:3132428-3151193       GCF_000172175.1     1013    Bacteroides intestinalis DSM 17393                      Bacteroidia                 NZ_ABJL02000008.1
MBD5295426.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAAVDX010000014.1:2501-16543            GCA_014801585.1     1007    Bacteroides sp.                                         Bacteroidia                 JAAVDX010000014.1
WP_163174911.1  Calcineurin-CE+nSTAND4              NZ_QVMI01000010.1:7434-18591            GCF_010500965.1     1027    Bacteroides sp. 51                                      Bacteroidia                 NZ_QVMI01000010.1
WP_032588443.1  Calcineurin-CE+nSTAND4              NZ_JAASHK010000048.1:75-10719           GCF_019734215.1     1013    Bacteroides stercoris                                   Bacteroidia                 NZ_JAASHK010000048.1
WP_158573912.1  Calcineurin-CE+nSTAND4+nSTAND4-C1                                           GCF_902364555.1     1052    Bacteroides stercoris                                   Bacteroidia                 
WP_055299759.1  Calcineurin-CE+nSTAND4              NZ_CZAP01000006.1:205811-224576         GCF_001405895.1     1013    Bacteroides thetaiotaomicron                            Bacteroidia                 NZ_CZAP01000006.1
WP_022471596.1  Calcineurin-CE+nSTAND4              NZ_CP081898.1:2851584-2865059           GCF_020091305.1     1031    Bacteroides thetaiotaomicron                            Bacteroidia                 NZ_CP081898.1
WP_196993428.1  Calcineurin-CE+nSTAND4              NZ_JACSWI010000006.1:163879-176563      GCF_015831785.1     1030    Bacteroides thetaiotaomicron                            Bacteroidia                 NZ_JACSWI010000006.1
WP_217726912.1  Calcineurin-CE+nSTAND4              NZ_JAHOIG010000009.1:79228-92107        GCF_019129275.1     1030    Bacteroides thetaiotaomicron                            Bacteroidia                 NZ_JAHOIG010000009.1
NCB83412.1      Calcineurin-CE+nSTAND4              SAAL01000012.1:40426-50157              GCA_009929445.1     1030    Bacteroidia bacterium                                   Bacteroidia                 SAAL01000012.1
MBL7934805.1    Calcineurin-CE+nSTAND4              JAEUTR010000141.1:673-13067             GCA_016787365.1     1046    Bacteroidia bacterium                                   Bacteroidia                 JAEUTR010000141.1
MBL7910010.1    Calcineurin-CE+nSTAND4              JAEUTO010000004.1:254612-264637         GCA_016787785.1     1039    Bacteroidia bacterium                                   Bacteroidia                 JAEUTO010000004.1
NCC99661.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   RZYM01000017.1:15625-32849              GCA_009930305.1     1009    Bacteroidia bacterium                                   Bacteroidia                 RZYM01000017.1
MUP36429.1      Calcineurin-CE+nSTAND4              WOTW01000002.1:455-4889                 GCA_009735555.1     399     Labilibaculum euxinus                                   Bacteroidia                 WOTW01000002.1
GFI06949.1      Calcineurin-CE+nSTAND4              BLLX01000068.1:2912-10269               GCA_011959405.1     516     Muribaculaceae bacterium                                Bacteroidia                 BLLX01000068.1
MBL6434578.1    Calcineurin-CE+nSTAND4              JAEUGO010000097.1:5489-14319            GCA_016775195.1     1049    Muribaculaceae bacterium                                Bacteroidia                 JAEUGO010000097.1
MBO5829884.1    Calcineurin-CE+nSTAND4              JAGBVI010000120.1:1-6282                GCA_017630395.1     1029    Paludibacteraceae bacterium                             Bacteroidia                 JAGBVI010000120.1
MBR4705474.1    Calcineurin-CE+nSTAND4              JAFXUF010000067.1:8137-20347            GCA_017535305.1     1029    Paludibacteraceae bacterium                             Bacteroidia                 JAFXUF010000067.1
MBR5375033.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFZPM010000043.1:46356-64968           GCA_017550335.1     1025    Paludibacteraceae bacterium                             Bacteroidia                 JAFZPM010000043.1
MBQ6723151.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFSOP010000005.1:37856-48996           GCA_017446895.1     1052    Paludibacteraceae bacterium                             Bacteroidia                 JAFSOP010000005.1
MBR2451298.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFVTU010000020.1:105658-119015         GCA_017503075.1     1040    Paludibacteraceae bacterium                             Bacteroidia                 JAFVTU010000020.1
WP_195605010.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JADNMM010000032.1:34994-48614        GCF_015556515.1     1010    Parabacteroides distasonis                              Bacteroidia                 NZ_JADNMM010000032.1
WP_195493840.1  Calcineurin-CE+nSTAND4              NZ_JADNHW010000014.1:100-5580           GCF_015554125.1     548     Phocaeicola dorei                                       Bacteroidia                 NZ_JADNHW010000014.1
WP_202192399.1  Calcineurin-CE+nSTAND4              NZ_JADMSQ010000040.1:39389-45459        GCF_015560875.1     474     Phocaeicola dorei                                       Bacteroidia                 NZ_JADMSQ010000040.1
WP_195195549.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JADMTU010000001.1:317426-336187      GCF_015546815.1     1022    Phocaeicola massiliensis                                Bacteroidia                 NZ_JADMTU010000001.1
WP_118028092.1  Calcineurin-CE+nSTAND4+nSTAND4-C1                                           GCF_003467165.1     1008    Phocaeicola plebeius                                    Bacteroidia                 
WP_172773077.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JABDSH010000080.1:15922-29512        GCF_012976285.1     1052    Phocaeicola vulgatus                                    Bacteroidia                 NZ_JABDSH010000080.1
WP_202191160.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JADNJS010000079.1:4-8576             GCF_015555055.1     1032    Phocaeicola vulgatus                                    Bacteroidia                 NZ_JADNJS010000079.1
HBN62527.1      Calcineurin-CE+nSTAND4              DOCB01000022.1:901-13777                GCA_003503565.1     530     Porphyromonadaceae bacterium                            Bacteroidia                 DOCB01000022.1
WP_013264305.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NC_014370.1:1399990-1417663             GCF_000144405.1     1021    Prevotella melaninogenica ATCC 25845                    Bacteroidia                 NC_014370.1
WP_211795970.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP072339.1:38693-53656               GCF_018127825.1     1028    Prevotella nigrescens                                   Bacteroidia                 NZ_CP072339.1
MBR4921198.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFZIZ010000014.1:26398-37875           GCA_017554145.1     1022    Prevotella sp.                                          Bacteroidia                 JAFZIZ010000014.1
MBO7591560.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAGCDB010000063.1:19359-30375           GCA_017651405.1     1023    Prevotella sp.                                          Bacteroidia                 JAGCDB010000063.1
MBQ4387909.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFPUG010000165.1:40030-55170           GCA_017395585.1     1054    Prevotella sp.                                          Bacteroidia                 JAFPUG010000165.1
MBQ0089054.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAGHTL010000252.1:282-3327              GCA_018065395.1     1014    Prevotellaceae bacterium                                Bacteroidia                 JAGHTL010000252.1
MBE6192978.1    Calcineurin-CE+nSTAND4              SUZO01000006.1:80696-93830              GCA_015059805.1     1019    Rikenellaceae bacterium                                 Bacteroidia                 SUZO01000006.1
WP_099657463.1  Calcineurin-CE+nSTAND4              NZ_PEEV01000001.1:3636198-3647782       GCF_002749705.1     1037    Acidovorax sp. 56                                       Betaproteobacteria          NZ_PEEV01000001.1
RYH71177.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   SDYD01000002.1:24345-35544              GCA_004146305.1     1021    Alcaligenaceae bacterium                                Betaproteobacteria          SDYD01000002.1
WP_173122278.1  Calcineurin-CE+nSTAND4+DUF4238      NZ_JABRWJ010000003.1:177-13931          GCF_013266755.1     1462    Aquabacterium terrae                                    Betaproteobacteria          NZ_JABRWJ010000003.1
WP_018989211.1  Calcineurin-CE+nSTAND4              NZ_KB899494.1:606-9102                  GCF_000378245.1     1057    Aromatoleum toluclasticum ATCC 700605                   Betaproteobacteria          NZ_KB899494.1
WP_081057635.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_LOXI01000044.1:96387-111564          GCF_001524385.1     1044    Burkholderia diffusa                                    Betaproteobacteria          NZ_LOXI01000044.1
WP_217053454.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JAHPLV010000036.1:59352-73892        GCF_019040655.1     1046    Burkholderia gladioli                                   Betaproteobacteria          NZ_JAHPLV010000036.1
WP_186048277.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CADEWU010000024.1:121848-134459      GCF_902831135.1     1046    Burkholderia gladioli                                   Betaproteobacteria          NZ_CADEWU010000024.1
WP_186106569.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CADEXA010000003.1:134724-149187      GCF_902831275.1     1046    Burkholderia gladioli                                   Betaproteobacteria          NZ_CADEXA010000003.1
WP_137960295.1  Calcineurin-CE+nSTAND4              NZ_SCNV01000123.1:1-6750                GCF_005503145.1     450     Burkholderia sp. 4M9327F10                              Betaproteobacteria          NZ_SCNV01000123.1
WP_080426482.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_LPDX01000121.1:44553-61003           GCF_001529845.1     1044    Burkholderia ubonensis                                  Betaproteobacteria          NZ_LPDX01000121.1
RDE51647.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   QPGA01000005.1:3106-52996               GCA_003332265.1     1050    Candidatus Accumulibacter meliphilus                    Betaproteobacteria          QPGA01000005.1
MBN8448870.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAFLDL010000012.1:83019-98156           GCA_017302435.1     1048    Candidatus Accumulibacter necessarius                   Betaproteobacteria          JAFLDL010000012.1
MBL0352539.1    Calcineurin-CE+nSTAND4              JADKGN010000004.1:433219-450383         GCA_016722705.1     1056    Candidatus Dechloromonas phosphoritropha                Betaproteobacteria          JADKGN010000004.1
RFC38842.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   QFXJ01000049.1:3366-15361               GCA_003402375.1     1039    Candidatus Nitrotoga sp. CP45                           Betaproteobacteria          QFXJ01000049.1
TAH13645.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   REAW01000006.1:181945-194769            GCA_004293725.1     1024    Curvibacter sp.                                         Betaproteobacteria          REAW01000006.1
WP_161057803.1  Calcineurin-CE+nSTAND4              NZ_WWCT01000030.1:52885-69287           GCF_009857605.1     1053    Duganella levis                                         Betaproteobacteria          NZ_WWCT01000030.1
WP_219329514.1  Calcineurin-CE+nSTAND4              NZ_JAHKQW010000010.1:83568-98715        GCF_019345575.1     1019    Janthinobacterium sp. NKUCC08_JDC                       Betaproteobacteria          NZ_JAHKQW010000010.1
WP_170203303.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP051685.1:3629194-3644337           GCF_012849555.1     1057    Massilia forsythiae                                     Betaproteobacteria          NZ_CP051685.1
EUJ10298.1      Calcineurin-CE+nSTAND4              JCKJ01000001.1:1122448-1158404          GCA_000525025.1     1060    Methylophilaceae bacterium 11                           Betaproteobacteria          JCKJ01000001.1
WP_090334432.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_FOGH01000069.1:258-10433             GCF_900111165.1     1056    Nitrosomonas sp. Nm51                                   Betaproteobacteria          NZ_FOGH01000069.1
MBD8658437.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JACYUQ010000006.1:15304-28300           GCA_014841835.1     1038    Oxalobacteraceae sp. CFBP 13730                         Betaproteobacteria          JACYUQ010000006.1
TAM52417.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   SCRN01000025.1:54618-69962              GCA_004322045.1     1049    Paraburkholderia sp.                                    Betaproteobacteria          SCRN01000025.1
WP_131444721.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_SJZB01000011.1:5215-20347            GCF_004337445.1     1035    Parasulfuritortus cantonensis                           Betaproteobacteria          NZ_SJZB01000011.1
WP_184297320.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JACHLP010000002.1:368915-380092      GCF_014204525.1     1060    Paucibacter oligotrophus                                Betaproteobacteria          NZ_JACHLP010000002.1
WP_197326632.1  Calcineurin-CE+nSTAND4              NZ_JACWND010000012.1:883636-899703      GCF_015910635.1     1015    Ralstonia solanacearum                                  Betaproteobacteria          NZ_JACWND010000012.1
MBK9573089.1    Calcineurin-CE+nSTAND4              JADKEH010000010.1:34780-47586           GCA_016718155.1     643     Rhodoferax sp.                                          Betaproteobacteria          JADKEH010000010.1
MBP7393488.1    Calcineurin-CE+nSTAND4              JAGOFK010000044.1:3947-16330            GCA_017997275.1     1064    Zoogloea sp.                                            Betaproteobacteria          JAGOFK010000044.1
MBO5631448.1    Calcineurin-CE+nSTAND4              JAGAGC010001123.1:1-2165                GCA_017627815.1     578     Aeriscardovia sp.                                       Bifidobacteriales           JAGAGC010001123.1
MBN1969728.1    Calcineurin-CE+nSTAND4              JAFGEE010000173.1:9517-17078            GCA_016931755.1     1017    Candidatus Delongbacteria bacterium                     Candidatus Delongbacteria   JAFGEE010000173.1
MBN1971551.1    Calcineurin-CE+nSTAND4              JAFGEE010000336.1:333-6665              GCA_016931755.1     1049    Candidatus Delongbacteria bacterium                     Candidatus Delongbacteria   JAFGEE010000336.1
TXI34258.1      Calcineurin-CE+nSTAND4              SSGE01000037.1:1-5888                   GCA_008015775.1     1020    Candidatus Moranbacteria bacterium                      Candidatus Moranbacteria    SSGE01000037.1
KMQ52207.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   LDWW01000004.1:97463-114896             GCA_001045525.1     1018    Chitinispirillum alkaliphilum                           Chitinispirillia            LDWW01000004.1
WP_211972821.1  Calcineurin-CE+nSTAND4              NZ_JAGTXB010000004.1:167341-178599      GCF_018224885.1     1029    Chitinophaga hostae                                     Chitinophagia               NZ_JAGTXB010000004.1
MBA3648649.1    Calcineurin-CE+nSTAND4              JACDDS010000009.1:573-15125             GCA_013816805.1     1036    Chitinophagales bacterium                               Chitinophagia               JACDDS010000009.1
WP_073042063.1  Calcineurin-CE+nSTAND4              NZ_FQUO01000005.1:319508-332908         GCF_900129015.1     1045    Cnuella takakiae                                        Chitinophagia               NZ_FQUO01000005.1
WP_127130706.1  Calcineurin-CE+nSTAND4              NZ_RCSU01000010.1:161504-177331         GCF_003991355.1     1044    Pseudoflavitalea rhizosphaerae                          Chitinophagia               NZ_RCSU01000010.1
WP_184092997.1  Calcineurin-CE+nSTAND4              NZ_AP023367.1:1342899-1355645           GCF_014218335.1     1087    Anaerocolumna cellulosilytica                           Clostridia                  NZ_AP023367.1
WP_092560213.1  Calcineurin-CE+nSTAND4              NZ_FOYZ01000005.1:243242-257850         GCF_900112775.1     1081    Anaeromicropila populeti                                Clostridia                  NZ_FOYZ01000005.1
WP_173697691.1  Calcineurin-CE+nSTAND4              NZ_JAJCGT010000018.1:44642-61100        GCF_020553185.1     1029    Blautia sp. MSK18_10                                    Clostridia                  NZ_JAJCGT010000018.1
HIY77648.1      Calcineurin-CE+nSTAND4              DXCO01000009.1:13186-29443              GCA_019115945.1     1046    Candidatus Borkfalkia excrementavium                    Clostridia                  DXCO01000009.1
MBP7025521.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAGOLS010000081.1:444-4932              GCA_017993995.1     1045    Clostridia bacterium                                    Clostridia                  JAGOLS010000081.1
MBR4959321.1    Calcineurin-CE+nSTAND4-C1           JAFZET010000006.1:4410-15746            GCA_017560565.1     1007    Clostridia bacterium                                    Clostridia                  JAFZET010000006.1
MBQ9210201.1    Calcineurin-CE+nSTAND4-C1           JAFUDS010000001.1:172975-195319         GCA_017464305.1     1017    Clostridia bacterium                                    Clostridia                  JAFUDS010000001.1
MBR2885891.1    Calcineurin-CE+nSTAND4-C1           JAFVVV010000334.1:872-10758             GCA_017501985.1     1016    Clostridia bacterium                                    Clostridia                  JAFVVV010000334.1
MBQ3604299.1    Calcineurin-CE+nSTAND4-C1           JAFQBE010000034.1:63395-78005           GCA_017416765.1     994     Clostridia bacterium                                    Clostridia                  JAFQBE010000034.1
QUO20965.1      Calcineurin-CE+nSTAND4              CP073693.1:2070731-2085290              GCA_018228645.1     1057    Clostridiaceae bacterium Marseille-Q4143                Clostridia                  CP073693.1
MBS5934003.1    Calcineurin-CE+nSTAND4              JAHAJA010000021.1:22240-35621           GCA_018372435.1     1096    Clostridiales bacterium                                 Clostridia                  JAHAJA010000021.1
NLT47476.1      Calcineurin-CE+nSTAND4-C1           JAAYAU010000120.1:345-4987              GCA_012719215.1     1021    Clostridiales bacterium                                 Clostridia                  JAAYAU010000120.1
MBS5794989.1    Calcineurin-CE+nSTAND4-C1           JAHALF010000032.1:1-5787                GCA_018371275.1     1010    Clostridiales bacterium                                 Clostridia                  JAHALF010000032.1
WP_206491022.1  Calcineurin-CE+nSTAND4-C1           NZ_JAERQL010000064.1:12521-30376        GCF_017330245.1     1012    Clostridium beijerinckii                                Clostridia                  NZ_JAERQL010000064.1
NFO58523.1      Calcineurin-CE+nSTAND4              SWVA01000008.1:8393-22463               GCA_011016485.1     1035    Clostridium botulinum                                   Clostridia                  SWVA01000008.1
MBN1040207.1    Calcineurin-CE+nSTAND4              QPZY01000108.1:71-14948                 GCA_016925905.1     1037    Clostridium botulinum                                   Clostridia                  QPZY01000108.1
WP_053337792.1  HD-CE+nSTAND4                       NZ_JACBEE010000001.1:307856-321785      GCF_019838905.1     1063    Clostridium botulinum                                   Clostridia                  NZ_JACBEE010000001.1
WP_163239389.1  Calcineurin-CE+nSTAND4              NZ_CP053374.1:3063131-3081891           GCF_024399875.1     1062    Clostridium butyricum                                   Clostridia                  NZ_CP053374.1
WP_195343659.1  Calcineurin-CE+nSTAND4              NZ_JADNCW010000010.1:94646-109206       GCF_015551495.1     1055    Clostridium paraputrificum                              Clostridia                  NZ_JADNCW010000010.1
HAT4254535.1    Calcineurin-CE+nSTAND4              DACTBK010000001.1:960185-970939         GCA_015933505.1     1049    Clostridium perfringens                                 Clostridia                  DACTBK010000001.1
WP_195952281.1  Calcineurin-CE+nSTAND4              NZ_JADPGH010000002.1:110498-121746      GCF_015667285.1     1027    Clostridium saudiense                                   Clostridia                  NZ_JADPGH010000002.1
MBS6808881.1    Calcineurin-CE+nSTAND4-C1           JAGZVC010000003.1:662731-680598         GCA_018379675.1     1007    Clostridium sp.                                         Clostridia                  JAGZVC010000003.1
WP_103699113.1  Calcineurin-CE+nSTAND4-C1           NZ_PQCR01000069.1:12475-29906           GCF_002915295.1     998     Clostridium sp. 2-1                                     Clostridia                  NZ_PQCR01000069.1
RGG77112.1      Calcineurin-CE+nSTAND4-C1           QTWY01000004.1:56017-74304              GCA_003461365.1     1025    Clostridium sp. AF17-21AC                               Clostridia                  QTWY01000004.1
OKZ86707.1      Calcineurin-CE+nSTAND4-C1           MNRZ01000062.1:687-13988                GCA_001916215.1     1008    Clostridium sp. CAG:307_30_263                          Clostridia                  MNRZ01000062.1
WP_195541014.1  Calcineurin-CE+nSTAND4              NZ_JADNPP010000003.1:83606-100116       GCF_015558125.1     1729    Clostridium sp. D43t1_170807_D5                         Clostridia                  NZ_JADNPP010000003.1
WP_164473164.1  Calcineurin-CE+nSTAND4-C1           NZ_RJLQ01000017.1:104377-114087         GCF_003833015.1     1015    Clostridium sp. E02                                     Clostridia                  NZ_RJLQ01000017.1
WP_181986528.1  Calcineurin-CE+nSTAND4-C1           NZ_JACOOX010000002.1:471606-489893      GCF_014287735.1     1003    Coprococcus sp. NSJ-10                                  Clostridia                  NZ_JACOOX010000002.1
WP_007783292.1  Calcineurin-CE+nSTAND4-C1           NZ_CM001441.1:2587640-2602704           GCF_000244895.1     994     Desulfosporosinus youngiae DSM 17734                    Clostridia                  NZ_CM001441.1
WP_117613312.1  Calcineurin-CE+nSTAND4              NZ_QRUK01000004.1:60543-75753           GCF_003458475.1     1056    Dorea formicigenerans                                   Clostridia                  NZ_QRUK01000004.1
HCI18737.1      Calcineurin-CE+nSTAND4              DPHX01000050.1:27927-42537              GCA_003521585.1     1079    Lachnospiraceae bacterium                               Clostridia                  DPHX01000050.1
HCX93241.1      Calcineurin-CE+nSTAND4-C1           DPNV01000238.1:3867-10618               GCA_003538295.1     1005    Lachnospiraceae bacterium                               Clostridia                  DPNV01000238.1
WP_083844307.1  Calcineurin-CE+nSTAND4              NZ_ALNL01000019.1:49749-65905           GCF_000293155.1     1032    Mogibacterium sp. CM50                                  Clostridia                  NZ_ALNL01000019.1
WP_009643658.1  Calcineurin-CE+nSTAND4              NZ_JALU01000027.1:21949-38105           GCF_000525775.1     1027    Mogibacterium timidum ATCC 33093                        Clostridia                  NZ_JALU01000027.1
MBD5148135.1    Calcineurin-CE+nSTAND4              JAAVHG010000076.1:1-9758                JAAVHG010000076.1   838     Oscillibacter sp.                                       Clostridia                  JAAVHG010000076.1
MBR4289765.1    Calcineurin-CE+nSTAND4-C1           JAFYLN010000058.1:348-11792             GCA_017537045.1     994     Oscillospiraceae bacterium                              Clostridia                  JAFYLN010000058.1
MBO8128963.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JACDOK010000016.1:37973-48115           GCA_017656185.1     1038    Peptococcaceae bacterium                                Clostridia                  JACDOK010000016.1
CUP01697.1      Calcineurin-CE+nSTAND4              CYZJ01000026.1:16200-31629              GCA_001405875.1     1077    Roseburia hominis                                       Clostridia                  CYZJ01000026.1
HCU03840.1      Calcineurin-CE+nSTAND4              DPJI01000056.1:13715-31461              GCA_003543095.1     1083    Roseburia sp.                                           Clostridia                  DPJI01000056.1
WP_195220362.1  Calcineurin-CE+nSTAND4              NZ_JADMWL010000001.1:347615-359373      GCF_015548185.1     824     Ruminococcus bicirculans                                Clostridia                  NZ_JADMWL010000001.1
HHW02050.1      Calcineurin-CE+nSTAND4              DUMA01000010.1:85912-97138              GCA_012840135.1     1037    Thermoanaerobacterales bacterium                        Clostridia                  DUMA01000010.1
SCH59110.1      Calcineurin-CE+nSTAND4-C1           FMEA01000012.1:29420-42479              GCA_900066405.1     1013    uncultured Ruminococcus sp.                             Clostridia                  FMEA01000012.1
WP_117842425.1  Calcineurin-CE+nSTAND4-C1           NZ_QRWD01000001.1:32893-46297           GCF_003459505.1     1024    Collinsella sp. AF20-14LB                               Coriobacteriia              NZ_QRWD01000001.1
WP_118259535.1  Calcineurin-CE+nSTAND4-C1           NZ_QRJO01000004.1:160524-173187         GCF_003471585.1     1024    Collinsella sp. AM18-10                                 Coriobacteriia              NZ_QRJO01000004.1
WP_106569128.1  Calcineurin-CE+nSTAND4              NZ_PYGF01000023.1:211-10753             GCF_003014575.1     721     Cecembia rubra                                          Cytophagia                  NZ_PYGF01000023.1
HCW06724.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   DPLR01000199.1:1-5064                   GCA_003541895.1     1008    Cytophagales bacterium                                  Cytophagia                  DPLR01000199.1
WP_215237613.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CAJRAF010000001.1:1055010-1064862    GCF_907164905.1     1028    Dyadobacter sp. CECT 9275                               Cytophagia                  NZ_CAJRAF010000001.1
RSK24218.1      Calcineurin-CE+nSTAND4              RWIS01000018.1:82883-89557              GCA_003944705.1     458     Hymenobacter metallilatus                               Cytophagia                  RWIS01000018.1
WP_185817099.1  Calcineurin-CE+nSTAND4              NZ_RWIS01000018.1:83345-89557           GCF_003944705.1     421     Hymenobacter metallilatus                               Cytophagia                  NZ_RWIS01000018.1
WP_216726456.1  Calcineurin-CE+nSTAND4              NZ_JAHLZX020000001.1:1472763-1489261    GCF_018967825.2     1048    Hymenobacter siberiensis                                Cytophagia                  NZ_JAHLZX020000001.1
WP_058438454.1  Calcineurin-CE+nSTAND4              NZ_KQ758903.1:497728-507794             GCF_001466665.1     1021    Dehalogenimonas alkenigignens                           Dehalococcoidia             NZ_KQ758903.1
TMA92172.1      Calcineurin-CE+nSTAND4              VBKY01000172.1:405-11416                GCA_005879255.1     482     Deltaproteobacteria bacterium                           Deltaproteobacteria         VBKY01000172.1
PKN11281.1      Calcineurin-CE+nSTAND4              PHAV01000025.1:20395-25187              GCA_002841765.1     552     Deltaproteobacteria bacterium HGW-Deltaproteobacteria-4 Deltaproteobacteria         PHAV01000025.1
OGU25851.1      Calcineurin-CE+nSTAND4              MGZM01000038.1:393-10526                GCA_001802165.1     1011    Geobacteraceae bacterium GWF2_54_21                     Deltaproteobacteria         MGZM01000038.1
MBI9109567.1    Calcineurin-CE+nSTAND4              JAEINN010000001.1:626-11230             GCA_016342405.1     1015    Maridesulfovibrio ferrireducens                         Deltaproteobacteria         JAEINN010000001.1
MBL8632918.1    Calcineurin-CE+nSTAND4              JAEUKB010000028.1:1104-8630             GCA_016794365.1     1015    Myxococcales bacterium                                  Deltaproteobacteria         JAEUKB010000028.1
WP_108076460.1  Calcineurin-CE+nSTAND4              NZ_PZOX01000028.1:148456-162813         GCF_003044305.1     999     Vitiosangium sp. GDMCC 1.1324                           Deltaproteobacteria         NZ_PZOX01000028.1
WP_207690318.1  CASPASE+Calcineurin-CE              NZ_CP061799.1:741525-759369             GCF_017377355.1     896     Desulfonema limicola                                    Desulfobacteria             NZ_CP061799.1
WP_011339967.1  Calcineurin-CE+nSTAND4              NC_007498.2:362255-380526               GCF_000012885.1     1020    Syntrophotalea carbinolica DSM 2380                     Desulfuromonadia            NC_007498.2
WP_159646809.1  Calcineurin-CE+nSTAND4              NZ_WTSX01000009.1:39775-52090           GCF_009828745.1     1024    Erysipelothrix anatis                                   Erysipelotrichia            NZ_WTSX01000009.1
MBE6143458.1    Calcineurin-CE+nSTAND4-C1           SVBA01000013.1:9262-21832               GCA_015059095.1     1003    Erysipelotrichaceae bacterium                           Erysipelotrichia            SVBA01000013.1
MBS6116423.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   JAHAGG010000093.1:1-6365                GCA_018373875.1     1049    [Clostridium] spiroforme                                Erysipelotrichia            JAHAGG010000093.1
OQB22308.1      nSTAND4+Calcineurin-CE              MWCS01000211.1:264-6526                 GCA_002070175.1     618     Euryarchaeota archaeon ADurb.Bin190                     Euryarchaeota               MWCS01000211.1
RHP01478.1      Calcineurin-CE+nSTAND4              QUDT01000014.1:444-12273                GCA_003477655.1     1083    Firmicutes bacterium AF36-19BH                          Firmicutes                  QUDT01000014.1
WP_202337665.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP068439.1:1224053-1237287           GCF_016757735.1     1024    Aequorivita iocasae                                     Flavobacteriia              NZ_CP068439.1
WP_085500249.1  Calcineurin-CE+nSTAND4              NZ_FXAO01000008.1:76338-90009           GCF_900177645.1     1006    Arenibacter troitsensis                                 Flavobacteriia              NZ_FXAO01000008.1
WP_034667381.1  Calcineurin-CE+nSTAND4              NZ_JQCT01000014.1:49453-62448           GCF_000764435.1     1009    Cellulophaga sp. E6(2014)                               Flavobacteriia              NZ_JQCT01000014.1
WP_165749982.1  Calcineurin-CE+nSTAND4              NZ_WTLE01000023.1:20572-29419           GCF_011378975.1     1008    Cellulophaga sp. Z1A5H                                  Flavobacteriia              NZ_WTLE01000023.1
WP_142783808.1  Calcineurin-CE+nSTAND4              NZ_CP039456.1:730869-746381             GCF_006974145.1     1030    Changchengzhania lutea                                  Flavobacteriia              NZ_CP039456.1
WP_027388541.1  Calcineurin-CE+nSTAND4              NZ_AUMU01000029.1:1465-12691            GCF_000430845.1     1056    Chryseobacterium gregarium DSM 19109                    Flavobacteriia              NZ_AUMU01000029.1
WP_116096283.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_QNVW01000018.1:65145-80537           GCF_003391035.1     1056    Chryseobacterium sp. 5_R23647                           Flavobacteriia              NZ_QNVW01000018.1
WP_124784796.1  Calcineurin-CE+nSTAND4              NZ_CP034171.1:1634916-1646958           GCF_003860485.1     1049    Chryseobacterium taklimakanense                         Flavobacteriia              NZ_CP034171.1
PCJ91185.1      Calcineurin-CE+nSTAND4              NVXD01000030.1:1705-15709               GCA_002746415.1     1046    Flavobacteriaceae bacterium                             Flavobacteriia              NVXD01000030.1
QMU64094.1      Calcineurin-CE+nSTAND4              CP046177.1:1429909-1440459              GCA_014075215.1     980     Flavobacteriaceae bacterium                             Flavobacteriia              CP046177.1
MBN8567306.1    Calcineurin-CE+nSTAND4              JAFLBT010000126.1:15-8568               GCA_017302935.1     1074    Flavobacteriales bacterium                              Flavobacteriia              JAFLBT010000126.1
MBQ21690.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   PBSJ01000026.1:68254-79720              GCA_002726195.1     1009    Flavobacteriales bacterium                              Flavobacteriia              PBSJ01000026.1
WP_131916609.1  Calcineurin-CE+nSTAND4              NZ_SMLG01000008.1:78702-94726           GCF_004349195.1     1014    Flavobacterium rhamnosiphilum                           Flavobacteriia              NZ_SMLG01000008.1
WP_100430277.1  Calcineurin-CE+nSTAND4              NZ_PGER01000001.1:713988-730824         GCF_002797935.1     1032    Flavobacterium sp. 1                                    Flavobacteriia              NZ_PGER01000001.1
KIC01263.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   JSYO01000045.1:25453-42936              GCA_000812985.1     1055    Flavobacterium sp. JRM                                  Flavobacteriia              JSYO01000045.1
WP_090082536.1  Calcineurin-CE+nSTAND4              NZ_FOQT01000005.1:301917-316973         GCF_900113805.1     812     Halpernia frigidisoli                                   Flavobacteriia              NZ_FOQT01000005.1
WP_125025588.1  Calcineurin-CE+nSTAND4              NZ_CP034159.1:2682052-2696063           GCF_003860585.1     1053    Kaistella carnis                                        Flavobacteriia              NZ_CP034159.1
WP_073099293.1  Calcineurin-CE+nSTAND4              NZ_FQUN01000011.1:70071-83579           GCF_900129005.1     1007    Leeuwenhoekiella marinoflava DSM 3653                   Flavobacteriia              NZ_FQUN01000011.1
WP_126591865.1  Calcineurin-CE+nSTAND4              NZ_CP034570.1:1680452-1692677           GCF_003970695.1     1008    Maribacter sp. MJ134                                    Flavobacteriia              NZ_CP034570.1
WP_027879003.1  Calcineurin-CE+nSTAND4              NZ_AULQ01000001.1:468109-480758         GCF_000422365.1     1032    Mesoflavibacter zeaxanthinifaciens DSM 18436            Flavobacteriia              NZ_AULQ01000001.1
WP_207031501.1  Calcineurin-CE+nSTAND4              NZ_JAFLNL010000001.1:745429-760222      GCF_017313785.1     1025    Muricauda aurea                                         Flavobacteriia              NZ_JAFLNL010000001.1
MBF4983619.1    Calcineurin-CE+nSTAND4              JADKYU010000235.1:1-9961                GCA_015355815.1     1031    Nonlabens mediterrranea                                 Flavobacteriia              JADKYU010000235.1
WP_194767512.1  Calcineurin-CE+nSTAND4              NZ_JACLAF010000009.1:137037-149831      GCF_015355625.1     1033    Tamlana sp. I1                                          Flavobacteriia              NZ_JACLAF010000009.1
WP_159257834.1  Calcineurin-CE+nSTAND4              NZ_CACSGH010000039.1:1-7647             GCF_902705345.1     1036    Tenacibaculum maritimum                                 Flavobacteriia              NZ_CACSGH010000039.1
WP_159243806.1  Calcineurin-CE+nSTAND4              NZ_CACSHC010000012.1:95-13922           GCF_902705365.1     1036    Tenacibaculum maritimum                                 Flavobacteriia              NZ_CACSHC010000012.1
WP_159265007.1  Calcineurin-CE+nSTAND4              NZ_CACSGQ010000005.1:4851-18162         GCF_902705565.1     1036    Tenacibaculum maritimum                                 Flavobacteriia              NZ_CACSGQ010000005.1
WP_101046168.1  Calcineurin-CE+nSTAND4              NZ_PJBB01000003.1:3572993-3596490       GCF_002836595.1     1041    Tenacibaculum sp. Bg11-29                               Flavobacteriia              NZ_PJBB01000003.1
WP_120712609.1  Calcineurin-CE+nSTAND4              NZ_RBCJ01000003.1:700772-714396         GCF_003626755.1     1025    Ulvibacterium marinum                                   Flavobacteriia              NZ_RBCJ01000003.1
WP_083692981.1  Calcineurin-CE+nSTAND4              NZ_MTQF01000004.1:367465-382354         GCF_001975985.1     1036    [Flexibacter] sp. ATCC 35103                            Flavobacteriia              NZ_MTQF01000004.1
WP_009423661.1  Calcineurin-CE+nSTAND4                                                      GCF_000235465.1     1050    Fusobacterium sp. oral taxon 370 str. F0437             Fusobacteriales             
WP_210170144.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JAGJVD010000007.1:55222-67716        GCF_017897205.1     1015    Acinetobacter baumannii                                 Gammaproteobacteria         NZ_JAGJVD010000007.1
HAE64777.1      Calcineurin-CE+nSTAND4              DMBM01000176.1:13473-24966              GCA_003446165.1     701     Acinetobacter johnsonii                                 Gammaproteobacteria         DMBM01000176.1
WP_201703923.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP068187.1:1262405-1274828           GCF_016726625.1     1033    Acinetobacter johnsonii                                 Gammaproteobacteria         NZ_CP068187.1
WP_125281205.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP079792.1:2264293-2276357           GCF_003939325.2     1018    Acinetobacter johnsonii                                 Gammaproteobacteria         NZ_CP079792.1
WP_180107581.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_VPAE01000007.1:97765-110174          GCF_013419415.1     1018    Acinetobacter sp. YH12085                               Gammaproteobacteria         NZ_VPAE01000007.1
WP_102948574.1  Calcineurin-CE+nSTAND4              NZ_BPOR01000097.1:2026-12683            GCF_019972675.1     1023    Aeromonas caviae                                        Gammaproteobacteria         NZ_BPOR01000097.1
WP_169045846.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP051883.1:638776-652731             GCF_012931585.1     1023    Aeromonas salmonicida                                   Gammaproteobacteria         NZ_CP051883.1
MBR9847384.1    Calcineurin-CE+nSTAND4              JAAEZL010000187.1:1-4459                GCA_018222875.1     1031    Algicola sp.                                            Gammaproteobacteria         JAAEZL010000187.1
WP_143870697.1  Calcineurin-CE+nSTAND4              NZ_CP041660.1:1511009-1522065           GCF_007289895.1     857     Catenovulum sediminis                                   Gammaproteobacteria         NZ_CP041660.1
EGT0647630.1    Calcineurin-CE+nSTAND4+nSTAND4-C1   AAXUEP010000001.1:680843-687529         GCA_015942485.1     1051    Citrobacter braakii                                     Gammaproteobacteria         AAXUEP010000001.1
HBC0525077.1    Calcineurin-CE+nSTAND4              DADXCQ010000041.1:4658-14394            GCA_018040005.1     1015    Citrobacter freundii                                    Gammaproteobacteria         DADXCQ010000041.1
WP_109996033.1  Calcineurin-CE+nSTAND4              NZ_QHGV01000008.1:726622-737478         GCF_003177135.1     1050    Cronobacter sakazakii                                   Gammaproteobacteria         NZ_QHGV01000008.1
KAB0997114.1    Calcineurin-CE+nSTAND4              WAFD01000004.1:1111945-1121149          GCA_008806015.1     1034    Cronobacter sakazakii                                   Gammaproteobacteria         WAFD01000004.1
MBK4571051.1    Calcineurin-CE+nSTAND4              JAEPHQ010000111.1:1-1708                GCA_016632705.1     569     Enterobacter hormaechei                                 Gammaproteobacteria         JAEPHQ010000111.1
WP_126486804.1  Calcineurin-CE+nSTAND4              NZ_RXPR01000028.1:3464-13383            GCF_003964745.1     1011    Enterobacter hormaechei                                 Gammaproteobacteria         NZ_RXPR01000028.1
WP_152043703.1  Calcineurin-CE+nSTAND4              NZ_WFHB01000031.1:49308-54586           GCF_009176795.1     936     Enterobacter hormaechei                                 Gammaproteobacteria         NZ_WFHB01000031.1
WP_134677214.1  Calcineurin-CE+nSTAND4              NZ_SOPK01000012.1:39518-49437           GCF_004523765.1     1011    Enterobacter hormaechei                                 Gammaproteobacteria         NZ_SOPK01000012.1
WP_032658749.1  Calcineurin-CE+nSTAND4                                                      GCF_017169255.1     1011    Enterobacter hormaechei                                 Gammaproteobacteria         
HBE6100981.1    Calcineurin-CE+nSTAND4              DAEGAV010000013.1:86835-98837           GCA_018578225.1     1016    Escherichia coli                                        Gammaproteobacteria         DAEGAV010000013.1
EFB9678514.1    Calcineurin-CE+nSTAND4              AASEQR010000040.1:4400-8051             GCA_012330945.1     476     Escherichia coli                                        Gammaproteobacteria         AASEQR010000040.1
EFC9513382.1    Calcineurin-CE+nSTAND4              AASDNQ010000027.1:439-16793             GCA_012374555.1     1017    Escherichia coli                                        Gammaproteobacteria         AASDNQ010000027.1
EFE6867466.1    Calcineurin-CE+nSTAND4              AASNTG010000070.1:8558-16281            GCA_012447345.1     531     Escherichia coli                                        Gammaproteobacteria         AASNTG010000070.1
EFF6134462.1    Calcineurin-CE+nSTAND4              AASQLX010000027.1:22047-26310           GCA_012495925.1     531     Escherichia coli                                        Gammaproteobacteria         AASQLX010000027.1
EGO8239646.1    Calcineurin-CE+nSTAND4              AAXEEQ010000053.1:22021-26469           GCA_015331005.1     593     Escherichia coli                                        Gammaproteobacteria         AAXEEQ010000053.1
EEU9466841.1    Calcineurin-CE+nSTAND4              AARKPS010000106.1:1-5906                GCA_012007025.1     543     Escherichia coli                                        Gammaproteobacteria         AARKPS010000106.1
EEW7080404.1    Calcineurin-CE+nSTAND4              AARPXU010000046.1:22029-26126           GCA_012093535.1     476     Escherichia coli                                        Gammaproteobacteria         AARPXU010000046.1
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HBB6597111.1    Calcineurin-CE+nSTAND4              DADVVD010000200.1:1-3645                GCA_017947965.1     593     Escherichia coli                                        Gammaproteobacteria         DADVVD010000200.1
HBH7333353.1    Calcineurin-CE+nSTAND4              DAESEN010000046.1:17713-22780           GCA_019178255.1     712     Escherichia coli                                        Gammaproteobacteria         DAESEN010000046.1
HAN7628924.1    Calcineurin-CE+nSTAND4              DABVHQ010000233.1:686-2241              GCA_014723675.1     518     Escherichia coli                                        Gammaproteobacteria         DABVHQ010000233.1
HAW3332831.1    Calcineurin-CE+nSTAND4              DADDTA010000008.1:157972-167676         GCA_016683415.1     1017    Escherichia coli                                        Gammaproteobacteria         DADDTA010000008.1
EFM8120291.1    Calcineurin-CE+nSTAND4              AATLZA010000037.1:22039-26593           GCA_012899525.1     628     Escherichia coli                                        Gammaproteobacteria         AATLZA010000037.1
EFO3743762.1    Calcineurin-CE+nSTAND4              AATRAI010000035.1:22039-26116           GCA_013071905.1     469     Escherichia coli                                        Gammaproteobacteria         AATRAI010000035.1
HBA8192689.1    Calcineurin-CE+nSTAND4              DADTDD010000095.1:1-3287                GCA_017768525.1     644     Escherichia coli                                        Gammaproteobacteria         DADTDD010000095.1
HBA8728814.1    Calcineurin-CE+nSTAND4              DADTHO010000113.1:1-3131                GCA_017770985.1     558     Escherichia coli                                        Gammaproteobacteria         DADTHO010000113.1
HBA8794423.1    Calcineurin-CE+nSTAND4              DADTHY010000148.1:1-2837                GCA_017771265.1     497     Escherichia coli                                        Gammaproteobacteria         DADTHY010000148.1
HBA8789503.1    Calcineurin-CE+nSTAND4              DADTHZ010000089.1:1-3292                GCA_017771285.1     645     Escherichia coli                                        Gammaproteobacteria         DADTHZ010000089.1
HBA8789558.1    Calcineurin-CE+nSTAND4              DADTHZ010000107.1:198-1685              GCA_017771285.1     496     Escherichia coli                                        Gammaproteobacteria         DADTHZ010000107.1
HBA9687759.1    Calcineurin-CE+nSTAND4              DADTPO010000114.1:1-3235                GCA_017775875.1     619     Escherichia coli                                        Gammaproteobacteria         DADTPO010000114.1
HBA6849061.1    Calcineurin-CE+nSTAND4              DADSRZ010000054.1:12583-16433           GCA_017762625.1     474     Escherichia coli                                        Gammaproteobacteria         DADSRZ010000054.1
HBA7093256.1    Calcineurin-CE+nSTAND4              DADSTY010000131.1:1-2134                GCA_017763985.1     440     Escherichia coli                                        Gammaproteobacteria         DADSTY010000131.1
HBA8019628.1    Calcineurin-CE+nSTAND4              DADTBQ010000131.1:198-1613              GCA_017767845.1     472     Escherichia coli                                        Gammaproteobacteria         DADTBQ010000131.1
EHC4191075.1    Calcineurin-CE+nSTAND4              AAYZYE010000207.1:1-1104                GCA_017049595.1     368     Escherichia coli                                        Gammaproteobacteria         AAYZYE010000207.1
WP_187194230.1  Calcineurin-CE+nSTAND4                                                      GCF_910595065.1     1016    Escherichia coli                                        Gammaproteobacteria         
WP_180494581.1  Calcineurin-CE+nSTAND4              NZ_JACCOR010000059.1:1-3591             GCF_013424765.1     456     Escherichia coli                                        Gammaproteobacteria         NZ_JACCOR010000059.1
QLX46055.1      Calcineurin-CE+nSTAND4              CP056642.1:3966304-3979885              GCA_013786185.1     1016    Escherichia coli                                        Gammaproteobacteria         CP056642.1
WP_213209680.1  Calcineurin-CE+nSTAND4              NZ_JAFHEM010000371.1:1-3045             GCF_018423135.1     492     Escherichia coli                                        Gammaproteobacteria         NZ_JAFHEM010000371.1
WP_201490908.1  Calcineurin-CE+nSTAND4              NZ_CAJGGD010000018.1:45418-53585        GCF_904810145.1     503     Escherichia coli                                        Gammaproteobacteria         NZ_CAJGGD010000018.1
WP_201489661.1  Calcineurin-CE+nSTAND4              NZ_CAJGHM010000061.1:1-5258             GCF_904810435.1     1017    Escherichia coli                                        Gammaproteobacteria         NZ_CAJGHM010000061.1
HBA9785465.1    Calcineurin-CE+nSTAND4              DADTQH010000092.1:1-3314                DADTQH010000092.1   653     Escherichia coli                                        Gammaproteobacteria         DADTQH010000092.1
HBE7202840.1    Calcineurin-CE+nSTAND4+SidE         DAEGKR010000022.1:1-7300                GCA_018587445.1     1050    Escherichia coli                                        Gammaproteobacteria         DAEGKR010000022.1
EGO4322213.1    Calcineurin-CE+nSTAND4+SidE         AAXCTT010000027.1:17659-26685           GCA_015287525.1     1050    Escherichia coli                                        Gammaproteobacteria         AAXCTT010000027.1
HBB7206895.1    Calcineurin-CE+nSTAND4+SidE         DADWAY010000015.1:65410-74334           GCA_017980185.1     1050    Escherichia coli                                        Gammaproteobacteria         DADWAY010000015.1
EGI4239046.1    Calcineurin-CE+nSTAND4+SidE         AAWIBC010000023.1:22967-34025           GCA_014745975.1     1050    Escherichia coli                                        Gammaproteobacteria         AAWIBC010000023.1
EGL1715694.1    Calcineurin-CE+nSTAND4+SidE         AAWRJQ010000013.1:66338-75262           GCA_015006645.1     1050    Escherichia coli                                        Gammaproteobacteria         AAWRJQ010000013.1
EFI5288689.1    Calcineurin-CE+nSTAND4+SidE         AASZEJ010000024.1:23879-31541           GCA_012655735.1     1050    Escherichia coli                                        Gammaproteobacteria         AASZEJ010000024.1
WP_114443772.1  Calcineurin-CE+nSTAND4+SidE         NZ_CP085622.1:1154614-1163559           GCF_020683085.1     1050    Escherichia coli                                        Gammaproteobacteria         NZ_CP085622.1
WP_217751281.1  Calcineurin-CE+nSTAND4+SidE         NZ_JAGFHE010000004.1:428346-436675      GCF_026306695.1     1050    Escherichia coli                                        Gammaproteobacteria         NZ_JAGFHE010000004.1
WP_208460844.1  Calcineurin-CE+nSTAND4+SidE         NZ_JADIEZ010000027.1:45254-53079        GCF_017593365.1     1050    Escherichia coli                                        Gammaproteobacteria         NZ_JADIEZ010000027.1
WP_039268257.1  Calcineurin-CE+nSTAND4+SidE         NZ_CANDXY010000001.1:3758122-3769199    GCF_947390745.1     1050    Escherichia coli                                        Gammaproteobacteria         NZ_CANDXY010000001.1
WP_136800387.1  Calcineurin-CE+nSTAND4+SidE         NZ_RRGT01000031.1:24209-32264           GCF_005044555.1     1050    Escherichia coli                                        Gammaproteobacteria         NZ_RRGT01000031.1
WP_195686475.1  Calcineurin-CE+nSTAND4+SidE         NZ_CP062815.1:3631021-3643749           GCF_015571555.1     1047    Escherichia coli                                        Gammaproteobacteria         NZ_CP062815.1
WP_052920595.1  Calcineurin-CE+nSTAND4+SidE         NZ_AP027254.1:1297761-1306225           GCF_030295605.1     1050    Escherichia coli                                        Gammaproteobacteria         NZ_AP027254.1
WP_053296113.1  Calcineurin-CE+nSTAND4+SidE         NZ_CADDXK010000001.1:1677091-1686238    GCF_902810165.1     1050    Escherichia coli                                        Gammaproteobacteria         NZ_CADDXK010000001.1
HBA8019465.1                                        DADTBQ010000091.1:1-7679                GCA_017767845.1     1016    Escherichia coli                                        Gammaproteobacteria         DADTBQ010000091.1
WP_033868256.1  Calcineurin-CE+nSTAND4+SidE         NZ_JNQC01000050.1:2497-9943             GCF_000704265.1     1050    Escherichia coli 1-250-04_S1_C2                         Gammaproteobacteria         NZ_JNQC01000050.1
WP_033866696.1  Calcineurin-CE+nSTAND4+SidE         NZ_JJLW01000097.1:1-7283                GCF_000627815.1     1050    Escherichia coli 1-250-04_S1_C3                         Gammaproteobacteria         NZ_JJLW01000097.1
WP_099588351.1  Calcineurin-CE+nSTAND4+SidE         NZ_CP024243.1:1032560-1041028           GCF_002741455.1     1050    Escherichia coli O128:H27                               Gammaproteobacteria         NZ_CP024243.1
EEZ9729595.1    Calcineurin-CE+nSTAND4+SidE         AARYPM010000019.1:22039-30939           GCA_012227445.1     1050    Escherichia coli O2                                     Gammaproteobacteria         AARYPM010000019.1
WP_085438320.1  Calcineurin-CE+nSTAND4              NZ_ADKD01000013.1:2401903-2409737       GCF_002109925.1     484     Escherichia coli TA249                                  Gammaproteobacteria         NZ_ADKD01000013.1
WP_105263768.1  Calcineurin-CE+nSTAND4              NZ_JABWNT020000010.1:57976-70600        GCF_013369065.2     1016    Escherichia sp. 14.0982                                 Gammaproteobacteria         NZ_JABWNT020000010.1
WP_172956772.1  Calcineurin-CE+nSTAND4              NZ_PTSP01000087.1:1-6755                GCF_002965905.1     608     Escherichia sp. MOD1-EC6096                             Gammaproteobacteria         NZ_PTSP01000087.1
WP_064380592.1  Calcineurin-CE+nSTAND4              NZ_CABGII010000011.1:38132-52034        GCF_902159075.1     1050    Klebsiella michiganensis                                Gammaproteobacteria         NZ_CABGII010000011.1
WP_203284055.1  Calcineurin-CE+nSTAND4              NZ_JAFCMT010000028.1:1-6617             GCF_016836925.1     402     Klebsiella pneumoniae                                   Gammaproteobacteria         NZ_JAFCMT010000028.1
WP_147005120.1  Calcineurin-CE+nSTAND4              NZ_VMQT01000071.1:127-1424              GCF_007993495.1     433     Klebsiella pneumoniae                                   Gammaproteobacteria         NZ_VMQT01000071.1
WP_176211634.1  Calcineurin-CE+nSTAND4              NZ_FWIV01000001.1:1901816-1916327       GCF_900172635.1     1025    Klebsiella quasipneumoniae                              Gammaproteobacteria         NZ_FWIV01000001.1
WP_130938858.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_BIHG01000001.1:1031684-1040500       GCF_004311385.1     1054    Klebsiella quasipneumoniae                              Gammaproteobacteria         NZ_BIHG01000001.1
VEB92063.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   LR134202.1:4995598-5005953              GCA_900635945.1     1054    Klebsiella quasipneumoniae                              Gammaproteobacteria         LR134202.1
WP_200134426.1  Calcineurin-CE+nSTAND4              NZ_JACVUL010000009.1:177969-193772      GCF_016516575.1     1023    Kosakonia sp. S57                                       Gammaproteobacteria         NZ_JACVUL010000009.1
WP_202348247.1  Calcineurin-CE+nSTAND4              NZ_JAEMVF010000013.1:1-7158             GCF_016758285.1     985     Marinobacter sp. MC3                                    Gammaproteobacteria         NZ_JAEMVF010000013.1
WP_111637451.1  Calcineurin-CE+nSTAND4              NZ_QGOK01000005.1:240449-250464         GCF_003259175.1     1062    Marinomonas shanghaiensis                               Gammaproteobacteria         NZ_QGOK01000005.1
WP_019864583.1  Calcineurin-CE+nSTAND4              NZ_KB913025.1:449146-457372             GCF_000384075.1     1014    Methylovulum miyakonense HT12                           Gammaproteobacteria         NZ_KB913025.1
WP_160152313.1  Calcineurin-CE+nSTAND4              NZ_CP047569.1:1222123-1235005           GCF_009903625.1     1022    Microbulbifer sp. ALW1                                  Gammaproteobacteria         NZ_CP047569.1
WP_214167971.1  Calcineurin-CE+nSTAND4              NZ_JADICB010000008.1:1-16506            GCF_018474505.1     1025    Morganella morganii subsp. morganii                     Gammaproteobacteria         NZ_JADICB010000008.1
WP_197475298.1  Calcineurin-CE+nSTAND4              NZ_LWFT01001427.1:1-7475                GCF_001635105.1     805     Oleiphilus sp. HI0079                                   Gammaproteobacteria         NZ_LWFT01001427.1
KZZ49910.1      Calcineurin-CE+nSTAND4              LWGB01000779.1:216313-227389            GCA_001635265.1     1061    Oleiphilus sp. HI0118                                   Gammaproteobacteria         LWGB01000779.1
WP_187500690.1  Calcineurin-CE+nSTAND4              NZ_JACSXI010000006.1:162841-175141      GCF_014354155.1     1014    Pantoea agglomerans                                     Gammaproteobacteria         NZ_JACSXI010000006.1
PQK80727.1      Calcineurin-CE+nSTAND4              NMZT01000003.1:166065-178003            GCA_002959495.1     1018    Pantoea ananatis                                        Gammaproteobacteria         NMZT01000003.1
PQK95094.1      Calcineurin-CE+nSTAND4              NMZY01000011.1:30676-43001              GCA_002959555.1     1047    Pantoea ananatis                                        Gammaproteobacteria         NMZY01000011.1
WP_210477749.1  Calcineurin-CE+nSTAND4              NZ_JABDZO010000004.1:164183-177953      GCF_017920655.1     1014    Pantoea ananatis                                        Gammaproteobacteria         NZ_JABDZO010000004.1
NIF21278.1      Calcineurin-CE+nSTAND4              VWXF01000002.1:246949-264367            GCA_011752615.1     1017    Pantoea sp. Acro-835                                    Gammaproteobacteria         VWXF01000002.1
WP_167013130.1  Calcineurin-CE+nSTAND4              NZ_VWXF01000002.1:246949-262237         GCF_011752615.1     1013    Pantoea sp. Acro-835                                    Gammaproteobacteria         NZ_VWXF01000002.1
WP_170071562.1  Calcineurin-CE+nSTAND4              NZ_JABBCX010000002.1:725516-743728      GCF_012844465.1     1024    Pseudoalteromonas arctica                               Gammaproteobacteria         NZ_JABBCX010000002.1
WP_197177092.1  Calcineurin-CE+nSTAND4              NZ_JADYXO010000039.1:66-11298           GCF_015864295.1     1024    Pseudoalteromonas sp. NZS127_1                          Gammaproteobacteria         NZ_JADYXO010000039.1
WP_075593401.1  Calcineurin-CE+nSTAND4              NZ_LYPI01000007.1:739428-755295         GCF_001938575.1     1030    Pseudoalteromonas sp. PAB 2.2                           Gammaproteobacteria         NZ_LYPI01000007.1
WP_084615142.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_JXDG01000061.1:53757-71260           GCF_000820515.1     1037    Pseudomonas batumici                                    Gammaproteobacteria         NZ_JXDG01000061.1
WP_081006351.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_BDAA01000020.1:6124-19832            GCF_002091595.1     1037    Pseudomonas fluorescens NBRC 14160                      Gammaproteobacteria         NZ_BDAA01000020.1
WP_160108494.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_WTFT01000028.1:82200-99296           GCF_009861505.1     1037    Pseudomonas izuensis                                    Gammaproteobacteria         NZ_WTFT01000028.1
WP_106738577.1  Calcineurin-CE+nSTAND4              NZ_CP027657.1:2959716-2980408           GCF_003008615.1     1054    Pseudomonas mendocina                                   Gammaproteobacteria         NZ_CP027657.1
WP_165669924.1  Calcineurin-CE+nSTAND4              NZ_JAANPJ010000005.1:180353-188555      GCF_011319865.1     570     Pseudomonas otitidis                                    Gammaproteobacteria         NZ_JAANPJ010000005.1
WP_165676699.1  Calcineurin-CE+nSTAND4              NZ_JAANPQ010000004.1:99369-113777       GCF_011319975.1     1024    Pseudomonas otitidis                                    Gammaproteobacteria         NZ_JAANPQ010000004.1
WP_165681685.1  Calcineurin-CE+nSTAND4              NZ_JAANPU010000073.1:1-11140            GCF_011320055.1     1024    Pseudomonas otitidis                                    Gammaproteobacteria         NZ_JAANPU010000073.1
WP_065925780.1  Calcineurin-CE+nSTAND4              NZ_CVTH01000058.1:450996-466824         GCF_900005955.1     1047    Pseudomonas sp. 8 R 14                                  Gammaproteobacteria         NZ_CVTH01000058.1
WP_007955228.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_AKJQ01000038.1:119132-130944         GCF_000282255.1     1033    Pseudomonas sp. GM25                                    Gammaproteobacteria         NZ_AKJQ01000038.1
WP_060543092.1  Calcineurin-CE+nSTAND4              NZ_LMLH01000029.1:166786-180408         GCF_001421885.1     1047    Pseudomonas sp. Leaf48                                  Gammaproteobacteria         NZ_LMLH01000029.1
WP_106803125.1  Calcineurin-CE+nSTAND4              NZ_PTEO01000001.1:2049188-2060735       GCF_003013355.1     1047    Pseudomonas sp. S5D5                                    Gammaproteobacteria         NZ_PTEO01000001.1
WP_201021724.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_CP058975.1:319514-336938             GCF_015888165.1     1052    Pseudomonas sp. Y39-6                                   Gammaproteobacteria         NZ_CP058975.1
WP_057458250.1  Calcineurin-CE+nSTAND4              NZ_LJRH01000344.1:8885-24909            GCF_001401055.1     1052    Pseudomonas syringae pv. solidagae                      Gammaproteobacteria         NZ_LJRH01000344.1
WP_183090221.1  Calcineurin-CE+nSTAND4              NZ_JACJUD010000005.1:368147-376735      GCF_014174475.1     1047    Pseudomonas ullengensis                                 Gammaproteobacteria         NZ_JACJUD010000005.1
WP_198865480.1  Calcineurin-CE+nSTAND4                                                      GCF_016406005.1     1047    Pseudomonas veronii                                     Gammaproteobacteria         
WP_167539528.1  Calcineurin-CE+nSTAND4+nSTAND4-C1                                           GCF_000255535.1     1050    Rahnella aquatilis HX2                                  Gammaproteobacteria         
AFE57991.1      Calcineurin-CE+nSTAND4+nSTAND4-C1   CP003403.1:1910764-1919470              GCA_000255535.1     1102    Rahnella aquatilis HX2                                  Gammaproteobacteria         CP003403.1
WP_198532971.1  Calcineurin-CE+nSTAND4              NZ_MUFI01000097.1:1-1254                GCF_001996265.1     418     Salinivibrio sp. MA440                                  Gammaproteobacteria         NZ_MUFI01000097.1
EBG7963370.1    Calcineurin-CE+nSTAND4              AAFKAC010000063.1:213-8872              GCA_006462625.1     630     Salmonella enterica                                     Gammaproteobacteria         AAFKAC010000063.1
EEJ3566982.1    Calcineurin-CE+nSTAND4              AAPYVH010000026.1:39071-52893           GCA_011417115.1     1016    Salmonella enterica subsp. enterica                     Gammaproteobacteria         AAPYVH010000026.1
EDX3295609.1    Calcineurin-CE+nSTAND4                                                      AAONPS010000003.1   640     Salmonella enterica subsp. enterica serovar Irumu       Gammaproteobacteria         
WP_079932403.1  Calcineurin-CE+nSTAND4              NZ_MZCU01000001.1:177321-193625         GCF_002047205.1     1016    Salmonella enterica subsp. enterica serovar Telelkebir  Gammaproteobacteria         NZ_MZCU01000001.1
WP_131065887.1  Calcineurin-CE+nSTAND4              NZ_SIWH01000020.1:30682-43742           GCF_004310515.1     1016    Salmonella enterica subsp. salamae serovar 13,22:z:-    Gammaproteobacteria         NZ_SIWH01000020.1
WP_100050098.1  Calcineurin-CE+nSTAND4                                                      GCF_001071815.1     1015    Stenotrophomonas maltophilia                            Gammaproteobacteria         
WP_210130738.1  Calcineurin-CE+nSTAND4              NZ_JABEXP010000001.1:377101-389354      GCF_017893555.1     1015    Stenotrophomonas rhizophila                             Gammaproteobacteria         NZ_JABEXP010000001.1
WP_081002403.1  Calcineurin-CE+nSTAND4+Alba         NZ_JAGFOX010000019.1:33808-53152        GCF_018457005.1     1015    Stutzerimonas stutzeri                                  Gammaproteobacteria         NZ_JAGFOX010000019.1
WP_186171657.1  Calcineurin-CE+nSTAND4              NZ_CAJFAD010000014.1:65242-78234        GCF_903995485.1     1052    Vibrio chagasii                                         Gammaproteobacteria         NZ_CAJFAD010000014.1
EHD2269125.1    Calcineurin-CE+nSTAND4              AAZCVX010000003.1:479523-485519         GCA_017126595.1     427     Vibrio cholerae                                         Gammaproteobacteria         AAZCVX010000003.1
EGR0844325.1    Calcineurin-CE+nSTAND4              AAXNJW010000011.1:1-5991                GCA_015790195.1     425     Vibrio cholerae                                         Gammaproteobacteria         AAXNJW010000011.1
EGR1128475.1    Calcineurin-CE+nSTAND4              AAXNMN010000008.1:1-6008                GCA_015797955.1     431     Vibrio cholerae                                         Gammaproteobacteria         AAXNMN010000008.1
EGR1965813.1    Calcineurin-CE+nSTAND4              AAXNTF010000008.1:1-6011                GCA_015801135.1     432     Vibrio cholerae                                         Gammaproteobacteria         AAXNTF010000008.1
EKY31494.1      Calcineurin-CE+nSTAND4              AIJR01000103.1:56007-64075              GCA_000318075.1     425     Vibrio cholerae PS15                                    Gammaproteobacteria         AIJR01000103.1
WP_016796189.1  Calcineurin-CE+nSTAND4              NZ_AIDM02000046.1:96475-110015          GCF_000256365.2     1013    Vibrio cyclitrophicus ZF170                             Gammaproteobacteria         NZ_AIDM02000046.1
WP_187003750.1  Calcineurin-CE+nSTAND4              NZ_JACRTU010000007.1:57225-69494        GCF_014305185.1     1016    Vibrio metschnikovii                                    Gammaproteobacteria         NZ_JACRTU010000007.1
WP_017045601.1  Calcineurin-CE+nSTAND4              NZ_AJYS02000248.1:10950-23257           GCF_000287155.2     1013    Vibrio ordalii FS-238                                   Gammaproteobacteria         NZ_AJYS02000248.1
MBM5098945.1    Calcineurin-CE+nSTAND4              JACBTE010000006.1:77519-91504           GCA_016877435.1     1013    Vibrio parahaemolyticus                                 Gammaproteobacteria         JACBTE010000006.1
WP_029810624.1  Calcineurin-CE+nSTAND4              NZ_AWMK01000100.1:201-12144             GCF_000491675.1     1013    Vibrio parahaemolyticus S025                            Gammaproteobacteria         NZ_AWMK01000100.1
PMO18467.1      Calcineurin-CE+nSTAND4              MDAS01000049.1:19576-34121              GCA_002876645.1     1020    Vibrio splendidus                                       Gammaproteobacteria         MDAS01000049.1
WP_102501205.1  Calcineurin-CE+nSTAND4              NZ_JAOXHN010000007.1:19622-32761        GCF_026105005.1     1052    Vibrio splendidus                                       Gammaproteobacteria         NZ_JAOXHN010000007.1
OEF81015.1      Calcineurin-CE+nSTAND4              AJZJ02000084.1:1-10117                  GCA_000272345.2     381     Vibrio splendidus 1F-157                                Gammaproteobacteria         AJZJ02000084.1
WP_081324338.1  Calcineurin-CE+nSTAND4              NZ_AJZJ02000084.1:1-8536                GCF_000272345.2     413     Vibrio splendidus 1F-157                                Gammaproteobacteria         NZ_AJZJ02000084.1
WP_130359747.1  Calcineurin-CE+nSTAND4              NZ_RCGA01000013.1:428-7295              GCF_004215315.1     1022    Vibrio vulnificus                                       Gammaproteobacteria         NZ_RCGA01000013.1
MBB6335940.1    Calcineurin-CE+nSTAND4              JACIJV010000001.1:181842-192839         GCA_014206935.1     1016    Xanthomonas arboricola                                  Gammaproteobacteria         JACIJV010000001.1
WP_080995768.1  Calcineurin-CE+nSTAND4              NZ_LHBM01000002.1:41589-47678           GCF_001264265.1     647     Xanthomonas arboricola                                  Gammaproteobacteria         NZ_LHBM01000002.1
WP_115529592.1  Calcineurin-CE+nSTAND4              NZ_PUPQ01000001.1:346688-364428         GCF_003363995.1     1015    Xanthomonas campestris                                  Gammaproteobacteria         NZ_PUPQ01000001.1
WP_136733512.1  Calcineurin-CE+nSTAND4              NZ_LAUR01000076.1:131067-146479         GCF_005059795.1     1012    Xanthomonas euvesicatoria pv. citrumelonis              Gammaproteobacteria         NZ_LAUR01000076.1
MBE0551059.1    Calcineurin-CE+nSTAND4              JACZKL010000067.1:1-7836                GCA_014860065.1     1037    Ignavibacterium sp.                                     Ignavibacteria              JACZKL010000067.1
WP_002121739.1  Calcineurin-CE+nSTAND4+HAD          NZ_AHNQ02000053.1:1-9087                GCF_000244275.1     1016    Leptospira interrogans str. UI 12621                    Leptospirales               NZ_AHNQ02000053.1
WP_080633877.1  Calcineurin-CE+nSTAND4+HAD          NZ_AKWG02000024.1:1-9978                GCF_000306595.1     1016    Leptospira kirschneri str. 200803703                    Leptospirales               NZ_AKWG02000024.1
MBR6072124.1    Calcineurin-CE+nSTAND4              JAFXXC010000034.1:1-10696               GCA_017542485.1     460     Acholeplasmatales bacterium                             Mollicutes                  JAFXXC010000034.1
MBR2022654.1    Calcineurin-CE+nSTAND4              JAFVOH010000169.1:158-4103              GCA_017505955.1     909     Mycoplasmataceae bacterium                              Mollicutes                  JAFVOH010000169.1
WP_196593183.1  Calcineurin-CE+nSTAND4-C1           NZ_WIQK01000001.1:834552-848233         GCF_015732155.1     1021    Pectinatus sottacetonis                                 Negativicutes               NZ_WIQK01000001.1
WP_110130108.1  Calcineurin-CE+nSTAND4+nSTAND4-C1   NZ_QHJQ01000002.1:270723-285049         GCF_003185655.1     1012    Coraliomargarita sinensis                               Opitutae                    NZ_QHJQ01000002.1
WP_161491694.1  Calcineurin-CE+nSTAND4              NZ_CP021023.1:2425344-2440850           GCF_002117005.1     1001    Sedimentisphaera salicampi                              Phycisphaerae               NZ_CP021023.1
QDV81394.1      Calcineurin-CE+nSTAND4              CP036432.1:371239-383759                GCA_007753675.1     1062    Planctomycetes bacterium TBK1r                          Planctomycetota             CP036432.1
MBF0244904.1    Calcineurin-CE+nSTAND4              JADGBK010000143.1:18-4957               GCA_015231495.1     1048    Planctomycetota bacterium                               Planctomycetota             JADGBK010000143.1
MBU4288237.1    Calcineurin-CE+nSTAND4              JAHILD010000272.1:20-5811               GCA_018897055.1     1001    Proteobacteria bacterium                                Proteobacteria              JAHILD010000272.1
MBU0966554.1    Calcineurin-CE+nSTAND4              JAHIVT010000065.1:25456-32737           GCA_018816555.1     611     Proteobacteria bacterium                                Proteobacteria              JAHIVT010000065.1
MBU1182505.1    Calcineurin-CE+nSTAND4              JAHJQU010000327.1:134-3786              GCA_018819005.1     860     Proteobacteria bacterium                                Proteobacteria              JAHJQU010000327.1
WP_098062209.1  Calcineurin-CE+nSTAND4              NZ_PDEP01000007.1:60998-71815           GCF_002554705.1     1055    Longimonas halophila                                    Rhodothermia                NZ_PDEP01000007.1
ARS40047.1      Calcineurin-CE+nSTAND4              CP021237.1:2581998-2597708              GCA_002151545.1     1036    Sphingobacteriaceae bacterium GW460-11-11-14-LB5        Sphingobacteriia            CP021237.1
WP_093363885.1  Calcineurin-CE+nSTAND4              NZ_FOZZ01000002.1:384985-396683         GCF_900116225.1     1010    Sphingobacterium wenxiniae                              Sphingobacteriia            NZ_FOZZ01000002.1
PKL20831.1      Calcineurin-CE+nSTAND4              PGXU01000039.1:10681-26980              GCA_002839335.1     1035    Spirochaetae bacterium HGW-Spirochaetae-4               Spirochaetes                PGXU01000039.1
WP_082270394.1  Calcineurin-CE+nSTAND4+HAD          NZ_JQQE01000170.1:1-10152               GCF_001568125.1     1016    Leptospira interrogans                                  Spirochaetia                NZ_JQQE01000170.1
WP_189285112.1  Calcineurin-CE+nSTAND4              NZ_BMPR01000032.1:47061-62775           GCF_014647695.1     1083    Streptomyces anthocyanicus                              Streptomycetales            NZ_BMPR01000032.1
GAX51672.1      Calcineurin-CE+nSTAND4              BDQI01000005.1:261301-278039            GCA_002335465.1     1071    Streptomyces olivochromogenes                           Streptomycetales            BDQI01000005.1
NEC38127.1      Calcineurin-CE+nSTAND4              JAAGMQ010000991.1:8780-19722            GCA_010550325.1     1075    Streptomyces rubrogriseus                               Streptomycetales            JAAGMQ010000991.1
WP_159000928.1  Calcineurin-CE+nSTAND4              NZ_LAVK01000015.1:26654-41698           GCF_001083795.1     1083    Streptomyces sp. SBT349                                 Streptomycetales            NZ_LAVK01000015.1
WP_177001300.1  Calcineurin-CE+nSTAND4              NZ_FNHV01000017.1:26001-40084           GCF_900103585.1     1081    Streptomyces sp. cf386                                  Streptomycetales            NZ_FNHV01000017.1
OHE29896.1      Calcineurin-CE+nSTAND4              MICR01000001.1:240036-260715            GCA_001830865.1     994     Tenericutes bacterium GWC2_34_14                        Tenericutes                 MICR01000001.1
PKK99752.1      Calcineurin-CE+nSTAND4              PGXL01000001.1:326424-337494            GCA_002839095.1     1021    Tenericutes bacterium HGW-Tenericutes-2                 Tenericutes                 PGXL01000001.1
WP_213804778.1  Calcineurin-CE+nSTAND4              NZ_JAAVUR010000004.1:319700-338132      GCF_018449545.1     1037    Granulicella sp. dw_53                                  Terriglobia                 NZ_JAAVUR010000004.1
WP_073048678.1  Calcineurin-CE+nSTAND4-C1           NZ_FQZL01000007.1:205863-222994         GCF_900142005.1     1006    Dethiosulfatibacter aminovorans DSM 17477               Tissierellia                NZ_FQZL01000007.1
RLL50502.1      Calcineurin-CE+nSTAND4              RCFQ01000034.1:1-6286                   GCA_003665155.1     416     Mariprofundus sp. EBB-1                                 Zetaproteobacteria          RCFQ01000034.1
EKD25314.1      Calcineurin-CE+nSTAND4              AMFJ01036092.1:1-3422                   GCA_000299275.1     746     uncultured bacterium (gcode 4)                          environmental samples       AMFJ01036092.1

#nSTAND5
pid             arch                    nucleotideID:position               assembly        plen    organism                                            taxend              NCBI
MBK9740870.1    Calcineurin-CE+nSTAND5  JADKGE010000010.1:3616-21182        GCA_016717115.1 1173    Actinobacteria bacterium                            Actinobacteria      JADKGE010000010.1
MBF0161012.1    HD-CE+nSTAND5+TPR_12    JADGCE010000010.1:14657-32048       GCA_015229095.1 1265    Magnetococcales bacterium                           Alphaproteobacteria JADGCE010000010.1
AZG75756.1      Calcineurin-CE+nSTAND5  CP034086.1:602809-619982            GCA_003855495.1 984     Methylocystis rosea                                 Alphaproteobacteria CP034086.1
WP_203075683.1  Calcineurin-CE+nSTAND5  NZ_JAERQN010000009.1:168712-187331  GCF_016805305.1 974     Roseomonas ponticola                                Alphaproteobacteria NZ_JAERQN010000009.1
WP_084720394.1  Calcineurin-CE+nSTAND5  NZ_AVFK01000001.1:244894-263225     GCF_000936425.1 909     Skermanella aerolata KACC 11604                     Alphaproteobacteria NZ_AVFK01000001.1
WP_084151347.1  Calcineurin-CE+nSTAND5  NZ_JMKU01000001.1:379524-392269     GCF_000687165.1 935     Acidovorax oryzae ATCC 19882                        Betaproteobacteria  NZ_JMKU01000001.1
QDQ88204.1      Calcineurin-CE+nSTAND5  CP041732.1:2517992-2530912          GCA_007556835.1 934     Alcaligenaceae bacterium SJ-26                      Betaproteobacteria  CP041732.1
WP_166643543.1  Calcineurin-CE+nSTAND5  NZ_SNXW01000005.1:269627-287081     GCF_004362855.1 946     Aquabacterium commune                               Betaproteobacteria  NZ_SNXW01000005.1
WP_124631247.1  Calcineurin-CE+nSTAND5  NZ_QTSN01000015.1:29092-46340       GCF_003854775.1 936     Burkholderia cenocepacia                            Betaproteobacteria  NZ_QTSN01000015.1
MBS1170412.1    Calcineurin-CE+nSTAND5  JAGSYW010000059.1:2008-13142        GCA_018262475.1 932     Burkholderiaceae bacterium                          Betaproteobacteria  JAGSYW010000059.1
TXT36657.1      Calcineurin-CE+nSTAND5  VIKI01000150.1:10241-19713          GCA_008080595.1 653     Comamonadaceae bacterium                            Betaproteobacteria  VIKI01000150.1
WP_074923223.1  Calcineurin-CE+nSTAND5  NZ_FNPE01000019.1:1-9268            GCF_900107225.1 934     Delftia lacustris                                   Betaproteobacteria  NZ_FNPE01000019.1
WP_013802401.1  Calcineurin-CE+nSTAND5  NC_015563.1:3406770-3421811         GCF_000214395.1 934     Delftia sp. Cs1-4                                   Betaproteobacteria  NC_015563.1
WP_012078663.1  Calcineurin-CE+nSTAND5  NC_009659.1:893704-908118           GCF_000013625.1 938     Janthinobacterium sp. Marseille                     Betaproteobacteria  NC_009659.1
WP_092605323.1  Calcineurin-CE+nSTAND5  NZ_FNDA01000001.1:806487-823479     GCF_900099875.1 934     Janthinobacterium sp. YR213                         Betaproteobacteria  NZ_FNDA01000001.1
WP_082532580.1  Calcineurin-CE+nSTAND5  NZ_LMDK01000012.1:512052-531973     GCF_001425055.1 924     Pelomonas sp. Root1237                              Betaproteobacteria  NZ_LMDK01000012.1
WP_137316421.1  Calcineurin-CE+nSTAND5  NZ_CP040017.1:6370721-6391771       GCF_005280315.1 928     Pseudoduganella umbonata                            Betaproteobacteria  NZ_CP040017.1
KAB2966588.1    Calcineurin-CE+nSTAND5  WBTZ01000092.1:14685-20424          GCA_009026175.1 784     Zoogloea sp.                                        Betaproteobacteria  WBTZ01000092.1
NBH14440.1      Calcineurin-CE+nSTAND5  QXWW01000015.1:43026-55888          GCA_009911185.1 936     Lachnospiraceae bacterium                           Clostridia          QXWW01000015.1
WP_079928555.1  Calcineurin-CE+nSTAND5  NZ_MVPX01000046.1:310-12392         GCF_002043085.1 1186    Gordonia sp. i37                                    Corynebacteriales   NZ_MVPX01000046.1
MBI4798177.1    Calcineurin-CE+nSTAND5  JACQYR010000067.1:18619-34074       GCA_016208115.1 936     Desulfarculus sp.                                   Deltaproteobacteria JACQYR010000067.1
WP_123645634.1  Calcineurin-CE+nSTAND5  NZ_RCTY01000001.1:223460-237457     GCF_003789105.1 946     Lysobacter enzymogenes                              Gammaproteobacteria NZ_RCTY01000001.1
WP_104430233.1  Calcineurin-CE+nSTAND5  NZ_PTIZ01000014.1:6639-16012        GCF_002934385.1 932     Methylobacter tundripaludum                         Gammaproteobacteria NZ_PTIZ01000014.1
WP_085209813.1  Calcineurin-CE+nSTAND5  NZ_FXAM01000001.1:49968-64259       GCF_900155475.1 931     Methylomagnum ishizawai                             Gammaproteobacteria NZ_FXAM01000001.1
WP_136491910.1  Calcineurin-CE+nSTAND5  NZ_SSBS01000001.1:35903-53279       GCF_004801935.1 935     Pseudomonas atacamensis                             Gammaproteobacteria NZ_SSBS01000001.1
WP_078827579.1  Calcineurin-CE+nSTAND5  NZ_JAAQZD010000014.1:39412-50245    GCF_012986955.1 942     Pseudomonas fluorescens                             Gammaproteobacteria NZ_JAAQZD010000014.1
WP_214247956.1  Calcineurin-CE+nSTAND5  NZ_JAHCUF010000012.1:71680-83737    GCF_018476695.1 944     Pseudomonas fluorescens                             Gammaproteobacteria NZ_JAHCUF010000012.1
WP_169845302.1  Calcineurin-CE+nSTAND5  NZ_JAAQYQ010000005.1:153163-165765  GCF_012986685.1 946     Pseudomonas fragi                                   Gammaproteobacteria NZ_JAAQYQ010000005.1
WP_081321209.1  Calcineurin-CE+nSTAND5                                      GCF_001476415.1 952     Pseudomonas psychrotolerans                         Gammaproteobacteria 
WP_081323454.1  Calcineurin-CE+nSTAND5                                      GCF_001477245.1 952     Pseudomonas psychrotolerans                         Gammaproteobacteria 
WP_160328351.1  Calcineurin-CE+nSTAND5  NZ_LNUP01000015.1:708944-720389     GCF_001512295.1 952     Pseudomonas sp. EpS/L25                             Gammaproteobacteria NZ_LNUP01000015.1
PTT95172.1      Calcineurin-CE+nSTAND5  QAIY01003444.1:120-1382             GCA_003061305.1 421     Pseudomonas sp. HMWF031                             Gammaproteobacteria QAIY01003444.1
WP_082916900.1  Calcineurin-CE+nSTAND5  NZ_CP011525.1:3215237-3235307       GCF_001655295.1 934     Pseudomonas sp. JY-Q                                Gammaproteobacteria NZ_CP011525.1
WP_215502324.1  Calcineurin-CE+nSTAND5  NZ_JAHHZH010000009.1:153274-166598  GCF_018729515.1 935     Pseudomonas sp. MG-9                                Gammaproteobacteria NZ_JAHHZH010000009.1
WP_157742027.1  Calcineurin-CE+nSTAND5  NZ_CP022960.1:3166373-3178915       GCF_002269425.1 948     Pseudomonas sp. NS1(2017)                           Gammaproteobacteria NZ_CP022960.1
ASV37444.1      Calcineurin-CE+nSTAND5  CP022960.1:3166373-3179283          GCA_002269425.1 957     Pseudomonas sp. NS1(2017)                           Gammaproteobacteria CP022960.1
WP_210622374.1  Calcineurin-CE+nSTAND5  NZ_JACOPU010000001.1:789454-803748  GCF_017973755.1 942     Pseudomonas sp. P42                                 Gammaproteobacteria NZ_JACOPU010000001.1
WP_197571550.1  Calcineurin-CE+nSTAND5  NZ_LN865164.1:2084457-2098805       GCF_001511775.1 939     Pseudomonas sp. URMO17WK12:I11                      Gammaproteobacteria NZ_LN865164.1
WP_218819109.1  Calcineurin-CE+nSTAND5  NZ_CP065824.1:3668963-3684509       GCF_019285655.1 939     Pseudomonas tolaasii                                Gammaproteobacteria NZ_CP065824.1
WP_177114157.1  Calcineurin-CE+nSTAND5  NZ_JACARF010000016.1:164441-173747  GCF_013386735.1 942     Pseudomonas yamanorum                               Gammaproteobacteria NZ_JACARF010000016.1
MBN8792787.1    Calcineurin-CE+nSTAND5  JAFKME010000007.1:113508-127162     GCA_017304535.1 942     Stenotrophomonas nitritireducens                    Gammaproteobacteria JAFKME010000007.1
OGU20467.1      Calcineurin-CE+nSTAND5  MGZO01000115.1:1-16618              GCA_001802655.1 941     Hydrogenophilales bacterium RIFOXYD1_FULL_62_11     Hydrogenophilalia   MGZO01000115.1
MBI4826904.1    Calcineurin-CE+nSTAND5  JACQZE010000025.1:47490-57637       GCA_016207885.1 946     Nitrospirae bacterium                               Nitrospirae         JACQZE010000025.1
WP_094348844.1  Calcineurin-CE+nSTAND5  NZ_NOLJ01000003.1:106582-127532     GCF_002246015.1 964     Nostoc sp. 'Peltigera membranacea cyanobiont' 210A  Nostocales          NZ_NOLJ01000003.1
MBE9012603.1    Calcineurin-CE+nSTAND5  JADEXW010000425.1:1-4924            GCA_015206935.1 978     Pseudanabaenaceae cyanobacterium LEGE 13415         Pseudanabaenales    JADEXW010000425.1
HAL71674.1      Calcineurin-CE+nSTAND5  DMMK01000360.1:1-4300               GCA_003453085.1 939     Verrucomicrobiales bacterium                        Verrucomicrobiae    DMMK01000360.1

#Thymidylate Synthase
pid             arch                                nucleotideID:position                   assembly        plen    compact                                                                                                                                                                                 organism                                            taxend                          NCBI
QGG94084.1      Thymidylate-synthase                CP045851.1:514822-524317                GCA_009650215.1 291     MFS_1->?->?->*Thymidylate-synthase->ACPS->HTH->MPtase-IrrE->?->                                                                                                                         Actinomarinicola tropica                            Acidimicrobiia                  CP045851.1
MXZ72684.1      Thymidylate-synthase                VXTQ01000067.1:5058-14218               GCA_009837385.1 280     ACP->HTH->MPtase-IrrE->*?->Thymidylate+aGPT-Pplase1->MazG+MazG_C->                                                                                                                      Acidobacteria bacterium                             Acidobacteria                   VXTQ01000067.1
PYS88513.1      Thymidylate-synthase                QHXQ01000104.1:249-20806                GCA_003223935.1 342     HTH->MPtase-IrrE->dUTPase->Thymidylate_kin+aGPT-Pplase1->*Thymidylate-synthase->Phage_integrase->STY-kinase->                                                                           Acidobacteria bacterium                             Acidobacteria                   QHXQ01000104.1
MXZ71108.1      Thymidylate-synthase                VXTQ01000034.1:42038-53360              GCA_009837385.1 261     ?->CHTH->MPtase-IrrE->SERAprotease->*Thymidylate-synthase->PSE->                                                                                                                        Acidobacteria bacterium                             Acidobacteria                   VXTQ01000034.1
WP_138636354.1  Thymidylate-synthase                NZ_VCKZ01000063.1:13250-21994           GCF_005889745.1 268     ?->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                                            Actinomadura geliboluensis                          Actinomycetes                   NZ_VCKZ01000063.1
WP_052371653.1  Thymidylate-synthase                NZ_JAFB01000013.1:258698-269554         GCF_000519205.1 263     PP-binding->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                                   Amycolatopsis taiwanensis DSM 45107                 Actinomycetes                   NZ_JAFB01000013.1
WP_135158576.1  Thymidylate-synthase                NZ_SPQM01000034.1:23472-38622           GCF_004570345.1 252     TrwC+AAA_30+UvrD_C_2+Toprim_N+Toprim_2->Peptidase_M48->?->?->*Thymidylate-synthase->ACPS->HTH->MPtase-IrrE->SERAprotease->                                                              Blastococcus sp. CT_GayMR20                         Actinomycetes                   NZ_SPQM01000034.1
WP_164743578.1  Thymidylate-synthase                NZ_RJAD01000003.1:296136-312972         GCF_003999995.1 296     Thymidylate-synthase+Nmad1->aGPT-Pplase1->?->*Thymidylate-synthase->ACPS->CHTH->MPtase-IrrE->SERAprotease->                                                                             Microbacterium sulfonylureivorans                   Actinomycetes                   NZ_RJAD01000003.1
WP_204000621.1  Thymidylate-synthase                NZ_BOPB01000018.1:54950-70220           GCF_016863535.1 264     ?->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                                            Micromonospora lutea                                Actinomycetes                   NZ_BOPB01000018.1
WP_131822526.1  Thymidylate-synthase                NZ_JAAOOT010000034.1:3506-13173         GCF_015700795.1 269     ?->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                                            Mycobacteroides chelonae                            Actinomycetes                   NZ_JAAOOT010000034.1
SDS47904.1      Thymidylate-synthase                LT629775.1:1345-10934                   GCA_900105395.1 288     PP-binding->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                                   Streptomyces sp. TLI_053                            Actinomycetes                   LT629775.1
WP_018457650.1  Thymidylate-synthase                NZ_CP064707.1:945754-954806             GCF_023101125.1 271     zf-ISL3+DDE_Tnp_ISL3->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->                                                                                         Bradyrhizobium sp. 131                              Alphaproteobacteria             NZ_CP064707.1
WP_200216260.1  Thymidylate-synthase                NZ_JAENJM010000012.1:84007-91788        GCF_016598955.1 268     HTH->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG_C->                                                                                                               Brevundimonas diminuta                              Alphaproteobacteria             NZ_JAENJM010000012.1
WP_067614202.1  Thymidylate-synthase                NZ_LZRP01000010.1:58858-63100           GCF_001678665.1 268     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                                          Erythrobacter sp. QSSC1-22B                         Alphaproteobacteria             NZ_LZRP01000010.1
WP_027056348.1  Thymidylate-synthase                NZ_KI421454.1:127284-136682             GCF_000472705.1 258     ?->HTH->MPtase-IrrE->SERAprotease->*Thymidylate-synthase->                                                                                                                              Mesorhizobium erdmanii USDA 3471                    Alphaproteobacteria             NZ_KI421454.1
MCE4225947.1    Thymidylate-synthase                JAAUVI010000009.1:149630-158829         GCA_021352225.1 270     ?->HTH->MPtase-IrrE->SERAprotease->*Thymidylate-synthase->?->dUTPase->aGPT-Pplase1->                                                                                                    Methylobacterium sp. C25                            Alphaproteobacteria             JAAUVI010000009.1
WP_155802550.1  HD-CE                               NZ_ATVJ01000001.1:179624-189353         GCF_000420665.1 355     *HD-CE->YCII->ACP->HTH->MPtase-IrrE->                                                                                                                                                   Ponticaulis koreensis DSM 19734                     Alphaproteobacteria             NZ_ATVJ01000001.1
WP_173597889.1  Thymidylate-synthase                NZ_JABSUW010000016.1:19823-33169        GCF_013284325.1 307     SERAprotease->Thymidylate-synthase->ACPS->Thymidylate-synthase->*Thymidylate-synthase->?->                                                                                              Brevibacillus sp. HD1.4A                            Bacilli                         NZ_JABSUW010000016.1
WP_079289996.1  Thymidylate-synthase                NZ_MWPS01000010.1:11839-19975           GCF_002027205.1 256     RADICAL-SAM->?->HTH->MPtase-IrrE->*Thymidylate-synthase->?->                                                                                                                            Ferroacidibacillus organovorans                     Bacilli                         NZ_MWPS01000010.1
MBS1492222.1    Thymidylate-synthase                JAFDZP010000002.1:1179-11073            GCA_018266835.1 342     ?->dUTPase->Thymidylate_kin->aGPT-Pplase1->*Thymidylate-synthase->?->                                                                                                                   Bacteroidetes bacterium                             Bacteroidetes                   JAFDZP010000002.1
WP_155626237.1  Thymidylate-synthase                NZ_LOXC01000062.1:60496-69328           GCF_001524265.1 284     ?->HTH->MPtase-IrrE->SERAprotease->*Thymidylate-synthase->                                                                                                                              Burkholderia vietnamiensis                          Betaproteobacteria              NZ_LOXC01000062.1
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PWB40666.1      Thymidylate-synthase                PQAF01000028.1:144125-153568            GCA_003105015.1 263     LigB->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->Thymidylate+aGPT-Pplase1->Thymidylate-synthase->                                                                                    Rhodocyclales bacterium                             Betaproteobacteria              PQAF01000028.1
NUQ44110.1      Thymidylate-synthase                JABWBP010000115.1:566-9637              GCA_013360445.1 343     HTH->MPtase-IrrE->?->Thymidylate+aGPT-Pplase1->*Thymidylate-synthase->                                                                                                                  Calditrichaceae bacterium                           Calditrichia                    JABWBP010000115.1
NUM53520.1      Thymidylate-synthase                JABWCD010000006.1:159715-168520         GCA_013359265.1 351     HTH->MPtase-IrrE->Thymidylate-synthase->Thymidylate_kin+aGPT-Pplase1->*Thymidylate-synthase->                                                                                           Candidatus Hydrogenedentes bacterium                Candidatus Hydrogenedentes      JABWCD010000006.1
MBD3343352.1    Thymidylate-synthase                WJKD01000961.1:1-5535                   GCA_014729315.1 341     HTH_3->MPtase-IrrE->?->Thymidylate+aGPT-Pplase1->*Thymidylate-synthase->?->                                                                                                             Candidatus Lokiarchaeota archaeon                   Candidatus Lokiarchaeota        WJKD01000961.1
WP_195068084.1  Thymidylate-synthase                NZ_JADLPR010000011.1:95880-105558       GCF_015478245.1 261     PP-binding->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                                   Nocardia abscessus                                  Corynebacteriales               NZ_JADLPR010000011.1
WP_195091449.1  Thymidylate-synthase                NZ_JADLSD010000006.1:157297-166599      GCF_015476985.1 259     ?->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                                            Nocardia brasiliensis                               Corynebacteriales               NZ_JADLSD010000006.1
WP_190677136.1  Thymidylate-synthase                NZ_JACJQW010000054.1:21314-31340        GCF_014696905.1 273     MazG+MazG_C->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->Uma2->Phage_int_SAM_4+Phage_integrase->?->CASPASE+GUN4->                                                                     Nostoc sp. FACHB-190                                Cyanophyceae                    NZ_JACJQW010000054.1
MXY21878.1      Thymidylate-synthase                VXRN01000050.1:1895-11190               GCA_009838465.1 358     HTH->MPtase-IrrE->Thymidylate-synthase->Thymidylate_kin+aGPT-Pplase1->*Thymidylate-synthase->dUTPase->                                                                                  Dehalococcoidia bacterium                           Dehalococcoidia                 VXRN01000050.1
MBI4524759.1    Thymidylate-synthase                JACQUW010000137.1:4183-11354            GCA_016210115.1 343     HTH->MPtase-IrrE->Thymidylate-synthase->Thymidylate+aGPT-Pplase1->*Thymidylate-synthase->?->DUF1863->SLATT_3->                                                                          Deltaproteobacteria bacterium                       Deltaproteobacteria             JACQUW010000137.1
EKO41242.1      Thymidylate-synthase                ALAO01000012.1:1070-6235                GCA_000307955.1 250     MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->Radical_SAM+SPASM->?->                                                                                                                Solidesulfovibrio magneticus str. Maddingley MBC34  Deltaproteobacteria             ALAO01000012.1
QVW35323.1      Thymidylate-synthase                CP074693.1:60744-73641                  GCA_018511305.1 267     ACP->HTH->MPtase-IrrE->*?->aGPT-Pplase1->Radical_SAM+SPASM->Calcineurin-SbcD->AAA_27+SMC_N->                                                                                            Geobacter sulfurreducens                            Desulfuromonadia                CP074693.1
OGS08344.1      Thymidylate-synthase                MGVA01000026.1:517-10250                GCA_001800245.1 337     HTH->MPtase-IrrE->Thymidylate-synthase->aGPT-Pplase1->*Thymidylate-synthase->DNA_methylase->RE_NgoFVII->REase->?->                                                                      Elusimicrobia bacterium RIFOXYA12_FULL_51_18        Elusimicrobia                   MGVA01000026.1
RZJ85425.1      Thymidylate-synthase                SEAO01000860.1:1-2036                   SEAO01000860.1  247     MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->                                                                                                                                      Chryseobacterium sp.                                Flavobacteriia                  SEAO01000860.1
OJX33604.1      Thymidylate-synthase                MKVE01000009.1:1-7746                   GCA_001898785.1 248     assembly_gap->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->dUTPase->MazG_C->ACPS->                                                                                       Chryseobacterium sp. 36-9                           Flavobacteriia                  MKVE01000009.1
WP_138836335.1  Thymidylate-synthase                NZ_VCNI01000002.1:590865-599564         GCF_005937185.1 250     Arm-DNA-bind_5+Phage_int_SAM_5+Phage_integrase->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->ACPS->                                                                                    Muricauda algicola                                  Flavobacteriia                  NZ_VCNI01000002.1
WP_225573965.1  Thymidylate-synthase                NZ_CP084316.1:1692350-1699973           GCF_020310005.1 240     Amidase_3->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->                                                                                                                               Salegentibacter mishustinae                         Flavobacteriia                  NZ_CP084316.1
WP_086930222.1  Thymidylate-synthase                NZ_CP020038.1:1291834-1301881           GCF_002157225.2 252     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->RadC->                                                                                                         Agarilytica rhodophyticola                          Gammaproteobacteria             NZ_CP020038.1
WP_069126831.1  Thymidylate-synthase                NZ_MARB01000019.1:71034-80401           GCF_001715975.1 248     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->?->REase+nSTAND3->                                                                                             Candidatus Thiodiazotropha endolucinida             Gammaproteobacteria             NZ_MARB01000019.1
MBT3001080.1    Thymidylate-synthase                JAHHGL010000010.1:6084-21546            GCA_018619765.1 248     ?->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->                                                                                                            Candidatus Thiodiazotropha taylori                  Gammaproteobacteria             JAHHGL010000010.1
CAG1020722.1    Thymidylate-synthase                CAJPGB010000142.1:148-6734              GCA_905339385.1 265     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->                                                                                                               Methylococcales bacterium                           Gammaproteobacteria             CAJPGB010000142.1
WP_109762834.1  RNASEII                             NZ_QGGU01000004.1:69976-80114           GCF_003148745.1 259     ?->HTH->MPtase-IrrE->SERAprotease->*RNASEII->MazG+MazG_C->                                                                                                                              Pleionea mediterranea                               Gammaproteobacteria             NZ_QGGU01000004.1
WP_102678736.1  Thymidylate-synthase                NZ_JACNAR010000008.1:153121-160380      GCF_017350085.1 279     ?->HTH->MPtase-IrrE->Peptidase_C1->*Thymidylate-synthase->                                                                                                                              Pseudomonas sp. GW456-L14                           Gammaproteobacteria             NZ_JACNAR010000008.1
WP_124420858.1  Thymidylate-synthase                NZ_CP027731.1:4955535-4963353           GCF_003852335.1 265     ?->HTH->MPtase-IrrE->SERAprotease->*Thymidylate-synthase->                                                                                                                              Pseudomonas sp. R2-60-08W                           Gammaproteobacteria             NZ_CP027731.1
WP_166257473.1  Thymidylate-synthase                NZ_JAAMOW010000006.1:159632-167186      GCF_011067135.1 260     ?->HTH->MPtase-IrrE->SERAprotease->*Thymidylate-synthase->                                                                                                                              Solimonas terrae                                    Gammaproteobacteria             NZ_JAAMOW010000006.1
WP_113834003.1  Thymidylate-synthase                NZ_QOHH01000004.1:262873-272146         GCF_003319105.1 283     ?->TraG-D_C->?->?->*Thymidylate-synthase->ACPS->HTH->MPtase-IrrE->SERAprotease->                                                                                                        Blastococcus sp. TF02-9                             Geodermatophilales              NZ_QOHH01000004.1
WP_192486354.1  Thymidylate-synthase                NZ_VWNG01000009.1:3931304-3946506       GCF_014858135.1 263     ?->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->                                                                                                            Leptospira interrogans serovar Yeoncheon            Leptospirales                   NZ_VWNG01000009.1
NMF28837.1      Thymidylate-synthase                JABAGH010000008.1:166557-178913         GCA_012844025.1 286     ?->*Thymidylate-synthase->ACPS->CHTH->MPtase-IrrE->SERAprotease->                                                                                                                       Cellulosimicrobium aquatile                         Micrococcales                   JABAGH010000008.1
WP_157693714.1  Thymidylate-synthase                NZ_LT629735.1:1885101-1896002           GCF_900104925.1 336     ?->dUTPase->Thymidylate_kin->aGPT-Pplase1->*Thymidylate-synthase->                                                                                                                      Opitutus sp. GAS368                                 Opitutae                        NZ_LT629735.1
MBX3356443.1    Thymidylate-synthase                JAHBWY010000009.1:34334-45213           GCA_019636735.1 237     DUF1643->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->MazG+MazG_C->?->Phage_portal_2->Mu-like-gpT->                                                                                    Phycisphaeraceae bacterium                          Phycisphaerae                   JAHBWY010000009.1
MCD4823781.1    Thymidylate-synthase                JAIORC010000100.1:11653-19143           GCA_021108335.1 257     tRNA->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->RADICAL-SAM+SPASM->?->                                                                                                Phycisphaerae bacterium                             Phycisphaerae                   JAIORC010000100.1
HDZ21846.1      Thymidylate-synthase                DRGC01000064.1:13978-23973              GCA_011050235.1 254     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->Radical_SAM->CNMP->                                                                                                         Phycisphaerae bacterium                             Phycisphaerae                   DRGC01000064.1
OQY98829.1      Thymidylate-synthase                MWTD01000538.1:15-9981                  GCA_002050205.1 271     Terminase_GpA->DUF1643->HTH->MPtase-IrrE->*Thymidylate-synthase->MazG+MazG_C->?->?->Phage_portal_2->                                                                                    Planctomycetes bacterium UTPLA1                     Planctomycetes                  MWTD01000538.1
MCA9078513.1    Thymidylate-synthase                JAGQPX010000231.1:1-5624                GCA_020426505.1 218     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->Thymidylate->                                                                                                  Planctomycetaceae bacterium                         Planctomycetia                  JAGQPX010000231.1
MBL8792478.1    Thymidylate-synthase                JAEUIF010000036.1:8313-12538            GCA_016795185.1 252     ?->HTH->MPtase-IrrE->SERAprotease->*Thymidylate-synthase->aGPT-Pplase1->                                                                                                                Planctomycetia bacterium                            Planctomycetia                  JAEUIF010000036.1
WP_169973951.1  Thymidylate-synthase                NZ_JABBYO010000002.1:275078-283756      GCF_012958305.1 294     GATase_5->ACP->?->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->                                                                                                       Tautonia rosea                                      Planctomycetia                  NZ_JABBYO010000002.1
REJ65669.1      Thymidylate-synthase                QQUX01000107.1:80727-88320              GCA_003389355.1 262     ACP->HTH->MPtase-IrrE->*?->aGPT-Pplase1->STY-kinase->MazG+MazG_C->DUF3664->                                                                                                             Planctomycetota bacterium                           Planctomycetota                 QQUX01000107.1
QKK07519.1      Thymidylate-synthase                CP053450.1:1015742-1026033              GCA_013285505.1 280     AlbA_2+HATPase_c_4->ACP->HTH->MPtase-IrrE->*?->Thymidylate+aGPT-Pplase1->MazG+MazG_C->                                                                                                  Planctomycetota bacterium                           Planctomycetota                 CP053450.1
MBK8977072.1    Thymidylate-synthase                JADJWQ010000002.1:963478-978631         GCA_016716265.1 259     GDE_N+GDE_C->Glycogen_syn+DUF3417+Phosphorylase->tRNA->ACP->PSE->MPtase-IrrE->*?->MazG+MazG_C->                                                                                         Planctomycetota bacterium                           Planctomycetota                 JADJWQ010000002.1
RKY10059.1      Thymidylate-synthase                QNBR01000029.1:1-7497                   GCA_003644155.1 262     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->Radical_SAM+SPASM->?->                                                                                                      Planctomycetota bacterium                           Planctomycetota                 QNBR01000029.1
MBZ0154013.1    Thymidylate-synthase                JAIOJB010001247.1:16215-28132           GCA_019912305.1 259     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->MazG+MazG_C->                                                                                                                             Planctomycetota bacterium                           Planctomycetota                 JAIOJB010001247.1
OUZ06757.1      Thymidylate-synthase                MIJB01000039.1:2401-13435               GCA_002174305.1 282     ?->*Thymidylate-synthase->ACPS->HTH->MPtase-IrrE+Inhibitor_I42->SERAprotease->                                                                                                          Aeromicrobium sp. PE09-221                          Propionibacteriales             MIJB01000039.1
WP_134119353.1  Thymidylate-synthase                NZ_SODF01000001.1:3183605-3195737       GCF_004365875.1 272     ?->TrwC+AAA_30->?->*Thymidylate-synthase->ACPS->MPtase-IrrE->SERAprotease->MazG_C->                                                                                                     Kribbella sp. VKM Ac-2570                           Propionibacteriales             NZ_SODF01000001.1
RYZ91886.1      Thymidylate-synthase                SEDV01000191.1:1-3326                   GCA_004173435.1 277     ACP->CHTH->MPtase-IrrE->*?->Thymidylate_kin->PSE->                                                                                                                                      Proteobacteria bacterium                            Proteobacteria                  SEDV01000191.1
NJL36196.1      Thymidylate-synthase                JAAUTN010000022.1:3521-14419            GCA_012031415.1 269     ACPS->ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG_C->PDDEXK_1->PSE->                                                                                               Leptolyngbyaceae cyanobacterium SM1_4_3             Pseudanabaenales                JAAUTN010000022.1
WP_166395978.1  Thymidylate-synthase                NZ_CP045121.1:1378309-1388921           GCF_011492965.1 249     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->Thymidylate->aGPT-Pplase1->Thymidylate-synthase->?->                                                                                      Rubrobacter marinus                                 Rubrobacteria                   NZ_CP045121.1
MCB0518495.1    Thymidylate-synthase                JAGQYA010000043.1:4095-10768            GCA_020436325.1 256     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->dUTPase->MazG_C->?->                                                                                                        Saprospiraceae bacterium                            Saprospiria                     JAGQYA010000043.1
MBE2205718.1    Thymidylate-synthase                JACSRU010000162.1:25675-35176           GCA_014879575.1 279     ACP->HTH->MPtase-IrrE->*?->Thymidylate_kin->aGPT-Pplase1->Thymidylate-synthase->                                                                                                        Chthoniobacterales bacterium                        Spartobacteria                  JACSRU010000162.1
WP_219124528.1  Thymidylate-synthase                NZ_CP063061.1:2876798-2885004           GCF_019331605.1 260     ACP->HTH->MPtase-IrrE->*?->aGPT-Pplase1->dUTPase->MazG_C->ACPS->                                                                                                                        Mucilaginibacter sp. 21P                            Sphingobacteriia                NZ_CP063061.1
WP_183560888.1  Thymidylate-synthase                NZ_JACHBZ010000005.1:133958-143323      GCF_014200575.1 248     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG+MazG_C->                                                                                                               Mucilaginibacter sp. SP1R1                          Sphingobacteriia                NZ_JACHBZ010000005.1
WP_143884041.1  Thymidylate-synthase                                                        GCF_030324445.1 247     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->MazG_C->ACPS->                                                                                                              Sphingobacterium hotanense                          Sphingobacteriia                
WP_135777697.1  Thymidylate-synthase                NZ_RQFW01000021.1:179-7051              GCF_004770145.1 250     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->                                                                                                                            Leptospira bourretii                                Spirochaetia                    NZ_RQFW01000021.1
WP_135700233.1  Thymidylate-synthase                NZ_RQGB01000023.1:1-3874                GCF_004770705.1 258     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->aGPT-Pplase1->                                                                                                                            Leptospira wolffii                                  Spirochaetia                    NZ_RQGB01000023.1
WP_013568894.1  Thymidylate-synthase                NC_014963.1:2889706-2902851             GCF_000179915.2 244     DUF1643->ACP->HTH->MPtase-IrrE->*?->MazG+MazG_C->                                                                                                                                       Terriglobus saanensis SP1PR4                        Terriglobia                     NC_014963.1
MBP7677874.1    Thymidylate-synthase                JAGOBQ010000409.1:222-4512              GCA_017999215.1 269     ACP->HTH->MPtase-IrrE->*Thymidylate-synthase->Thymidylate->                                                                                                                             Thermoanaerobaculia bacterium                       Thermoanaerobaculia             JAGOBQ010000409.1
MBN9689745.1    Thymidylate-synthase                JAFLEF010000006.1:196973-210264         GCA_017309115.1 274     MPtase-IrrE->?->Thymidylate->aGPT-Pplase1->*Thymidylate-synthase->PSE->HTH_37->MetJarc-HTH->RelE-ParE->                                                                                 Verrucomicrobia bacterium                           Verrucomicrobia                 JAFLEF010000006.1
WP_138085275.1  Thymidylate-synthase                NZ_VAUV01000004.1:182754-191282         GCF_005780165.1 274     MazG_C->ACP->HTH->MPtase-IrrE->*?->Thymidylate->aGPT-Pplase1->Thymidylate-synthase->?->                                                                                                 Phragmitibacter flavus                              Verrucomicrobiae                NZ_VAUV01000004.1
MBL9184082.1    Thymidylate-synthase                JAEUHK010000101.1:66190-76936           GCA_016795465.1 334     MPtase-IrrE->Thymidylate-synthase->Thymidylate->aGPT-Pplase1->*Thymidylate-synthase->MazG+MazG_C->                                                                                      Verrucomicrobiaceae bacterium                       Verrucomicrobiae                JAEUHK010000101.1
MCC6233468.1    Thymidylate-synthase                JADLFD010000375.1:506-9279              GCA_020845805.1 282     ?->?->*Thymidylate-synthase->ACPS->HTH+DUF2281->MPtase-IrrE->SERAprotease->                                                                                                             Verrucomicrobiales bacterium                        Verrucomicrobiae                JADLFD010000375.1
MBN1550149.1    Thymidylate-synthase                JAFGJC010000061.1:1-5402                GCA_016929305.1 277     ACP->HTH->MPtase-IrrE->*?->Thymidylate->                                                                                                                                                candidate division CSSED10-310 bacterium            candidate division CSSED10-310  JAFGJC010000061.1
WP_170199707.1  Calcineurin-CE                      NZ_RBXR01000001.1:6204522-6216829       GCF_003634995.1 271     Thymidylate-synthase->*Calcineurin-CE->Thymidylate-synthase->MazG->Thymidylate->HTH-2W-DrmE->                                                                                           Saccharothrix variisporea                           Actinomycetes                   NZ_RBXR01000001.1
WP_222280237.1  Calcineurin-CE                      NZ_JAAXDK010000005.1:151231-159979      GCF_019798485.1 273     ?->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                                     Rhizobium leguminosarum                             Alphaproteobacteria             NZ_JAAXDK010000005.1
WP_063608982.1  Calcineurin-CE                      NZ_LATY01000014.1:248-6160              GCF_000981315.1 282     *Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                                        Alkalihalobacillus clausii                          Bacilli                         NZ_LATY01000014.1
WP_168169828.1  Calcineurin-CE                      NZ_KV917367.1:423587-431394             GCF_002009685.1 276     Cpn10->Cpn60_TCP1->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                     Exiguobacterium sp. HVEsp1                          Bacilli                         NZ_KV917367.1
WP_102264779.1  Calcineurin-CE                      NZ_CP025025.1:4493642-4507386           GCF_002874535.1 282     OKR_DC_1+OKR_DC_1_C->Thymidylate->*Calcineurin-CE->Thymidylate-synthase->MazG->Thymidylate-synthase->CdAMP_rec->                                                                        Mesobacillus jeotgali                               Bacilli                         NZ_CP025025.1
WP_231419746.1  Calcineurin-CE                      NZ_CP126446.1:282268-294018             GCF_030166655.1 279     Cpn10->Cpn60_TCP1->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->Thymidylate-synthase->MFS_1->                                                                                    Pontibacillus chungwhensis                          Bacilli                         NZ_CP126446.1
RYH53415.1      Calcineurin-CE                      SDYD01000521.1:1-2433                   GCA_004146305.1 278     tRNA-synt_1c_C->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->                                                                                                                    Alcaligenaceae bacterium                            Betaproteobacteria              SDYD01000521.1
WP_081077612.1  Calcineurin-CE                      NZ_LPFV01000002.1:40200-49671           GCF_001530645.1 269     *Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                                        Burkholderia stagnalis                              Betaproteobacteria              NZ_LPFV01000002.1
WP_046352226.1  Calcineurin-CE                      NZ_CP014222.1:2824220-2834773           GCF_000969645.2 273     Mu-like_Com->DAM->DOC->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                 Janthinobacterium sp. B9-8                          Betaproteobacteria              NZ_CP014222.1
PSR41238.1      Calcineurin-CE                      PYHL01000001.1:580458-591363            GCA_003023755.1 284     Thymidylate-synthase->*Calcineurin-CE->Thymidylate-synthase->MazG->                                                                                                                     Rhodococcus sp. AD45-ID                             Corynebacteriales               PYHL01000001.1
HAV5333352.1    Calcineurin-CE                      DADBCD010000114.1:249-2949              GCA_016510255.1 274     ?->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->                                                                                                                                 Acinetobacter baumannii                             Gammaproteobacteria             DADBCD010000114.1
WP_171289172.1  Calcineurin-CE                      NZ_NIWQ01000020.1:59041-65890           GCF_002573825.1 268     Flavodoxin_2->Imm67->?->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->                                                                                                            Acinetobacter baumannii                             Gammaproteobacteria             NZ_NIWQ01000020.1
WP_171429145.1  Calcineurin-CE                      NZ_CP053391.1:250480-259571             GCF_013122135.1 269     Flavodoxin_2->?->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->                                                                                                             Acinetobacter lactucae                              Gammaproteobacteria             NZ_CP053391.1
WP_065604855.1  Calcineurin-CE                      NZ_MAJY01000039.1:39669-49696           GCF_001691135.1 261     Phage_term_smal->Phage_TAC_7->?->Myosin_tail_1->*Calcineurin-CE->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                     Aliivibrio fischeri                                 Gammaproteobacteria             NZ_MAJY01000039.1
WP_182241486.1  Calcineurin-CE                      NZ_JACGVK010000140.1:100953-114049      GCF_014077185.1 264     ?->HEPN->Virulence_RhuM->REase+SWI2_SNF2+LPD33->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->PSE->Thymidylate-synthase->?->                                                      Colwellia sp. MB02u-10                              Gammaproteobacteria             NZ_JACGVK010000140.1
TFH88462.1      Calcineurin-CE                      SBLD01000001.1:228607-239186            GCA_004551485.1 260     2CSK_N+HATPase_c->SBP_bac_8->IMPDH->GATase+tRNA_Me_trans+GMP_synt_C->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                   Halomonas azerbaijanica                             Gammaproteobacteria             SBLD01000001.1
MBY6221532.1    Calcineurin-CE                      JAHVKM010000002.1:1084430-1095574       GCA_019800655.1 273     Methyltransf_11->tRNA->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                 Marinobacter nauticus                               Gammaproteobacteria             JAHVKM010000002.1
MBK8815632.1    Calcineurin-CE                      JADKAL010000004.1:281090-290752         GCA_016715325.1 269     TraK-HTH->MazE_antitoxin->PIN->DEDD_Tnp_IS110+Transposase_20->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                          Methylococcaceae bacterium                          Gammaproteobacteria             JADKAL010000004.1
WP_083318595.1  Calcineurin-CE                      NZ_BSBA01000001.1:128719-140433         GCF_026012955.1 270     Arm-DNA-bind_3+Phage_integrase->PSE->*Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                   Pseudomonas aeruginosa                              Gammaproteobacteria             NZ_BSBA01000001.1
WP_145839302.1  Calcineurin-CE                      NZ_LUKM01000004.1:201232-217498         GCF_007844895.1 261     PLUG+TonB_dep_Rec->?->*Calcineurin-CE->Thymidylate-synthase->MazG->Thymidylate-synthase->PSE->                                                                                          Shewanella algae                                    Gammaproteobacteria             NZ_LUKM01000004.1
WP_102036371.1  Calcineurin-CE                      NZ_PJAP01000335.1:1-6579                GCF_002836795.1 263     RpA->ATP_bind_3+TilS+TilS_C->Peptidase_M28->*Calcineurin-CE->Thymidylate-synthase->?->                                                                                                  Shewanella sp. 11B5                                 Gammaproteobacteria             NZ_PJAP01000335.1
WP_102258147.1  Calcineurin-CE                      NZ_MDBP01000059.1:4662-15141            GCF_002875145.1 261     DUF2971->?->?->*Calcineurin-CE->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                                      Vibrio tasmaniensis                                 Gammaproteobacteria             NZ_MDBP01000059.1
NOT37622.1      Calcineurin-CE                      JABFRV010000099.1:273-4597              GCA_013140975.1 283     Por_Secre_tail->*Calcineurin-CE->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                                     Saprospiraceae bacterium                            Saprospiria                     JABFRV010000099.1
NCD07089.1      Calcineurin-CE                      RZYO01000157.1:127-5597                 GCA_009930325.1 285     *Calcineurin-CE->Thymidylate->Thymidylate-synthase->MazG->Thymidylate-synthase->                                                                                                        Spirochaetia bacterium                              Spirochaetes                    RZYO01000157.1
WP_183791663.1  Calcineurin-CE                      NZ_JACHEA010000001.1:4411500-4427839    GCF_014201365.1 266     *Calcineurin-CE->Thymidylate-synthase->MazG->                                                                                                                                           Edaphobacter lichenicola                            Terriglobia                     NZ_JACHEA010000001.1

#iThymidylate Synthase
pid             arch                                                                        assembly        plen    compact                                                                                                                                                                                 organism                                            taxend                          
MBS1888293.1    Calcineurin-CE+Thymidylate-synthase JAFDWB010000084.1:343604-353101         GCA_018268675.1 734     MPtase-IrrE->SERAprotease->Thymidylate-synthase->aGPT-Pplase1->*Calcineurin-CE->?->PhdYeFM_antitox->PIN->|<-Sigma70_r2+HIN-HTH+PPP1-HTH+PPP1-HTH                                        Actinobacteria bacterium                            Actinobacteria                  JAFDWB010000084.1
MBS1892551.1    Calcineurin-CE+Thymidylate-synthase JAFDWD010000577.1:392-6580              GCA_018268695.1 720     *Calcineurin-CE->|<-aGPT-Pplase1<-SERAprotease<-MPtase-IrrE<-HTH                                                                                                                        Actinobacteria bacterium                            Actinobacteria                  JAFDWD010000577.1
MBS1881492.1    Calcineurin-CE+Thymidylate-synthase JAFDWE010000004.1:24766-35503           GCA_018268635.1 718     Phage_integrase->?->LuxR-HTH->?->*Calcineurin-CE+Thymidylate-synthase->?->|<-aGPT-Pplase1<-Thymidylate-synthase<-MPtase-IrrE                                                            Actinobacteria bacterium                            Actinobacteria                  JAFDWE010000004.1
WP_184998081.1  Calcineurin-CE+Thymidylate-synthase NZ_BOMK01000040.1:92866-111535          GCF_016862155.1 743     <-ABC_tran<-FecCD<-Peripla_BP_2<-regulatory<-SLATT|*Calcineurin-CE+Thymidylate-synthase->|<-S1<-SPVB+RHS_repeat+RHS+RHS<-Laminin_G_3|Peptidase_M10_C+Beta-Roll->                        Actinoplanes digitatis                              Actinomycetes                   NZ_BOMK01000040.1
WP_209049350.1  Calcineurin-CE+Thymidylate-synthase NZ_JAFJLT010000002.1:157044-166936      GCF_017700755.1 731     Peptidase_C1->|<-DUF4031|aGPT-Pplase1->|<-Thymidylate-synthase+Nmad1|*Calcineurin-CE+Thymidylate-synthase->|<-?<-?<-Lsr2<-?                                                             Curtobacterium flaccumfaciens pv. flaccumfaciens    Actinomycetes                   NZ_JAFJLT010000002.1
WP_164743577.1  Calcineurin-CE+Thymidylate-synthase NZ_RJAD01000003.1:296136-312972         GCF_003999995.1 720     <-Thymidylate-synthase<-?<-aGPT-Pplase1<-Thymidylate-synthase+Nmad1|*Calcineurin-CE->|<-Glyco_hydro_4+Glyco_hydro_4C<-BcrAD_BadFG<-Glyco_hydro_3+Glyco_hydro_3_C+Fn3-like<-ISOCOT       Microbacterium sulfonylureivorans                   Actinomycetes                   NZ_RJAD01000003.1
WP_233137945.1  Calcineurin-CE+Thymidylate-synthase NZ_CP054148.1:41134-54666               GCF_021310975.1 729     ?->AAA_23->|<-UDG<-MazG+MazG_C|*Calcineurin-CE+Thymidylate-synthase->|<-Nmad2<-?<-NYN+DUF2384<-?                                                                                        Agrobacterium vaccinii                              Alphaproteobacteria             NZ_CP054148.1
WP_198876784.1  Calcineurin-CE+Thymidylate-synthase NZ_JAEKMH010000002.1:1149108-1158665    GCF_016411825.1 719     <-MPtase-IrrE<-HTH<-ACP|?->*Calcineurin-CE+Thymidylate-synthase->ARSR-HTH->LMWPc->OsmC->PSE->ArsC->                                                                                     Devosia sediminis                                   Alphaproteobacteria             NZ_JAEKMH010000002.1
WP_183491168.1  Calcineurin-CE+Thymidylate-synthase NZ_JACIDZ010000023.1:34740-46708        GCF_014196625.1 752     2CSK_N+HAMP+HATPase_c->|<-?<-Thymidylate|Thymidylate-synthase->*Calcineurin-CE+Thymidylate-synthase->ACP->HTH->MPtase-IrrE->Thymidylate-synthase->                                      Martelella radicis                                  Alphaproteobacteria             NZ_JACIDZ010000023.1
TSE03211.1      Calcineurin-CE+Thymidylate-synthase PNOT02000318.1:167-5313                 GCA_002879535.2 758     <-MPtase-IrrE<-HTH<-ACP|?->*Calcineurin-CE+Thymidylate-synthase->                                                                                                                       Mesorhizobium intechi                               Alphaproteobacteria             PNOT02000318.1
RUU14173.1      Calcineurin-CE+Thymidylate-synthase RZTU01000016.1:8339-20761               GCA_003997145.1 763     ?->|<-UDG<-MazG+MazG_C<-?|*Calcineurin-CE+Thymidylate-synthase->?->Zeta_toxin->|<-TIR_2<-?                                                                                              Mesorhizobium sp. USDA-HM6                          Alphaproteobacteria             RZTU01000016.1
WP_222418008.1  Calcineurin-CE+Thymidylate-synthase NZ_JAAXDZ010000004.1:59470-70972        GCF_019798825.1 717     <-MPtase-IrrE<-HTH<-ACP|?->*Calcineurin-CE+Thymidylate-synthase->?->?->|<-?<-Peptidase_M15_4+SH3+Glyco_hydro_19                                                                         Rhizobium leguminosarum                             Alphaproteobacteria             NZ_JAAXDZ010000004.1
WP_157213968.1  Calcineurin-CE+Thymidylate-synthase NZ_WNKD01000011.1:20731-36490           GCF_009755765.1 786     <-?<-FtsJ<-PSE|tRNA->|<-DUF87+HerA<-SIR2|*Calcineurin-CE->dNK->|<-Transposase_mut|?->|<-PLUS3                                                                                           Rhizobium leguminosarum bv. phaseoli                Alphaproteobacteria             NZ_WNKD01000011.1
WP_096477646.1  Calcineurin-CE+Thymidylate-synthase NZ_NWSO01000004.1:170423-184560         GCF_002355115.1 745     ?->?->|<-NmrA<-EFG_II+EFG_IV+EFG_C|*Calcineurin-CE+Thymidylate-synthase->MazG+CR-ATPase3->PSE->?->DNA_methylase->|<-?                                                                   Rhizobium phaseoli                                  Alphaproteobacteria             NZ_NWSO01000004.1
WP_134652746.1  Calcineurin-CE+Thymidylate-synthase NZ_MYFN02000025.1:27162-33819           GCF_004514425.2 771     <-HTH<-ACP<-Thymidylate|Thymidylate-synthase->*Calcineurin-CE+Thymidylate-synthase->|<-PSE<-?                                                                                           Shinella sumterensis                                Alphaproteobacteria             NZ_MYFN02000025.1
RYY28726.1      Calcineurin-CE+Thymidylate-synthase SEFZ01000003.1:52458-64210              GCA_004173185.1 786     Thymidylate-synthase->|<-UDG<-MazG+MazG_C<-?|*Calcineurin-CE->?->?->|<-DUF900<-?                                                                                                        Sphingomonadales bacterium                          Alphaproteobacteria             SEFZ01000003.1
WP_108507490.1  Calcineurin-CE+Thymidylate-synthase NZ_QAEJ01000046.1:1-1575                GCF_003063985.1 525     *Calcineurin-CE+Thymidylate-synthase->                                                                                                                                                  Bacillus anthracis                                  Bacilli                         NZ_QAEJ01000046.1
WP_181277705.1  Calcineurin-CE+Thymidylate-synthase NZ_CADEZO010000001.1:479273-495830      GCF_902831925.1 724     aGPT-Pplase1->MazG+MazG_C->ACPS->MazG+MazG_C->*Calcineurin-CE+Thymidylate-synthase->|<-PLUG+TonB_dep_Rec|HlyD_D23->ACR_tran->OEP+OEP->                                                  Burkholderia gladioli                               Betaproteobacteria              NZ_CADEZO010000001.1
WP_101303253.1  Calcineurin-CE+Thymidylate-synthase NZ_CP025197.1:3076440-3095785           GCF_002844395.1 623     Pyr_redox_2+Pyr_redox_dim+Rhodanese->Sortilin-Vps10+Sortilin-Vps10+Dockerin_1->Glyco_hydro_9+CBM_3+CBM_3->TRAM+METHYLASE->*Calcineurin-CE->MazG->Radical_SAM->XIS-HTH->A18+RE_endonuc-> Acetivibrio saccincola                              Clostridia                      NZ_CP025197.1
MBD5099121.1    Calcineurin-CE+Thymidylate-synthase JAAVHV010000015.1:41385-56426           GCA_014799505.1 636     <-SBP_bac_6|?->BPD_transp_1+BPD_transp_1->ABC_tran->*Calcineurin-CE+Thymidylate-synthase->MazG->Thymidylate->RADICAL-SAM->|<-AhpC-TSA                                                   Clostridiales bacterium                             Clostridia                      JAAVHV010000015.1
WP_216172683.1  Calcineurin-CE+Thymidylate-synthase NZ_CP086243.1:744788-758725             GCF_026651005.1 576     <-?|Gin->OKR_DC_1+OKR_DC_1_C->Thymidylate_kin->*Calcineurin-CE->MazG->RADICAL-SAM->HD-CE->TPR->                                                                                         Clostridium estertheticum                           Clostridia                      NZ_CP086243.1
WP_135545199.1  Calcineurin-CE+Thymidylate-synthase NZ_SPQQ01000002.1:3095-17704            GCF_004766045.1 575     ParB->?->NACHT->?->*Calcineurin-CE->MazG->Radical_SAM->|<-PSE|?->|<-?                                                                                                                   Desulfosporosinus fructosivorans                    Clostridia                      NZ_SPQQ01000002.1
WP_069875347.1  Calcineurin-CE+Thymidylate-synthase NZ_BDHH01000014.1:1834-12125            GCF_001748365.1 573     Ion_trans_2->?->|<-Zn_Tnp_IS91+Y2_Tnp<-Phage_int_SAM_4+Phage_integrase|*Calcineurin-CE->MazG->Radical_SAM->Gp49->HTH_3->                                                                Fusibacter sp. 3D3                                  Clostridia                      NZ_BDHH01000014.1
MBR6096458.1    Calcineurin-CE+Thymidylate-synthase JAFXXH010000053.1:10233-18098           GCA_017542425.1 643     <-?<-?<-?<-HSP20|*Calcineurin-CE->Thymidylate->Radical_SAM+SPASM->|<-RHH_5<-SdpI                                                                                                        Oscillospiraceae bacterium                          Clostridia                      JAFXXH010000053.1
TGY88057.1      Calcineurin-CE+Thymidylate-synthase SRYA01000103.1:1515-11619               GCA_004793545.1 612     MarR-HTH->Citrate_synt->tRNA->|<-?|PSE->PSE->ParB->*Calcineurin-CE+Thymidylate-synthase->MazG->Thymidylate->RADICAL-SAM+SPASM->|<-Phage_int_SAM_3+Phage_integrase                       Petralouisia muris                                  Clostridia                      SRYA01000103.1
RGG55697.1      Calcineurin-CE+Thymidylate-synthase QTWQ01000008.1:239-11332                GCA_003461205.1 569     ORF6N->PSE->|<-?|AEP-TOTE+A18->PSE->AAA_28->*Calcineurin-CE->PSE->?->Mrr_cat->                                                                                                          Ruminococcus sp. AF19-4LB                           Clostridia                      QTWQ01000008.1
WP_025239254.1  Calcineurin-CE+Thymidylate-synthase NZ_FRYN01000002.1:529986-541769         GCF_900130555.1 749     DUF2236->|<-Esterase<-MarR-HTH<-?|*Calcineurin-CE+Thymidylate-synthase->|<-MazG+MazG_C|PP-binding->HTH->MPtase-IrrE->                                                                   Mycobacteroides abscessus subsp. abscessus          Corynebacteriales               NZ_FRYN01000002.1
MBN2718837.1    Calcineurin-CE+Thymidylate-synthase JAFGWT010000503.1:196-5830              GCA_016937015.1 645     *Calcineurin-CE->AAA_5->FGS->                                                                                                                                                           Deltaproteobacteria bacterium                       Deltaproteobacteria             JAFGWT010000503.1
MBD8894835.1    Calcineurin-CE+Thymidylate-synthase JACYXG010000001.1:548082-557993         GCA_014843035.1 578     ATP_bind_2->EIIA-man->PTSIIB_sorb->?->tRNA->*Calcineurin-CE->MazG->Radical_SAM+SPASM->|<-Response_reg|Cu-oxidase_3+Cu-oxidase+Cu-oxidase_2->                                            Desulfovibrio desulfuricans                         Deltaproteobacteria             JACYXG010000001.1
MBX3099580.1    Calcineurin-CE+Thymidylate-synthase JAHBSZ010000003.1:109412-121313         GCA_019638845.1 726     SERAprotease->Thymidylate->Thymidylate-synthase->|<-aGPT-Pplase1|*Calcineurin-CE+Thymidylate-synthase->|<-Nmad2<-DUF1863|HET->LDcluster2->                                              Salinibacterium sp.                                 Micrococcales                   JAHBSZ010000003.1
MBK6566186.1    Calcineurin-CE+Thymidylate-synthase JADJAX010000013.1:679187-692967         GCA_016704045.1 699     ?->?->HARE-HTH->Thymidylate-synthase->*Calcineurin-CE->AAA_28->|<-?|TRD->PSE->DOC->                                                                                                     Saprospiraceae bacterium                            Saprospiria                     JADJAX010000013.1
WP_081690911.1  Calcineurin-CE+Thymidylate-synthase NZ_AUKG01000002.1:1150588-1160656       GCF_000424625.1 730     Ribul_P_3_epim->REC->HisKA_3+HATPase_c->REC+LuxR-HTH->*Calcineurin-CE+Thymidylate-synthase->?->|<-aGPT-Pplase1<-SLATT_1<-DUF1863                                                        Conexibacter woesei Iso977N                         Thermoleophilia                 NZ_AUKG01000002.1
MBA3422833.1    Calcineurin-CE+Thymidylate-synthase JACCUC010000326.1:10609-16443           GCA_013812065.1 705     *Calcineurin-CE+Thymidylate-synthase->?->|<-aGPT-Pplase1<-SERAprotease<-MPtase-IrrE                                                                                                     Thermoleophilaceae bacterium                        Thermoleophilia                 JACCUC010000326.1
MBA2765285.1    Calcineurin-CE+Thymidylate-synthase JACCVG010000242.1:1-8719                GCA_013698335.1 739     VirD4-TraG+Replic_Relax->?->?->*Calcineurin-CE+Thymidylate-synthase->?->|<-aGPT-Pplase1                                                                                                 Thermoleophilaceae bacterium                        Thermoleophilia                 JACCVG010000242.1
WP_019229254.1  Calcineurin-CE+Thymidylate-synthase NZ_CANG01000903.1:427-14379             GCF_000309315.1 568     KAP_NTPase->AAA_15->Tox-HNH->?->*Calcineurin-CE->RNase_HII->RADICAL-SAM+SPASM->regulatory->Na_H_Exchanger->Usp->                                                                        Sedimentibacter sp. B4                              Tissierellia                    NZ_CANG01000903.1

#iHD
pid             arch                                                                        nucleotideID:position                   assembly        plen    compact                                                                                                                             organism                                                taxend                      NCBI
KPI09971.1      CASPASE+iHD+HSP90                                                           LJCV01000237.1:1-7806                   GCA_001298575.1 923     HD->?->*CASPASE+iHD+HSP90->                                                                                                         Actinobacteria bacterium OK074                          Actinobacteria              LJCV01000237.1
KPI03709.1      iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               LJCV01000272.1:23677-42998              GCA_001298575.1 1313    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                                    Actinobacteria bacterium OK074                          Actinobacteria              LJCV01000272.1
KPI21859.1      iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          LJCV01000028.1:1-14199                  GCA_001298575.1 1326    LigB->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                         Actinobacteria bacterium OK074                          Actinobacteria              LJCV01000028.1
KPI06671.1      iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          LJCV01000256.1:47366-65913              GCA_001298575.1 1282    Flavodoxin_1+FAD_binding_1+NAD_binding_1->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->?->HTH_26->                                       Actinobacteria bacterium OK074                          Actinobacteria              LJCV01000256.1
WP_123667770.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_RJKE01000001.1:6692576-6704973       GCF_003751225.1 1606    *CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                                  Actinocorallia herbida                                  Actinomycetes               NZ_RJKE01000001.1
WP_132126119.1  ABhydrolase+iHD+HSP90                                                       NZ_SLWS01000020.1:140900-153583         GCF_004345645.1 981     ?->?->*ABhydrolase+iHD+HSP90->                                                                                                      Actinocrispum wychmicini                                Actinomycetes               NZ_SLWS01000020.1
WP_204455884.1  iHD+HSP90+wHTH                                                              NZ_JAFBCK010000001.1:7548323-7562612    GCF_016907695.1 1099    NUDIX->*iHD+HSP90+wHTH->ENOYCOADEHYD->                                                                                              Actinokineospora baliensis                              Actinomycetes               NZ_JAFBCK010000001.1
WP_092775581.1  iHD+HSP90+wHTH+wHTH+wHTH                                                    NZ_FOGI01000003.1:109397-122614         GCF_900111175.1 1234    NUDIX->*iHD+HSP90+wHTH+wHTH+wHTH->ENOYCOADEHYD->                                                                                    Actinokineospora terrae                                 Actinomycetes               NZ_FOGI01000003.1
WP_165978199.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_SMKY01000047.1:1-18568               GCF_004349235.1 1613    *CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                             Actinomadura darangshiensis                             Actinomycetes               NZ_SMKY01000047.1
WP_131763152.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                NZ_CAACUY010000298.1:147-9631           GCF_900659615.1 1395    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DEAD+DUF3516->CN_hydrolase->PSE->                                                    Actinomadura fibrosa                                    Actinomycetes               NZ_CAACUY010000298.1
WP_161104218.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_WUTW01000003.1:361664-373946         GCF_009831215.1 1576    *CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                             Actinomadura rayongensis                                Actinomycetes               NZ_WUTW01000003.1
WP_161103725.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             NZ_WUTW01000002.1:1670869-1685465       GCF_009831215.1 1497    DNA_pol3_delta2->EACC1->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->YbaB_DNA_bd->HHH+RecR+Toprim_4->                          Actinomadura rayongensis                                Actinomycetes               NZ_WUTW01000002.1
WP_131741023.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                NZ_CAACVB010000160.1:5809-18012         GCF_900659635.1 1388    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DEAD+DUF3516->CN_hydrolase->                                                         Actinomadura roseirufa                                  Actinomycetes               NZ_CAACVB010000160.1
WP_133906923.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_SOCP01000015.1:180818-200111         GCF_004364325.1 1405    Phage_int_SAM_1+Phage_integrase->Phage_int_SAM_4+Phage_integrase->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->?->                  Actinophytocola oryzae                                  Actinomycetes               NZ_SOCP01000015.1
WP_169516339.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH              NZ_KB903328.1:289449-306131             GCF_000379645.1 1664    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                            Actinoplanes globisporus DSM 43857                      Actinomycetes               NZ_KB903328.1
WP_184901896.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_JACHMX010000001.1:7035500-7055968    GCF_014205155.1 1417    ?->PSE->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->PSE->PSE->                                                                             Amycolatopsis umgeniensis                               Actinomycetes               NZ_JACHMX010000001.1
WP_143047129.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_FNON01000005.1:77856-99836           GCF_900107045.1 1252    IMS+IMS_HHH+IMS_C->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->?->                                                                         Amycolatopsis xylanica                                  Actinomycetes               NZ_FNON01000005.1
WP_184919726.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               NZ_JACHJR010000001.1:5557172-5574003    GCF_014203705.1 1180    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                                    Kitasatospora gansuensis                                Actinomycetes               NZ_JACHJR010000001.1
WP_033254380.1  iHD+HSP90+wHTH+wHTH+wHTH                                                    NZ_BSRX01000028.1:37389-51803           GCF_030268825.1 1299    ?->?->*iHD+HSP90+wHTH+wHTH+wHTH->SBP_bac_3->                                                                                        Kitasatospora phosalacinea                              Actinomycetes               NZ_BSRX01000028.1
WP_030396336.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                        NZ_JODS01000022.1:204381-220215         GCF_000718025.1 1574    Usp->?->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                     Kitasatospora purpeofusca                               Actinomycetes               NZ_JODS01000022.1
WP_145905593.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               NZ_VIWT01000001.1:3508740-3521295       GCF_007829815.1 1237    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH->?->                                                                                                 Kitasatospora viridis                                   Actinomycetes               NZ_VIWT01000001.1
WP_116174139.1  iHD+HSP90                                                                   NZ_QUNO01000003.1:646241-666106         GCF_003387475.1 749     ACET->MerR_1->*iHD+HSP90->wHTH+wHTH+wHTH->                                                                                          Kutzneria buriramensis                                  Actinomycetes               NZ_QUNO01000003.1
WP_166046883.1  iHD+HSP90+UTRA+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                 NZ_JAAMPJ010000004.1:577517-593429      GCF_011067745.1 1410    *iHD+HSP90+UTRA+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                      Lentzea alba                                            Actinomycetes               NZ_JAAMPJ010000004.1
WP_086667010.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                      NZ_MUYM01000079.1:26907-42096           GCF_002150765.1 1401    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                           Lentzea kentuckyensis                                   Actinomycetes               NZ_MUYM01000079.1
WP_148281618.1  iHD+HSP90+wHTH                                                              NC_018524.1:2429596-2445826             GCF_000294515.1 1242    *iHD+HSP90+wHTH->Response_reg+OmpR-HTH->PSE->                                                                                       Nocardiopsis alba ATCC BAA-2165                         Actinomycetes               NC_018524.1
WP_152471729.1  iHD+HSP90+wHTH+wHTH+wHTH                                                    NZ_ANBG01000270.1:4333-20966            GCF_000341165.1 1308    HIN-HTH->*iHD+HSP90+wHTH+wHTH+wHTH->                                                                                                Nocardiopsis gilva YIM 90087                            Actinomycetes               NZ_ANBG01000270.1
WP_219537106.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_JAHKRM010000035.1:1200-16895         GCF_019396345.1 1311    Response_reg+OmpR-HTH->HAMP+HATPase_c->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                        Nonomuraea guangzhouensis                               Actinomycetes               NZ_JAHKRM010000035.1
WP_185106427.1  Peptidase_C14+iHD+HSP90+wHTH+wHTH                                           NZ_JACHMI010000001.1:7970806-7985475    GCF_014207985.1 1560    *Peptidase_C14+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                       Nonomuraea rubra                                        Actinomycetes               NZ_JACHMI010000001.1
WP_173070447.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             NZ_BLPF01000004.1:842249-860094         GCF_011764425.1 1580    ?->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                        Phytohabitans houttuyneae                               Actinomycetes               NZ_BLPF01000004.1
WP_121004220.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                NZ_RBXO01000001.1:2351092-2370258       GCF_003634935.1 1400    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->Radical_SAM->METHYLASE->                                                             Saccharothrix australiensis                             Actinomycetes               NZ_RBXO01000001.1
WP_106615028.1  iHD+HSP90+wHTH+wHTH                                                         NZ_PYAX01000003.1:341149-353246         GCF_003014735.1 1300    ABM->tRNA-synt_2b+HGTP_anticodon->*iHD+HSP90+wHTH+wHTH->                                                                            Saccharothrix carnea                                    Actinomycetes               NZ_PYAX01000003.1
WP_184691730.1  iHD+HSP90                                                                   NZ_JACHJN010000005.1:218364-233180      GCF_014203665.1 523     *iHD+HSP90->HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                              Saccharothrix tamanrassetensis                          Actinomycetes               NZ_JACHJN010000005.1
WP_184697209.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_JACHJN010000013.1:4283-20846         GCF_014203665.1 1440    AhpC-TSA->tRNA->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DUF6056->                                                              Saccharothrix tamanrassetensis                          Actinomycetes               NZ_JACHJN010000013.1
WP_184672739.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_JACHJS010000001.1:5545697-5560115    GCF_014203755.1 1290    AhpC-TSA->tRNA->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->                                                                    Saccharothrix violaceirubra                             Actinomycetes               NZ_JACHJS010000001.1
WP_110626724.1  CASPASE+iHD+HSP90+FYVE                                                      NZ_CP029788.1:1141856-1158675           GCF_003208035.1 1272    HisKA_3->?->*CASPASE+iHD+HSP90+FYVE->Response_reg+LuxR-HTH->MarR_2+ROK->                                                            Streptomyces actuosus                                   Actinomycetes               NZ_CP029788.1
EPJ40546.1      CASPASE+iHD+HSP90                                                           KE354116.1:18834-29483                  GCA_000415505.1 1276    *CASPASE+iHD+HSP90->wHTH->                                                                                                          Streptomyces afghaniensis 772                           Actinomycetes               KE354116.1
WP_093838203.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_FOLM01000003.1:473154-487650         GCF_900112355.1 1668    Aldo_ket_red->TetR-HTH+TetR_C_27->*CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                Streptomyces aidingensis                                Actinomycetes               NZ_FOLM01000003.1
WP_175541571.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_FOLM01000020.1:83471-89723           GCF_900112355.1 1099    ?->Pepco->*CASPASE+iHD+HSP90+wHTH->                                                                                                 Streptomyces aidingensis                                Actinomycetes               NZ_FOLM01000020.1
WP_175541503.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  NZ_FOLM01000012.1:77618-92245           GCF_900112355.1 1564    ?->?->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                 Streptomyces aidingensis                                Actinomycetes               NZ_FOLM01000012.1
WP_030560375.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_JOAP01000005.1:268226-287274         GCF_000720475.1 1647    *CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                             Streptomyces aureocirculatus                            Actinomycetes               NZ_JOAP01000005.1
WP_229877256.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_BMVM01000004.1:415355-431078         GCF_014650715.1 1318    DUF1343->ABhydrolase->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                         Streptomyces bluensis                                   Actinomycetes               NZ_BMVM01000004.1
WP_187370113.1  CASPASE+iHD+HSP90                                                           NZ_JAAAHS010000222.1:5461-12618         GCF_009908195.1 778     HTH+DUF5753->DUF397->PSE->*CASPASE+iHD+HSP90->                                                                                      Streptomyces boluensis                                  Actinomycetes               NZ_JAAAHS010000222.1
WP_161703002.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_JAAAHS010000310.1:1-9297             GCF_009908195.1 1593    Pepco->*CASPASE+iHD+HSP90+wHTH->                                                                                                    Streptomyces boluensis                                  Actinomycetes               NZ_JAAAHS010000310.1
AWW37455.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             CP030073.1:3099441-3120991              GCA_003261055.1 1586    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DUF3417+Phosphorylase->                                                    Streptomyces cadmiisoli                                 Actinomycetes               CP030073.1
WP_094215802.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                NZ_MCGQ01000008.1:52840-65363           GCF_002242805.1 1555    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                     Streptomyces diastatochromogenes                        Actinomycetes               NZ_MCGQ01000008.1
WP_055525479.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_LIQQ01000124.1:33695-49194           GCF_001418565.1 1698    MarR-HTH->ICLR-HTH->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                         Streptomyces graminilatus                               Actinomycetes               NZ_LIQQ01000124.1
WP_014673887.1  Peptidase_C14+iHD+HSP90+wHTH+wHTH                                                                                   GCF_000245355.1 1739    adh_short->MIP->*Peptidase_C14+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                       Streptomyces hygroscopicus subsp. jinggangensis 5008    Actinomycetes               
WP_052808983.1  iHD+HSP90+wHTH+wHTH+wHTH                                                    NZ_JRKI01000034.1:22067-38402           GCF_000935125.1 1251    *iHD+HSP90+wHTH+wHTH+wHTH->NTP_transf_9->DUF309->                                                                                   Streptomyces natalensis ATCC 27448                      Actinomycetes               NZ_JRKI01000034.1
GGS59283.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             BMSL01000023.1:1019-15177               BMSL01000023.1  1547    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DUF3417+Phosphorylase->                                                    Streptomyces niveoruber                                 Actinomycetes               BMSL01000023.1
KUN35883.1      iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               KQ948488.1:155-13702                    GCA_001514115.1 1304    HIN-HTH->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH->PSE->                                                                                      Streptomyces olivochromogenes                           Actinomycetes               KQ948488.1
WP_136738601.1  iHD+HSP90+wHTH+wHTH                                                         NZ_SUMB01000002.1:303168-319727         GCF_005048155.1 1228    *iHD+HSP90+wHTH+wHTH->NTP_transf_9->Calcineurin-CE->                                                                                Streptomyces piniterrae                                 Actinomycetes               NZ_SUMB01000002.1
WP_189865296.1  Peptidase_C14+iHD+HSP90+wHTH                                                NZ_BMVW01000017.1:154197-172050         GCF_014650915.1 1747    *Peptidase_C14+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                            Streptomyces poonensis                                  Actinomycetes               NZ_BMVW01000017.1
WP_158685720.1  iHD+HSP90+wHTH+wHTH                                                         NZ_KB913030.1:5923635-5938546           GCF_000384175.1 1262    HTH_31->*iHD+HSP90+wHTH+wHTH->ACET->NIR_SIR_ferr+NIR_SIR+NIR_SIR_ferr+NIR_SIR->                                                     Streptomyces purpureus KA281                            Actinomycetes               NZ_KB913030.1
WP_058852041.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_LOCL01000062.1:516241-535602         GCF_001482415.1 1664    *CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                                  Streptomyces silvensis                                  Actinomycetes               NZ_LOCL01000062.1
WP_074002516.1  iHD+HSP90+wHTH+wHTH+wHTH                                                    NZ_LIPD01000004.1:626946-639328         GCF_001905545.1 1266    ?->Cupredoxin->*iHD+HSP90+wHTH+wHTH+wHTH->?->                                                                                       Streptomyces sp. CB02056                                Actinomycetes               NZ_LIPD01000004.1
SCE28337.1      iHD+wHTH+wHTH+wHTH                                                          FMCL01000350.1:3416-15162               GCA_900091815.1 1257    Gln-synt_N+Gln-synt_C->*iHD+wHTH+wHTH+wHTH->ST-Hiskin->                                                                             Streptomyces sp. DfronAA-171                            Actinomycetes               FMCL01000350.1
WP_210574977.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_JAFFSU010000007.1:316080-332134      GCF_017948455.1 1651    Putative_PNPOx->?->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                          Streptomyces sp. GESEQ-4                                Actinomycetes               NZ_JAFFSU010000007.1
WP_205018404.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                        NZ_JAFBGA010000001.1:496528-510121      GCF_016909575.1 1720    ?->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DoxX->?->                                                          Streptomyces sp. HB132                                  Actinomycetes               NZ_JAFBGA010000001.1
WP_215132238.1  CASPASE+iHD+HSP90                                                           NZ_JAGGPA010000025.1:28400-40796        GCF_018614035.1 1650    FAD-NAD-dep-oxidoreductase->?->*CASPASE+iHD+HSP90->CX2CXnCXCXnH->3TM-2C-EC->                                                        Streptomyces sp. ISL-96                                 Actinomycetes               NZ_JAGGPA010000025.1
SCG03174.1      iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     FMDK01000769.1:128-7397                 GCA_900091995.1 1415    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Streptomyces sp. MnatMP-M17                             Actinomycetes               FMDK01000769.1
WP_208522032.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_JAGFNO010000035.1:56656-78006        GCF_017592595.1 1309    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->PSE->PSE->PSE->PSE->HOP2->?->                                                                  Streptomyces sp. NEAU-YJ-81                             Actinomycetes               NZ_JAGFNO010000035.1
WP_088575546.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             NZ_FYEJ01000008.1:196782-212294         GCF_900187925.1 1715    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                           Streptomyces sp. PgraA7                                 Actinomycetes               NZ_FYEJ01000008.1
WP_079045068.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_LMEP01000025.1:330919-344743         GCF_001426405.1 1686    Putative_PNPOx->*CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                  Streptomyces sp. Root1304                               Actinomycetes               NZ_LMEP01000025.1
WP_164302475.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_JAAGMG010000427.1:7544-22927         GCF_010548525.1 1758    Amidohydro_2->Amidohydro_2->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                 Streptomyces sp. SID14478                               Actinomycetes               NZ_JAAGMG010000427.1
WP_161166934.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_WWHX01000695.1:2227-12485            GCF_009862125.1 1431    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Streptomyces sp. SID5910                                Actinomycetes               NZ_WWHX01000695.1
WP_112472422.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_LXWD01000026.1:9459-24619            GCF_003268555.1 1606    ?->*CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                               Streptomyces sp. ST1020                                 Actinomycetes               NZ_LXWD01000026.1
WP_121515784.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_RCHV01000002.1:278165-292923         GCF_003665095.1 1327    Lipase_GDSL_2->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->Glyco_hydro_130->F5_F8_type_C+DISCOIDIN->                                    Streptomyces sp. Z26                                    Actinomycetes               NZ_RCHV01000002.1
WP_171114306.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  NZ_CP053109.1:3673245-3686310           GCF_013009255.1 1689    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                Streptomyces sp. Z423-1                                 Actinomycetes               NZ_CP053109.1
AEM81006.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  CP002994.1:1079084-1091949              GCA_000147815.3 1694    Flavoprotein->?->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                      Streptomyces violaceusniger Tu 4113                     Actinomycetes               CP002994.1
WP_048586600.1  CASPASE+iHD+HSP90                                                           NZ_LGUQ01000198.1:71681-90423           GCF_001270485.1 1706    Rhomboid->Glyco_hydro_46->*CASPASE+iHD+HSP90->CX2CXnCXCXnH->3TM-2C-EC->                                                             Streptomyces viridochromogenes                          Actinomycetes               NZ_LGUQ01000198.1
WP_053200890.1  Trypsin+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  NZ_LGUQ01000235.1:923-13630             GCF_001270485.1 1597    PSE->*Trypsin+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                  Streptomyces viridochromogenes                          Actinomycetes               NZ_LGUQ01000235.1
WP_048586580.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_LFNT01000088.1:14244-27534           GCF_001047325.1 1403    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Streptomyces viridochromogenes                          Actinomycetes               NZ_LFNT01000088.1
MBF0310456.1    REase-ABC-assc+iHD+HSP90+wHTH                                               JADGAQ010000121.1:5880-12727            GCA_015231925.1 1125    PSE->BrnA_antitoxin->*REase-ABC-assc+iHD+HSP90+wHTH->?->Polbeta->                                                                   Magnetococcales bacterium                               Alphaproteobacteria         JADGAQ010000121.1
WP_147163312.1  REase-ABC-assc+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                           NZ_BJZO01000032.1:1918-16799            GCF_007992075.1 1383    Formyl_trans_N->THF_DHG_CYH+THF_DHG_CYH_C->*REase-ABC-assc+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                     Pararhodospirillum oryzae                               Alphaproteobacteria         NZ_BJZO01000032.1
WP_198026927.1  Calcineurin-CE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                NZ_KL448329.1:9368-23540                GCF_000709345.1 1959    *Calcineurin-CE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH->?->                                                                                  Polaromonas glacialis                                   Betaproteobacteria          NZ_KL448329.1
NQU21064.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             JABMRB010000306.1:1171-13080            GCA_013202865.1 1490    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                           Candidatus Nealsonbacteria bacterium                    Candidatus Nealsonbacteria  JABMRB010000306.1
WP_019925848.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                NZ_KB907307.1:986436-999884             GCF_000381925.1 1484    Carn_acyltransf->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->PRA-PH->                                                      Nocardia sp. BMG111209                                  Corynebacteriales           NZ_KB907307.1
WP_190769266.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  NZ_JACJPO010000068.1:1-11535            GCF_014696105.1 1497    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                Microcoleus sp. FACHB-1515                              Cyanophyceae                NZ_JACJPO010000068.1
WP_215595218.1  REase-ABC-assc+iHD+HSP90                                                    NZ_JAHHZN010000023.1:97-6830            GCF_018760735.1 1204    *REase-ABC-assc+iHD+HSP90->                                                                                                         Hymenobacter piscis                                     Cytophagia                  NZ_JAHHZN010000023.1
WP_054571020.1  TIR_2+CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH        NZ_LFCW01000012.1:2095-19610            GCF_001306465.1 2227    FtsX->PSE->LuxR-HTH->*TIR_2+CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                        Frankia sp. R43                                         Frankiales                  NZ_LFCW01000012.1
KJE23829.1      TIR_2+CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH   JYFN01000010.1:15162-32152              GCA_000948395.1 2256    Aldo_ket_red->*TIR_2+CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->assembly_gap->                            Frankia torreyi                                         Frankiales                  JYFN01000010.1
WP_200285139.1  Peptidase_C14+iHD+HSP90                                                     NZ_NRRS01000065.1:196-13558             GCF_016583795.1 1515    *Peptidase_C14+iHD+HSP90->                                                                                                          Rhabdochromatium marinum                                Gammaproteobacteria         NZ_NRRS01000065.1
WP_232408133.1  Trypsin+iHD+HSP90+wHTH+wHTH+wHTH                                            NZ_CP089309.1:5516940-5533158           GCF_021228795.1 1617    Lipase_3+Subtilisin+Peptidase_S8->Peptidase-S8->*Trypsin+iHD+HSP90+wHTH+wHTH+wHTH->                                                 Thiocapsa bogorovii                                     Gammaproteobacteria         NZ_CP089309.1
WP_231447650.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_JAJOMB010000018.1:165115-178278      GCF_021129305.1 1660    *CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                                  Kineosporia babensis                                    Kineosporiales              NZ_JAJOMB010000018.1
MBB2943582.1    CASPASE+iHD+HSP90+wHTH+wHTH+wHTH                                            JACHWI010000003.1:56643-69844           GCA_014191235.1 1625    *CASPASE+iHD+HSP90+wHTH+wHTH+wHTH->?->                                                                                              Actinoplanes lutulentus                                 Micromonosporales           JACHWI010000003.1
GIE87618.1      CASPASE+iHD+HSP90+wHTH+wHTH                                                 BOMU01000054.1:22836-41419              GCA_016862355.1 1601    *CASPASE+iHD+HSP90+wHTH+wHTH->DctM->NMT1_3->                                                                                        Actinoplanes regularis                                  Micromonosporales           BOMU01000054.1
WP_221327876.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH                                            NZ_AP024745.1:3759727-3772618           GCF_019704555.1 1624    Oxidored_FMN->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                          Actinoplanes sp. L3-i22                                 Micromonosporales           NZ_AP024745.1
WP_015624431.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                        NC_021191.1:7274640-7290164             GCF_000389965.1 1664    TPR_12+FAM70->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->GGDEF->TauE->                                           Actinoplanes sp. N902-109                               Micromonosporales           NC_021191.1
MBT8224903.1    iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                           JAHHJM010000095.1:1-14669               GCA_018680335.1 1323    Peptidase_S26->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                              Dactylosporangium sp.                                   Micromonosporales           JAHHJM010000095.1
NUT17834.1      CASPASE+iHD+HSP90+wHTH+wHTH                                                 JABFVK010000003.1:29672-44616           GCA_013362815.1 1615    FKBP->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                       Hamadaea sp.                                            Micromonosporales           JABFVK010000003.1
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WP_121675385.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                        NZ_RCVJ01000090.1:6206-22201            GCF_003667505.1 1678    ncRNA->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                               Micromonospora sp. BL4                                  Micromonosporales           NZ_RCVJ01000090.1
PTA44883.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                   PYPS01000021.1:90785-106000             GCA_003027925.1 1625    ?->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                     Micromonospora sp. RP3T                                 Micromonosporales           PYPS01000021.1
MBN1174178.1    CASPASE+iHD+HSP90+wHTH+wHTH+wHTH                                            JAFGOK010000637.1:1-5765                GCA_016926535.1 1356    ?->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH->wHTH+wHTH->                                                                                   Micromonosporaceae bacterium                            Micromonosporales           JAFGOK010000637.1
WP_173032910.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH              NZ_AP022870.1:169667-185045             GCF_011764545.1 1685    Erythro_esteras->EACC1->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                           Phytohabitans flavus                                    Micromonosporales           NZ_AP022870.1
AKJ07296.1      Calcineurin-CE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                           CP011509.1:11098873-11115394            GCA_001027285.1 1655    VKOR+Thioredoxin_4->SUI->*Calcineurin-CE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                       Archangium gephyra                                      Myxococcia                  CP011509.1
WP_094351294.1  CASPASE+iHD+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                              NZ_NOLJ01000007.1:296746-313876         GCF_002246015.1 1299    Pepco->*CASPASE+iHD+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                            Nostoc sp. 'Peltigera membranacea cyanobiont' 210A      Nostocales                  NZ_NOLJ01000007.1
WP_179051001.1  Peptidase_C14+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH        NZ_CP040297.1:6284215-6297627           GCF_013393945.1 1797    Pepco->*Peptidase_C14+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DnaJ+TPR->?->                                         Nostoc sp. TCL26-01                                     Nostocales                  NZ_CP040297.1
NES23994.1      CASPASE+iHD                                                                 JAAHHL010001041.1:115-3161              GCA_010672185.1 582     *CASPASE+iHD->                                                                                                                      Caldora sp. SIO3E6                                      Oscillatoriophycideae       JAAHHL010001041.1
WP_190500798.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  NZ_JACJPD010000041.1:10689-24110        GCF_014695895.1 1528    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                Microcoleus sp. FACHB-53                                Oscillatoriophycideae       NZ_JACJPD010000041.1
WP_227350035.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             NZ_JAJDMP010000001.1:1563476-1579995    GCF_020594555.1 1842    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                           Planktothrix agardhii 1809                              Oscillatoriophycideae       NZ_JAJDMP010000001.1
WP_227350035.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             NZ_JAJDMP010000001.1:505091-521610      GCF_020594555.1 1842    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                           Planktothrix agardhii 1809                              Oscillatoriophycideae       NZ_JAJDMP010000001.1
WP_193990176.1  Peptidase_C14+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                            NZ_JADEXP010000005.1:11906-25014        GCF_015207065.1 1527    Pepco->*Peptidase_C14+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                          Leptolyngbya cf. ectocarpi LEGE 11479                   Pseudanabaenales            NZ_JADEXP010000005.1
WP_023076240.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  NZ_AWNH01000108.1:11414-21535           GCF_000482245.1 1521    RHH_5->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                         Leptolyngbya sp. Heron Island J                         Pseudanabaenales            NZ_AWNH01000108.1
NEQ50957.1      CASPASE+iHD+HSP90                                                           JAAHHO010000196.1:1372-9844             GCA_010672145.1 1354    Pepco->*CASPASE+iHD+HSP90->                                                                                                         Leptolyngbya sp. SIO3F4                                 Pseudanabaenales            JAAHHO010000196.1
MBW4474909.1    CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  JAHHIE010000093.1:42-12872              GCA_019358945.1 1521    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                Stenomitos rutilans HA7619-LM2                          Pseudanabaenales            JAHHIE010000093.1
WP_156756018.1  iHD+HSP90+wHTH+wHTH                                                         NZ_WHOL01000086.1:143677-161690         GCF_009745975.1 1221    MerR-HTH+MerR-HTH->*iHD+HSP90+wHTH+wHTH->                                                                                           Actinokineospora pegani                                 Pseudonocardiales           NZ_WHOL01000086.1
EWC59382.1      iHD+HSP90+wHTH                                                              AYXG01000206.1:71929-97528              GCA_000564855.1 1283    ABC_tran->Peripla_BP_2->*iHD+HSP90+wHTH->                                                                                           Actinokineospora spheciospongiae                        Pseudonocardiales           AYXG01000206.1
WP_103352760.1  iHD                                                                         NZ_PPHG01000075.1:131942-144830         GCF_002904295.1 456     *iHD->                                                                                                                              Amycolatopsis sp. CA-128772                             Pseudonocardiales           NZ_PPHG01000075.1
MBE8523800.1    iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               JADDTO010000081.1:14298-26976           GCA_015163035.1 1416    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                                    Amycolatopsis sp. H6(2020)                              Pseudonocardiales           JADDTO010000081.1
WP_081975974.1  Peptidase_C14+iHD+HSP90+wHTH+wHTH                                           NZ_JPLW01000006.1:286440-301786         GCF_000754115.1 1618    Glyco_hydro_43->DUF6480->*Peptidase_C14+iHD+HSP90+wHTH+wHTH->3TM-2C-EC->                                                            Amycolatopsis sp. MJM2582                               Pseudonocardiales           NZ_JPLW01000006.1
WP_037270304.1  Peptidase_C14+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH        NZ_QHKI01000008.1:16879-33339           GCF_003947235.1 1552    ABC_tran->FAD_binding_4+BBE->*Peptidase_C14+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                Kibdelosporangium aridum                                Pseudonocardiales           NZ_QHKI01000008.1
WP_125727504.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_QHKI01000021.1:19712-37483           GCF_003947235.1 1355    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Kibdelosporangium aridum                                Pseudonocardiales           NZ_QHKI01000021.1
WP_042193413.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                      NZ_CDME01000012.1:231982-245321         GCF_000826545.1 1578    ?->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                     Kibdelosporangium sp. MJ126-NF4                         Pseudonocardiales           NZ_CDME01000012.1
WP_043723019.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               NZ_KK037166.1:7617863-7641147           GCF_000568255.1 1115    ACET->MerR_1->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                      Kutzneria sp. 744                                       Pseudonocardiales           NZ_KK037166.1
WP_030471545.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                      NZ_BBOJ01000028.1:5034-20270            GCF_000974445.1 1361    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                           Lentzea aerocolonigenes                                 Pseudonocardiales           NZ_BBOJ01000028.1
WP_065920397.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                           NZ_CP016793.1:9518229-9533446           GCF_001701025.1 1392    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                Lentzea guizhouensis                                    Pseudonocardiales           NZ_CP016793.1
NUT99697.1      iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     JABFVG010001654.1:1-10934               GCA_013362945.1 1381    AhpC-TSA->tRNA->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->                                                                    Saccharothrix sp.                                       Pseudonocardiales           JABFVG010001654.1
WP_201439016.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_CP064192.1:1000465-1013125           GCF_016695385.1 1438    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->Sacchrp_dh_NADP->                                                                      Saccharothrix sp. 6-C                                   Pseudonocardiales           NZ_CP064192.1
WP_051765081.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_CP034550.1:5273949-5295490           GCF_009498035.1 1226    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Saccharothrix syringae                                  Pseudonocardiales           NZ_CP034550.1
WP_073495056.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                   NZ_FRBI01000003.1:289326-306388         GCF_900142575.1 1716    *CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->MACRODOMAIN->                                                           Actinacidiphila paucisporea                             Streptomycetales            NZ_FRBI01000003.1
WP_033819473.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                           NZ_JAIZ01000146.1:7567-26890            GCF_000710465.2 1475    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->Glyoxalase->                                                                    Kitasatospora sp. MBT63                                 Streptomycetales            NZ_JAIZ01000146.1
WP_049650516.1  Peptidase_C14+iHD+HSP90+wHTH                                                NZ_LFVW01000098.1:77-7841               GCF_001182915.1 1684    *Peptidase_C14+iHD+HSP90+wHTH->3TM-2C-EC->                                                                                          Kitasatospora sp. MY 5-36                               Streptomycetales            NZ_LFVW01000098.1
WP_049657701.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               NZ_LFVW01000606.1:32-6933               GCF_001182915.1 1289    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                                    Kitasatospora sp. MY 5-36                               Streptomycetales            NZ_LFVW01000606.1
WP_030460170.1  iHD+HSP90+wHTH+wHTH+wHTH                                                    NZ_JOGH01000028.1:1474-14779            GCF_000721345.1 1244    Methyltransf_25->?->*iHD+HSP90+wHTH+wHTH+wHTH->                                                                                     Kitasatospora sp. NRRL B-11411                          Streptomycetales            NZ_JOGH01000028.1
WP_189918022.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_BNBY01000010.1:41297-54001           GCF_014656195.1 1275    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Kitasatospora xanthocidica                              Streptomycetales            NZ_BNBY01000010.1
WP_042456924.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_BBPN01000044.1:55826-73549           GCF_000787795.1 1735    *CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                             Streptacidiphilus jiangxiensis                          Streptomycetales            NZ_BBPN01000044.1
MBC3843038.1    CASPASE+iHD+HSP90                                                           JAAFYY010000001.1:6359231-6371481       GCA_014284505.1 826     ?->*CASPASE+iHD+HSP90->?->CX2CXnCXCXnH->                                                                                            Streptacidiphilus sp. 4-A2                              Streptomycetales            JAAFYY010000001.1
WP_189457042.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               NZ_BMRT01000014.1:69897-82180           GCF_014648775.1 1275    DUF664->PADR-HTH->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                  Streptomyces abikoensis                                 Streptomycetales            NZ_BMRT01000014.1
WP_051827635.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_JOFR01000016.1:108881-120616         GCF_000725465.1 1542    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Streptomyces bicolor                                    Streptomycetales            NZ_JOFR01000016.1
NBE54479.1      CASPASE+iHD+HSP90                                                           JAAAHS010000222.1:7214-12618            GCA_009908195.1 778     DUF397->DUF397->*CASPASE+iHD+HSP90->                                                                                                Streptomyces boluensis                                  Streptomycetales            JAAAHS010000222.1
NBE55344.1      CASPASE+iHD+HSP90+wHTH                                                      JAAAHS010000310.1:1-9297                GCA_009908195.1 1593    Pepco->*CASPASE+iHD+HSP90+wHTH->                                                                                                    Streptomyces boluensis                                  Streptomycetales            JAAAHS010000310.1
NBE56046.1      CASPASE+iHD+HSP90+wHTH                                                      JAAAHS010000411.1:1-6230                GCA_009908195.1 1561    *CASPASE+iHD+HSP90+wHTH->                                                                                                           Streptomyces boluensis                                  Streptomycetales            JAAAHS010000411.1
WP_216588816.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_JABRXD010000054.1:2257-24252         GCF_018927715.1 1783    PSE->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                        Streptomyces brasiliscabiei                             Streptomycetales            NZ_JABRXD010000054.1
WP_158923531.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_CP047020.1:5446314-5463667           GCF_009796285.1 1463    Response_reg+OmpR-HTH->HAMP+HISKIN->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                           Streptomyces broussonetiae                              Streptomycetales            NZ_CP047020.1
WP_189782869.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_BNAT01000008.1:245102-258868         GCF_014653855.1 1327    LigB->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->AHSA1->DUF1330->                                                                    Streptomyces capitiformicae                             Streptomycetales            NZ_BNAT01000008.1
WP_102514881.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_JH164848.1:121910-142236             GCF_000226455.1 1726    *CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                                  Streptomyces chartreusis NRRL 12338                     Streptomycetales            NZ_JH164848.1
WP_190119505.1  Peptidase_C14+iHD+HSP90                                                     NZ_BMVR01000016.1:30607-49528           GCF_014650815.1 1703    3TM-2C-EC->SBF->*Peptidase_C14+iHD+HSP90->                                                                                          Streptomyces flavofungini                               Streptomycetales            NZ_BMVR01000016.1
WP_173315153.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             NZ_BLWC01000001.1:3862910-3886639       GCF_013167895.1 1743    Methyltransf_25->?->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DoxX->                                                        Streptomyces fulvorobeus                                Streptomycetales            NZ_BLWC01000001.1
WP_189541295.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_BMTF01000002.1:418381-432046         GCF_014649535.1 1737    Amidohydro_2->Amidohydro_2->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                 Streptomyces gelaticus                                  Streptomycetales            NZ_BMTF01000002.1
RRQ85303.1      Peptidase_C14+iHD+HSP90+wHTH+wHTH                                           PDES01000008.1:421995-441854            GCA_003933485.1 1668    *Peptidase_C14+iHD+HSP90+wHTH+wHTH->APH->                                                                                           Streptomyces griseofuscus                               Streptomycetales            PDES01000008.1
WP_190020111.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_BMUT01000001.1:941693-960344         GCF_014650335.1 1645    *CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                                  Streptomyces hiroshimensis                              Streptomycetales            NZ_BMUT01000001.1
MCC4322047.1    iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          JAJGMX010000187.1:13386-25805           GCA_020782815.1 1497    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                               Streptomyces malaysiensis                               Streptomycetales            JAJGMX010000187.1
WP_182776370.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_CP046623.1:496633-510204             GCF_025231465.1 1473    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                               Streptomyces murinus                                    Streptomycetales            NZ_CP046623.1
WP_201821469.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_JAERRH010000009.1:52956-66239        GCF_016741855.1 1664    CX2CXnCXCXnH->3TM-2C-EC->*CASPASE+iHD+HSP90+wHTH+wHTH->Ferric_reduct+FAD_binding_8+NAD_binding_1->FMN_bind+FMN_bind->               Streptomyces musisoli                                   Streptomycetales            NZ_JAERRH010000009.1
WP_193241698.1  Peptidase_C14+iHD+HSP90+wHTH                                                NZ_CP045096.1:6390926-6407305           GCF_009184865.1 1717    ?->*Peptidase_C14+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                         Streptomyces phaeolivaceus                              Streptomycetales            NZ_CP045096.1
WP_152785211.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               NZ_VJZE01000105.1:1-10401               GCF_009377205.1 1494    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                                    Streptomyces phyllanthi                                 Streptomycetales            NZ_VJZE01000105.1
WP_189728343.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_BMUK01000015.1:39585-53988           GCF_014650155.1 1497    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Streptomyces purpurascens                               Streptomycetales            NZ_BMUK01000015.1
WP_120695772.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                             NZ_RBDX01000002.1:446789-460573         GCF_003626585.1 1672    ?->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                        Streptomyces radicis                                    Streptomycetales            NZ_RBDX01000002.1
WP_235487767.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_JADDOP010000022.1:76310-97037        GCF_021538775.1 1261    UvrB_inter+CarD_CdnL_TRCF+DEAD+TRCF->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                          Streptomyces roseoverticillatus                         Streptomycetales            NZ_JADDOP010000022.1
KKZ71520.1      iHD+HSP90+wHTH+wHTH+wHTH                                                    LAQS01000038.1:56477-70120              GCA_001008345.1 1248    LuxR-HTH->*iHD+HSP90+wHTH+wHTH+wHTH->CDPS->p450->                                                                                   Streptomyces showdoensis                                Streptomycetales            LAQS01000038.1
WP_123978443.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_RKQF01000001.1:9374791-9389792       GCF_003814875.1 1657    Putative_PNPOx->YkuD->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                       Streptomyces sp. Ag109_O5-1                             Streptomycetales            NZ_RKQF01000001.1
MBD0711860.1    CASPASE+iHD+HSP90+wHTH+wHTH                                                 MSJP01000109.1:4939-25552               GCA_014596525.1 1692    ?->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                          Streptomyces sp. CBMA291                                Streptomycetales            MSJP01000109.1
WP_217308084.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                  NZ_CP077658.1:4826884-4840893           GCF_019056675.1 1669    HD->?->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                Streptomyces sp. GMY02                                  Streptomycetales            NZ_CP077658.1
PIM68675.1      Peptidase_C14+iHD+HSP90+wHTH+wHTH                                           PEKU01000011.1:332067-350230            GCA_002761895.1 1706    zf-B_box+RHOMBOID->*Peptidase_C14+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                    Streptomyces sp. JV178                                  Streptomycetales            PEKU01000011.1
PIM69512.1      iHD+HSP90+wHTH+wHTH+wHTH                                                    PEKU01000009.1:452593-468219            GCA_002761895.1 1212    AidB_N+Acyl-CoA_dh_M+Acyl-CoA_dh_1->GAF+OmpR-HTH->*iHD+HSP90+wHTH+wHTH+wHTH->?->ACET->                                              Streptomyces sp. JV178                                  Streptomycetales            PEKU01000009.1
PIM66793.1      iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          PEKU01000021.1:115450-131321            GCA_002761895.1 1345    LigB->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                         Streptomyces sp. JV178                                  Streptomycetales            PEKU01000021.1
WP_228078652.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH                                          NZ_CP082362.1:1355652-1369576           GCF_020740535.1 1294    DUF1275->?->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                   Streptomyces sp. MA3_2.13                               Streptomycetales            NZ_CP082362.1
WP_124441187.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                       NZ_BHXA01000093.1:148186-159263         GCF_003851625.1 1587    ?->PSE->?->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                 Streptomyces sp. NL15-2K                                Streptomycetales            NZ_BHXA01000093.1
WP_037819918.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                       NZ_JOGP01000007.1:319689-331550         GCF_000719505.1 1590    Acetyltransf_3->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                     Streptomyces sp. NRRL B-3229                            Streptomycetales            NZ_JOGP01000007.1
WP_043181803.1  iHD+HSP90+wHTH+wHTH                                                         NZ_JOHY01000027.1:1177-15977            GCF_000721495.1 1312    MODE-HTH->*iHD+HSP90+wHTH+wHTH->                                                                                                    Streptomyces sp. NRRL F-5123                            Streptomycetales            NZ_JOHY01000027.1
WP_031068244.1  CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                   NZ_JOBL01000099.1:91202-104597          GCF_000716335.1 1718    ?->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->DoxX->                                                        Streptomyces sp. NRRL S-118                             Streptomycetales            NZ_JOBL01000099.1
WP_181787728.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                NZ_JACBXC010000246.1:158-6423           GCF_013870535.1 1407    PSE->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->?->                                                                          Streptomyces sp. PIP175                                 Streptomycetales            NZ_JACBXC010000246.1
WP_103780410.1  Peptidase_C14+iHD+HSP90+wHTH                                                NZ_PQSS01000005.1:171261-187096         GCF_002920535.1 1714    ABATE->*Peptidase_C14+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                     Streptomyces sp. Ru71                                   Streptomycetales            NZ_PQSS01000005.1
MYR45443.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                        WWHX01000740.1:13370-33415              GCA_009862125.1 1741    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->Fer2+Fer2_2+FAD_binding_5+CO_deh_flav_C->Ald_Xan_dh_C+Ald_Xan_dh_C2-> Streptomyces sp. SID5910                                Streptomycetales            WWHX01000740.1
MYR45113.1      iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     WWHX01000695.1:2206-12485               GCA_009862125.1 1431    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                          Streptomyces sp. SID5910                                Streptomycetales            WWHX01000695.1
WP_180219501.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_JACADT010000018.1:12006-24065        GCF_013421635.1 1687    ?->*CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                               Streptomyces sp. UH6                                    Streptomycetales            NZ_JACADT010000018.1
WP_207819942.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_JAFVLN010000003.1:243716-258939      GCF_017377775.1 1637    Putative_PNPOx->YkuD->*CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                            Streptomyces sp. VRA16 Mangrove soil                    Streptomycetales            NZ_JAFVLN010000003.1
WP_125750396.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_RPSA01000007.1:253901-271125         GCF_003949845.1 1713    Bac_luciferase->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                             Streptomyces sp. WAC01280                               Streptomycetales            NZ_RPSA01000007.1
RSS12234.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                        RPRV01000011.1:196698-208447            GCA_003984925.1 1588    Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->?->ThuA->                                                             Streptomyces sp. WAC08401                               Streptomycetales            RPRV01000011.1
TXS14229.1      CASPASE+iHD+HSP90+wHTH+wHTH                                                 RDBH01000129.1:1144179-1165562          GCA_008042145.1 1762    PSE->*CASPASE+iHD+HSP90+wHTH+wHTH->3TM-2C-EC->                                                                                      Streptomyces sp. adm13(2018)                            Streptomycetales            RDBH01000129.1
WP_147970348.1  CASPASE+iHD+HSP90+wHTH                                                      NZ_RDBL01000006.1:335183-349512         GCF_008042035.1 1705    ?->*CASPASE+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                               Streptomyces sp. col6                                   Streptomycetales            NZ_RDBL01000006.1
WP_093774375.1  CASPASE+iHD+HSP90                                                           NZ_FOFF01000008.1:30244-45220           GCF_900110755.1 1661    PSE->?->*CASPASE+iHD+HSP90->CX2CXnCXCXnH->3TM-2C-EC->                                                                               Streptomyces sp. yr375                                  Streptomycetales            NZ_FOFF01000008.1
WP_194238782.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                                     NZ_VJZC01000506.1:11-6852               GCF_009377185.1 1342    LigB->*iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                                                    Streptomyces spongiae                                   Streptomycetales            NZ_VJZC01000506.1
WP_023590581.1  iHD+HSP90+wHTH+wHTH+wHTH                                                    NZ_ASHX02000001.1:983662-998151         GCF_000478605.2 1293    *iHD+HSP90+wHTH+wHTH+wHTH->ACET->NIR_SIR_ferr+NIR_SIR+NIR_SIR_ferr+NIR_SIR->                                                        Streptomyces thermolilacinus SPC6                       Streptomycetales            NZ_ASHX02000001.1
WP_223837894.1  iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                               NZ_CP029190.1:5354502-5367937           GCF_008642295.1 1294    *iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                                    Streptomyces venezuelae                                 Streptomycetales            NZ_CP029190.1
GDY54554.1      CASPASE+iHD                                                                 BJHW01000001.1:5471963-5483922          GCA_005405945.1 643     HD->Pepco->*CASPASE+iHD->HSP90+wHTH+wHTH+wHTH+wHTH->                                                                                Streptomyces violaceusniger                             Streptomycetales            BJHW01000001.1
WP_192883628.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_CP023202.1:5727084-5745615           GCF_000220705.2 1735    *CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                             Streptomyces xinghaiensis S187                          Streptomycetales            NZ_CP023202.1
MBM9620913.1    CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH                                       JAFEJA010000001.1:4653699-4671340       GCA_016919245.1 1500    HTH_1+LysR_substrate->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH->                                                               Streptomyces zhihengii                                  Streptomycetales            JAFEJA010000001.1
WP_106402822.1  Peptidase_C14+iHD+HSP90+wHTH+wHTH                                           NZ_PVZV01000011.1:376-16591             GCF_002995495.1 1609    *Peptidase_C14+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                       Actinocorallia populi                                   Streptosporangiales         NZ_PVZV01000011.1
NEA23601.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH                   JAAGLI010000348.1:11453-26597           GCA_010548065.1 1614    PSE->Pepco->*CASPASE+iHD+HSP90+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH+wHTH->                                                            Actinomadura bangladeshensis                            Streptosporangiales         JAAGLI010000348.1
OLT12465.1      CASPASE+iHD+HSP90+wHTH+wHTH                                                 MKJY01000576.1:16644-30667              GCA_001942465.1 1590    ?->*CASPASE+iHD+HSP90+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                          Actinomadura sp. CNU-125                                Streptosporangiales         MKJY01000576.1
RFS81397.1      CASPASE+iHD+HSP90+wHTH+wHTH+wHTH                                            QVNQ01000014.1:155840-173296            GCA_003432485.1 1593    *CASPASE+iHD+HSP90+wHTH+wHTH+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                        Actinomadura spongiicola                                Streptosporangiales         QVNQ01000014.1
WP_091103775.1  Peptidase_C14+iHD+HSP90+wHTH                                                NZ_FOBF01000015.1:220055-230681         GCF_900109355.1 1597    PSE->*Peptidase_C14+iHD+HSP90+wHTH->CX2CXnCXCXnH->3TM-2C-EC->                                                                       Nonomuraea pusilla                                      Streptosporangiales         NZ_FOBF01000015.1
WP_155128759.1  CASPASE+iHD+HSP90+wHTH+wHTH                                                 NZ_CP017717.1:9836173-9849679           GCF_002057455.1 1592    *CASPASE+iHD+HSP90+wHTH+wHTH->3TM-2C-EC->                                                                                           Nonomuraea sp. ATCC 55076                               Streptosporangiales         NZ_CP017717.1

#iSTAND3
pid             arch                    nucleotideID:position                   assembly        plen    organism                                    taxend              NCBI
WP_064989318.1  Calcineurin-CE+iSTAND3  NZ_CP033361.1:2960614-2976545           GCF_013170725.1 977     Mesorhizobium erdmanii                      Alphaproteobacteria NZ_CP033361.1
WP_084555544.1  Calcineurin-CE+iSTAND3  NZ_AYWP01000014.1:106636-118742         GCF_000502435.1 1098    Mesorhizobium sp. LNHC232B00                Alphaproteobacteria NZ_AYWP01000014.1
WP_023735774.1  Calcineurin-CE+iSTAND3  NZ_AYWE01000002.1:1200010-1216413       GCF_000502595.1 1098    Mesorhizobium sp. LNJC399B00                Alphaproteobacteria NZ_AYWE01000002.1
WP_127808839.1  Calcineurin-CE+iSTAND3  NZ_CP034779.1:1885814-1905244           GCF_004006095.1 1098    Mesorhizobium sp. M7A.F.Ce.TU.012.03.2.1    Alphaproteobacteria NZ_CP034779.1
WP_149802135.1  Calcineurin-CE+iSTAND3  NZ_FOVT01000006.1:78056-90290           GCF_900115245.1 1098    Mesorhizobium sp. NFR06                     Alphaproteobacteria NZ_FOVT01000006.1
WP_084636893.1  Calcineurin-CE+iSTAND3  NZ_AZUY01000052.1:16206-32772           GCF_000513935.1 1098    Mesorhizobium sp. WSM3626                   Alphaproteobacteria NZ_AZUY01000052.1
WP_146221818.1  Calcineurin-CE+iSTAND3  NZ_QJJJ01000023.1:52805-65995           GCF_003201865.1 1107    Methylobacterium sp. B4                     Alphaproteobacteria NZ_QJJJ01000023.1
WP_105436106.1  Calcineurin-CE+iSTAND3  NZ_PVBH01000005.1:9739-24141            GCF_002968795.1 1122    Neorhizobium tomejilense                    Alphaproteobacteria NZ_PVBH01000005.1
WP_180287567.1  Calcineurin-CE+iSTAND3  NZ_AWWI01000173.1:39760-55681           GCF_002760615.1 1044    Puniceibacterium antarcticum                Alphaproteobacteria NZ_AWWI01000173.1
WP_096762897.1  Calcineurin-CE+iSTAND3  NZ_NXDM01000010.1:169952-185123         GCF_002406495.1 1095    Rhizobium sophoriradicis                    Alphaproteobacteria NZ_NXDM01000010.1
WP_077990381.1  Calcineurin-CE+iSTAND3  NZ_RQIH01000038.1:2772-11968            GCF_003939025.1 1103    Rhizobium sophoriradicis                    Alphaproteobacteria NZ_RQIH01000038.1
WP_086156555.1  Calcineurin-CE+iSTAND3  NZ_CP021126.1:116556-132572             GCF_000172695.2 1103    Rhizobium sp. Kim5                          Alphaproteobacteria NZ_CP021126.1
WP_110807563.1  Calcineurin-CE+iSTAND3                                          GCF_003217115.1 1098    Rhizobium sp. PP-WC-1G-195                  Alphaproteobacteria 
MBI3232694.1    Calcineurin-CE+iSTAND3  JACPVV010000062.1:1-5338                GCA_016197355.1 1095    Bacteroidetes bacterium                     Bacteroidetes       JACPVV010000062.1
WP_118032144.1  Calcineurin-CE+iSTAND3  NZ_QRTO01000005.1:297110-308937         GCF_003458905.1 1076    Bacteroides ovatus                          Bacteroidia         NZ_QRTO01000005.1
WP_117951857.1  Calcineurin-CE+iSTAND3  NZ_QSFH01000009.1:5508-16064            GCF_003466885.1 1102    Bacteroides uniformis                       Bacteroidia         NZ_QSFH01000009.1
MBI5540241.1    Calcineurin-CE+iSTAND3  JACREQ010000047.1:34687-53978           GCA_016218155.1 1106    Bacteroidia bacterium                       Bacteroidia         JACREQ010000047.1
WP_005792700.1  Calcineurin-CE+iSTAND3  NZ_ACQT01000001.1:85449-98477           GCF_000175235.1 1117    Acidovorax delafieldii 2AN                  Betaproteobacteria  NZ_ACQT01000001.1
WP_165753411.1  Calcineurin-CE+iSTAND3  NZ_RQYA01000007.1:1326136-1340235       GCF_011392275.1 1107    Burkholderia ambifaria                      Betaproteobacteria  NZ_RQYA01000007.1
WP_153489258.1  Calcineurin-CE+iSTAND3  NZ_CP045236.1:461581-473008             GCF_009586235.1 1105    Burkholderia cepacia                        Betaproteobacteria  NZ_CP045236.1
WP_081421268.1  Calcineurin-CE+iSTAND3  NZ_CP009744.1:1394918-1409575           GCF_001029145.1 1106    Burkholderia contaminans                    Betaproteobacteria  NZ_CP009744.1
WP_186035716.1  Calcineurin-CE+iSTAND3  NZ_CADEPX010000029.1:32919-43676        GCF_902829365.1 1099    Burkholderia gladioli                       Betaproteobacteria  NZ_CADEPX010000029.1
WP_186111485.1  Calcineurin-CE+iSTAND3  NZ_CADEXE010000025.1:82053-95273        GCF_902831225.1 1099    Burkholderia gladioli                       Betaproteobacteria  NZ_CADEXE010000025.1
WP_186124339.1  Calcineurin-CE+iSTAND3  NZ_CADEYW010000027.1:35377-49697        GCF_902831895.1 1099    Burkholderia gladioli                       Betaproteobacteria  NZ_CADEYW010000027.1
WP_186157460.1  Calcineurin-CE+iSTAND3  NZ_CADEZR010000032.1:35379-49699        GCF_902831995.1 1099    Burkholderia gladioli                       Betaproteobacteria  NZ_CADEZR010000032.1
WP_186130632.1  Calcineurin-CE+iSTAND3  NZ_CADFAF010000018.1:11927-23117        GCF_902832015.1 1099    Burkholderia gladioli                       Betaproteobacteria  NZ_CADFAF010000018.1
WP_219707650.1  Calcineurin-CE+iSTAND3  NZ_WIXR01000059.1:104477-121235         GCF_019425585.1 1104    Burkholderia sp. COPS                       Betaproteobacteria  NZ_WIXR01000059.1
WP_081061699.1  Calcineurin-CE+iSTAND3  NZ_LOWF01000076.1:91086-101647          GCF_001523615.1 1105    Burkholderia vietnamiensis                  Betaproteobacteria  NZ_LOWF01000076.1
EHR71202.1      Calcineurin-CE+iSTAND3  CM001438.1:2623961-2636572              GCA_000244995.1 1119    Burkholderiales bacterium JOSHI_001         Betaproteobacteria  CM001438.1
WP_175502924.1  Calcineurin-CE+iSTAND3  NZ_CP054840.1:719470-730953             GCF_013363755.1 1113    Comamonas antarctica                        Betaproteobacteria  NZ_CP054840.1
WP_080731592.1  Calcineurin-CE+iSTAND3  NZ_CP006704.1:5074577-5086803           GCF_000739375.1 1111    Comamonas testosteroni TK102                Betaproteobacteria  NZ_CP006704.1
AIJ48866.1      Calcineurin-CE+iSTAND3  CP006704.1:5074577-5086235              GCA_000739375.1 1085    Comamonas testosteroni TK102                Betaproteobacteria  CP006704.1
WP_080747000.1  Calcineurin-CE+iSTAND3  NZ_AWTM01000100.1:6605-18016            GCF_000761375.1 1098    Comamonas thiooxydans                       Betaproteobacteria  NZ_AWTM01000100.1
WP_211960443.1  Calcineurin-CE+iSTAND3  NZ_CAJPUX010000002.1:1159935-1179490    GCF_905397285.1 1099    Cupriavidus plantarum                       Betaproteobacteria  NZ_CAJPUX010000002.1
WP_161054376.1  Calcineurin-CE+iSTAND3  NZ_WWCT01000004.1:304502-319694         GCF_009857605.1 1094    Duganella levis                             Betaproteobacteria  NZ_WWCT01000004.1
WP_082488573.1  Calcineurin-CE+iSTAND3  NZ_LMLM01000003.1:272-11909             GCF_001421905.1 1076    Duganella sp. Leaf61                        Betaproteobacteria  NZ_LMLM01000003.1
WP_081368128.1  Calcineurin-CE+iSTAND3  NZ_FPKH01000001.1:1492374-1507356       GCF_900119665.1 1113    Janthinobacterium lividum                   Betaproteobacteria  NZ_FPKH01000001.1
WP_092606192.1  Calcineurin-CE+iSTAND3  NZ_FNDA01000001.1:1625573-1649252       GCF_900099875.1 1094    Janthinobacterium sp. YR213                 Betaproteobacteria  NZ_FNDA01000001.1
WP_169501370.1  Calcineurin-CE+iSTAND3  NZ_JABBFZ010000032.1:2108-17763         GCF_012927125.1 1104    Paraburkholderia antibiotica                Betaproteobacteria  NZ_JABBFZ010000032.1
WP_187113914.1  Calcineurin-CE+iSTAND3  NZ_CP060295.1:3499358-3510277           GCF_014302995.1 1107    Variovorax sp. PAMC26660                    Betaproteobacteria  NZ_CP060295.1
OYU55519.1      Calcineurin-CE+iSTAND3  NKJC01000002.1:608887-622931            GCA_002256435.1 1106    Chitinophagaceae bacterium BSSC1            Chitinophagia       NKJC01000002.1
WP_092163024.1  Calcineurin-CE+iSTAND3  NZ_FNGA01000006.1:18784-32865           GCF_900101105.1 1093    Maridesulfovibrio ferrireducens             Desulfovibrionia    NZ_FNGA01000006.1
OZY86062.1      Calcineurin-CE+iSTAND3  NHNI01000001.1:718826-735793            GCA_002268635.1 1100    Cellvibrio mixtus                           Gammaproteobacteria NHNI01000001.1
WP_170941610.1  Calcineurin-CE+iSTAND3  NZ_NHNI01000001.1:718838-735793         GCF_002268635.1 1095    Cellvibrio mixtus                           Gammaproteobacteria NZ_NHNI01000001.1
WP_210072915.1  Calcineurin-CE+iSTAND3  NZ_JAFFZU010000001.1:605989-618277      GCF_017826735.1 1092    Pseudomonas alliivorans                     Gammaproteobacteria NZ_JAFFZU010000001.1
WP_057403959.1  Calcineurin-CE+iSTAND3  NZ_CP084212.1:39527-53078               GCF_020204845.1 1118    Pseudomonas amygdali                        Gammaproteobacteria NZ_CP084212.1
KPX59204.1      Calcineurin-CE+iSTAND3  LJQN01000008.1:602-12764                GCA_001400395.1 1148    Pseudomonas amygdali pv. hibisci            Gammaproteobacteria LJQN01000008.1
RMN54547.1      Calcineurin-CE+iSTAND3  RBPD01000115.1:7850-19498               GCA_003699855.1 1126    Pseudomonas amygdali pv. hibisci            Gammaproteobacteria RBPD01000115.1
WP_208937712.1  Calcineurin-CE+iSTAND3                                          GCF_001878715.1 1086    Pseudomonas fluorescens                     Gammaproteobacteria 
WP_148050133.1  Calcineurin-CE+iSTAND3  NZ_MOBL01000007.1:419863-439942         GCF_003732245.1 1088    Pseudomonas frederiksbergensis              Gammaproteobacteria NZ_MOBL01000007.1
WP_103393965.1  Calcineurin-CE+iSTAND3  NZ_MUJK01000001.1:1401538-1419111       GCF_002906155.1 1100    Pseudomonas laurylsulfativorans             Gammaproteobacteria NZ_MUJK01000001.1
WP_146476258.1  Calcineurin-CE+iSTAND3  NZ_VFER01000002.1:218956-232106         GCF_007858175.1 1112    Pseudomonas marginalis                      Gammaproteobacteria NZ_VFER01000002.1
WP_213883246.1  Calcineurin-CE+iSTAND3  NZ_JAGFPB010000015.1:38501-50895        GCF_018457075.1 1088    Pseudomonas mosselii                        Gammaproteobacteria NZ_JAGFPB010000015.1
WP_080634921.1  Calcineurin-CE+iSTAND3  NZ_APBQ01000050.1:63185-74300           GCF_000367825.1 1092    Pseudomonas putida TRO1                     Gammaproteobacteria NZ_APBQ01000050.1
WP_156356815.1  Calcineurin-CE+iSTAND3  NZ_AOHN01000022.1:3986-17716            GCF_000510915.2 1098    Pseudomonas sp. FH4                         Gammaproteobacteria NZ_AOHN01000022.1
WP_095143484.1  Calcineurin-CE+iSTAND3  NZ_FYDM01000001.1:598342-611606         GCF_900187415.1 1103    Pseudomonas sp. Irchel s3b6                 Gammaproteobacteria NZ_FYDM01000001.1
WP_219061970.1  Calcineurin-CE+iSTAND3  NZ_LT607418.1:354036-373446             GCF_900095225.1 1088    Pseudomonas sp. UMAB-08                     Gammaproteobacteria NZ_LT607418.1
WP_218549354.1  Calcineurin-CE+iSTAND3  NZ_JAHUWB010000004.1:181121-194506      GCF_019219245.1 1098    Pseudomonas sp. sia0905                     Gammaproteobacteria NZ_JAHUWB010000004.1
WP_085714155.1  Calcineurin-CE+iSTAND3  NZ_MTYK01000003.1:80867-95109           GCF_002111675.1 1092    Pseudomonas syringae pv. actinidiae         Gammaproteobacteria NZ_MTYK01000003.1
WP_163001665.1  Calcineurin-CE+iSTAND3                                          GCF_900580765.1 1088    Pseudomonas viridiflava                     Gammaproteobacteria 
WP_122849441.1  Calcineurin-CE+iSTAND3                                          GCF_900585905.1 1079    Pseudomonas viridiflava                     Gammaproteobacteria 
WP_205924972.1  Calcineurin-CE+iSTAND3  NZ_UUAS01000263.1:1-8596                GCF_900587315.1 586     Pseudomonas viridiflava                     Gammaproteobacteria NZ_UUAS01000263.1
WP_047814780.1  Calcineurin-CE+iSTAND3  NZ_LECT01000026.1:777-18552             GCF_001027925.1 1097    Rhodopirellula islandica                    Planctomycetia      NZ_LECT01000026.1
MBS1228162.1    Calcineurin-CE+iSTAND3  JAGTRW010000010.1:25452-39886           GCA_018262095.1 1100    Proteobacteria bacterium                    Proteobacteria      JAGTRW010000010.1
RQP19305.1      Calcineurin-CE+iSTAND3  RDDX01000133.1:1-5455                   GCA_003852785.1 1110    Parapedobacter sp.                          Sphingobacteriia    RDDX01000133.1
WP_121272666.1  Calcineurin-CE+iSTAND3  NZ_LS999839.1:4442278-4455358           GCF_900564155.1 1120    Pedobacter schmidteae                       Sphingobacteriia    NZ_LS999839.1
WP_090980549.1  Calcineurin-CE+iSTAND3  NZ_FOJM01000002.1:370610-385176         GCF_900111825.1 1112    Pedobacter suwonensis                       Sphingobacteriia    NZ_FOJM01000002.1

#iSirtuin
pid             arch                nucleotideID:position               assembly        plen    compact                                                                                     organism                                        taxend              NCBI
MBZ5534084.1    iAAA-NtrC+PRTase-CE JAIQGE010000023.1:109513-125513     GCA_020072815.1 492     PSE->PSE->iSirtuin+nSTAND7->*iAAA-NtrC+PRTase-CE->                                          Acidobacteriia bacterium                        Acidobacteria       JAIQGE010000023.1
QYN18860.1      iAAA-NtrC+PRTase-CE CP080519.1:8270523-8292911          GCA_019468465.1 531     ?->iSirtuin+nSTAND7->*iAAA-NtrC+PRTase-CE->                                                 Amycolatopsis sp. DSM 110486                    Actinomycetes       CP080519.1
WP_181320715.1  iAAA-NtrC+PRTase-CE NZ_PYAX01000020.1:74516-91818       GCF_003014735.1 546     iSirtuin+nSTAND7->*iAAA-NtrC+PRTase-CE->                                                    Saccharothrix carnea                            Actinomycetes       NZ_PYAX01000020.1
WP_146203711.1  iAAA+PRTase-CE      NZ_LGQY01000030.1:32337-48529       GCF_003116065.1 453     DTXR-HTH->iSirtuin+nSTAND7->*iAAA+PRTase-CE->                                               Azospirillum sp. TSO5                           Alphaproteobacteria NZ_LGQY01000030.1
WP_195787618.1  iAAA+PRTase-CE      NZ_CP061378.1:1189458-1202473       GCF_015624485.1 461     DUF1007->NicO->iSirtuin+nSTAND7->*iAAA+PRTase-CE->                                          Bradyrhizobium genosp. L                        Alphaproteobacteria NZ_CP061378.1
WP_216957336.1  iAAA+PRTase-CE      NZ_JAHOPB010000001.1:977905-991807  GCF_019039055.1 463     iSirtuin+nSTAND7->*iAAA+PRTase-CE->                                                         Reyranella sp. MMS21-HV4-11                     Alphaproteobacteria NZ_JAHOPB010000001.1
WP_075282393.1  iAAA+PRTase-CE      NZ_CP087156.1:5313991-5329907       GCF_001932055.2 394     iSirtuin+nSTAND7->*iAAA+PRTase-CE->MR_MLE_N+MR_MLE_C->HKD+HKD->                             Roseibium aggregatum                            Alphaproteobacteria NZ_CP087156.1
MBN1461338.1    iAAA-NtrC+PRTase-CE JAFGKS010000556.1:1-9062            GCA_016928475.1 522     ?->HsdM_N+N6_Mtase->iSirtuin+nSTAND7->*iAAA-NtrC+PRTase-CE->                                Armatimonadetes bacterium                       Armatimonadetes     JAFGKS010000556.1
MCC6262022.1    iAAA-NtrC+PRTase-CE JADLCF010000010.1:21-12629          GCA_020847315.1 543     iSirtuin+nSTAND7->*iAAA-NtrC+PRTase-CE->                                                    Bryobacterales bacterium                        Bryobacterales      JADLCF010000010.1
WP_158634436.1  iAAA-NtrC+PRTase-CE NZ_QHHW01000029.1:19325-41618       GCF_003947325.1 520     iSirtuin+nSTAND7->*iAAA-NtrC+PRTase-CE->                                                    Amycolatopsis sp. WAC 01375                     Pseudonocardiales   NZ_QHHW01000029.1
MBY0330971.1    TOPRIM              JAIEOP010000162.1:382-6993          GCA_019750465.1 242     Phage_tube_2->iSirtuin+nSTAND7->*TOPRIM->                                                   Acetobacteraceae bacterium                      Alphaproteobacteria JAIEOP010000162.1
HBK05878.1      TOPRIM              DNXO01000051.1:1-11082              GCA_003506895.1 233     ArsC->iSirtuin+nSTAND7->*TOPRIM->Abhydrolase_1->                                            Acetobacteraceae bacterium                      Alphaproteobacteria DNXO01000051.1
WP_080850154.1  TOPRIM              NZ_LT009763.1:2084465-2099503       GCF_900039255.1 235     iSirtuin+nSTAND7->*TOPRIM->                                                                 Agrobacterium fabacearum CFBP 5771              Alphaproteobacteria NZ_LT009763.1
WP_018963983.1  TOPRIM              NZ_KB904818.1:4429572-4445652       GCF_000380205.1 234     iSirtuin+nSTAND7->*TOPRIM->                                                                 Ancylobacter sp. FA202                          Alphaproteobacteria NZ_KB904818.1
WP_192451572.1  TOPRIM              NZ_JACVBP010000011.1:48293-70918    GCF_014852425.1 235     UvrD-helicase+UvrD_C+PDDEXK_1->iSirtuin+nSTAND7->*TOPRIM->                                  Ensifer sp. ENS09                               Alphaproteobacteria NZ_JACVBP010000011.1
WP_158094262.1  TOPRIM              NZ_MUYG01000007.1:22845-37284       GCF_002155425.1 238     Phage_integrase->iSirtuin+nSTAND7->*TOPRIM->regulatory->                                    Erythrobacter donghaensis                       Alphaproteobacteria NZ_MUYG01000007.1
WP_182944591.1  TOPRIM              NZ_BAQK01000017.1:30370-43547       GCF_025994435.1 237     iSirtuin+nSTAND7->*TOPRIM->ParBC+PBFP24->HEPN->                                             Gluconacetobacter johannae DSM 13595            Alphaproteobacteria NZ_BAQK01000017.1
TPN09066.1      TOPRIM              VFWL01000012.1:238-8396             GCA_006442495.1 236     NmrA->iSirtuin+nSTAND7->*TOPRIM->                                                           Mesorhizobium sp. B2-1-3                        Alphaproteobacteria VFWL01000012.1
WP_026599317.1  TOPRIM              NZ_JMKQ01000006.1:1700020-1711915   GCF_000685825.1 236     S1-P1_nuclease->iSirtuin+nSTAND7->*TOPRIM->PSE->HTH_Tnp_1->TnpB_IS66->                      Methylocystis sp. LW5                           Alphaproteobacteria NZ_JMKQ01000006.1
TFZ55607.1      TOPRIM              SRHQ01000029.1:20409-37421          GCA_004683995.1 235     ?->iSirtuin+nSTAND7->*TOPRIM->                                                              Methylorubrum sp. Q1                            Alphaproteobacteria SRHQ01000029.1
MBX9458201.1    TOPRIM              JAHHDR010000034.1:106266-122160     GCA_019739215.1 238     iSirtuin+nSTAND7->*TOPRIM->5_3_exonuc_N+5_3_exonuc+35exo+DNA_pol_A->                        Rhizobium sp.                                   Alphaproteobacteria JAHHDR010000034.1
ACI97504.1      TOPRIM              CP000613.2:35680-47017              GCA_000016185.1 220     iSirtuin+nSTAND7->*TOPRIM->                                                                 Rhodospirillum centenum SW                      Alphaproteobacteria CP000613.2
MBN1584708.1    TOPRIM              JAFGJF010000696.1:906-9019          GCA_016929205.1 239     iSirtuin+nSTAND7->*TOPRIM->Phd-YefM->PSE->                                                  Anaerolineae bacterium                          Anaerolineae        JAFGJF010000696.1
WP_124479407.1  TOPRIM              NZ_QTOL01000001.1:62982-74747       GCF_003853255.1 241     iSirtuin+nSTAND7->*TOPRIM->                                                                 Burkholderia stagnalis                          Betaproteobacteria  NZ_QTOL01000001.1
MBW8072907.1    TOPRIM              WJXM01000032.1:48031-56604          GCA_019456405.1 233     iSirtuin+nSTAND7->*TOPRIM->                                                                 Ferrovum sp.                                    Betaproteobacteria  WJXM01000032.1
WP_083287626.1  TOPRIM              NZ_LRIC01000016.1:120977-138120     GCF_001758725.1 237     iSirtuin+nSTAND7->*TOPRIM->                                                                 Janthinobacterium sp. HH106                     Betaproteobacteria  NZ_LRIC01000016.1
WP_126469911.1  TOPRIM              NZ_RXOE01000002.1:591685-606733     GCF_003965815.1 243     iSirtuin+nSTAND7->*TOPRIM->                                                                 Variovorax gossypii                             Betaproteobacteria  NZ_RXOE01000002.1
WP_181851467.1  TOPRIM              NZ_JACEPN010000019.1:22728-40073    GCF_013912865.1 242     Chorismate_bind->iSirtuin+nSTAND7->*TOPRIM->                                                Pseudomonas aeruginosa                          Gammaproteobacteria NZ_JACEPN010000019.1
WP_147262078.1  TOPRIM              NZ_QDGS01000002.1:293939-307936     GCF_003332525.1 237     QslA_E->iSirtuin+nSTAND7->*TOPRIM->DUF4172+Fic+FURR-HTH->NERD+TOPC->                        Pseudomonas aeruginosa                          Gammaproteobacteria NZ_QDGS01000002.1
AZD88246.1      TOPRIM              CP027719.1:5911407-5926337          GCA_003851365.1 227     DUF4263->iSirtuin+nSTAND7->*TOPRIM->                                                        Pseudomonas chlororaphis subsp. aureofaciens    Gammaproteobacteria CP027719.1
WP_157767047.1  TOPRIM                                                  GCF_002736125.1 233     iSirtuin+nSTAND7->*TOPRIM->                                                                 Pseudomonas putida                              Gammaproteobacteria 
WP_153050253.1  TOPRIM              NZ_MVOL01000009.1:238914-248809     GCF_002018875.1 239     iSirtuin+nSTAND7->*TOPRIM->?->Peptidase_M24->                                               Pseudomonas sp. MF4836                          Gammaproteobacteria NZ_MVOL01000009.1
TQE98385.1      TOPRIM              VIFK01000212.1:162-4748             GCA_006569195.1 236     iSirtuin+nSTAND7->*TOPRIM->                                                                 Spiribacter salinus                             Gammaproteobacteria VIFK01000212.1
EJM7846400.1    TOPRIM              ABHFAJ010000006.1:84851-97215       GCA_024368595.1 236     Resolvase->iSirtuin+nSTAND7->*TOPRIM->                                                      Vibrio parahaemolyticus                         Gammaproteobacteria ABHFAJ010000006.1
WP_185814850.1  TOPRIM              NZ_CP051190.1:283830-296136         GCF_014236835.1 233     iSirtuin+nSTAND7->*TOPRIM->                                                                 Xanthomonas sp. SS                              Gammaproteobacteria NZ_CP051190.1
MBI5847909.1    TOPRIM              JACRLO010000015.1:102327-111059     GCA_016235245.1 239     HTH->iSirtuin+nSTAND7->assembly_gap->*TOPRIM->?->                                           Nitrospirae bacterium                           Nitrospirae         JACRLO010000015.1
WP_145440321.1  TOPRIM              NZ_CP036342.1:3156836-3179670       GCF_007746535.1 254     METHYLASE+METHYLASE->iSirtuin+nSTAND7->*TOPRIM->SF2AA-Nterm+Helicase_C->DUF2275+DUF1998->   Gimesia chilikensis                             Planctomycetia      NZ_CP036342.1
WP_007413375.1  TOPRIM              NZ_ABOX02000004.1:70515-82650       GCF_000172555.1 247     tRNA->iSirtuin+nSTAND7->*TOPRIM->Methyltransf_4->                                           Pedosphaera parvula Ellin514                    Verrucomicrobiae    NZ_ABOX02000004.1

#RVT
pid             arch                    nucleotideID:position                   assembly            plen    compact                                                                                                 organism                                        taxend                  NCBI
MCB5942313.1    RVT+CpxA_peri+HD-CE     JAJDFJ010000012.1:5295-19918            GCA_020558075.1     1080    Resolvase+Recombinase->?->*RVT+CpxA_peri+HD-CE->?->His_Phos_1->                                         bacterium 210820-DFI.6.52 Bacteria.                                     JAJDFJ010000012.1
SDS16747.1      PRTase-CE+wHTH-PRTase   LT629734.1:1732799-1755321              GCA_900104705.1     437     *PRTase-CE+wHTH-PRTase->RVT_1->                                                                         Agrococcus carbonis                             Actinomycetes           LT629734.1
WP_148733497.1  PRTase-CE+wHTH-PRTase   NZ_VSSB01000001.1:2278693-2300547       GCF_008122505.1     318     DUF2791->DEAD+Helicase_C->*PRTase-CE+wHTH-PRTase->RVT->DUF2868->                                        Agromyces mariniharenae                         Actinomycetes           NZ_VSSB01000001.1
WP_169815897.1  PRTase-CE+wHTH-PRTase   NZ_JASHKZ010000021.1:53569-62755        GCF_030056955.1     325     SIR2->DUF87+HerA->*PRTase-CE+wHTH-PRTase->RVT->                                                         Rhodococcus sp. IEGM 1251                       Actinomycetes           NZ_JASHKZ010000021.1
QOZ23620.1      PRTase-CE+wHTH-PRTase   CP030037.1:1732807-1744721              GCA_015291565.1     267     HTH_17->PRTase-CE->*PRTase-CE+wHTH-PRTase->RVT->                                                        Bradyrhizobium sp. CCBAU 51753                  Alphaproteobacteria     CP030037.1
WP_222337618.1  PRTase-CE               NZ_JAAXEG010000006.1:28513-42298        GCF_019798955.1     168     *PRTase-CE->RVT_1->                                                                                     Rhizobium leguminosarum                         Alphaproteobacteria     NZ_JAAXEG010000006.1
WP_152616462.1  PRTase-CE+wHTH-PRTase   NZ_JSXI01000043.1:73022-84011           GCF_000803065.1     302     *PRTase-CE+wHTH-PRTase->RVT->                                                                           Sphingomonas sp. ERG5                           Alphaproteobacteria     NZ_JSXI01000043.1
MBJ7437820.1    PRTase-CE+wHTH-PRTase   JAEMRT010000003.1:138419-142963         GCA_016463225.1     303     *PRTase-CE+wHTH-PRTase->RVT->                                                                           Sphingopyxis sp.                                Alphaproteobacteria     JAEMRT010000003.1
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WP_091498077.1  PRTase-CE               NZ_FODJ01000007.1:159915-170190         GCF_900110345.1     367     SPOUT_MTase->*PRTase-CE->?->RVT_1->                                                                     Amphibacillus marinus                           Bacilli                 NZ_FODJ01000007.1
WP_002150848.1  PRTase-CE               NZ_JH792149.1:155206-169422             GCF_000291075.1     368     Peptidase_M20->PSE->AAA_13->*PRTase-CE->?->RVT->                                                        Bacillus cereus HuA4-10                         Bacilli                 NZ_JH792149.1
WP_181995851.1  RVT+HD-CE               NZ_CAJCKT010000004.1:160176-172836      GCF_903971065.1     1136    AlbA_2->?->*RVT+HD-CE->Phage_int_SAM_3+Phage_integrase->                                                Bacillus sp. ME5                                Bacilli                 NZ_CAJCKT010000004.1
WP_128740886.1  PRTase-CE               NZ_CAJNQI010000003.1:595808-606514      GCF_905315375.1     368     YyzF->SPOUT_MTase->*PRTase-CE->wHTH-PRTase->RVT->                                                       Bacillus subtilis                               Bacilli                 NZ_CAJNQI010000003.1
WP_098657080.1  PRTase-CE               NZ_NVGO01000019.1:97796-116429          GCF_002569745.1     370     Mbetalac->NACHT->*PRTase-CE->wHTH-PRTase->RVT_1->                                                       Bacillus toyonensis                             Bacilli                 NZ_NVGO01000019.1
WP_098184555.1  RVT+HD-CE               NZ_NUBE01000067.1:7855-22591            GCF_002557115.1     1139    Tox-RES->?->*RVT+HD-CE->?->Resolvase->                                                                  Bacillus toyonensis                             Bacilli                 NZ_NUBE01000067.1
WP_214819331.1  RVT+HD-CE               NZ_JACSKI010000001.1:145020-160397      GCF_018617535.1     1135    MutS_V+ERM+SH3-MSSS+Smr->DUF350+DUF350->*RVT+HD-CE->                                                    Exiguobacterium sp. s35                         Bacilli                 NZ_JACSKI010000001.1
WP_218724698.1  PRTase-CE+wHTH-PRTase   NZ_JAGYWS010000004.1:120347-134539      GCF_019279035.1     436     HTH->?->*PRTase-CE+wHTH-PRTase->RVT->                                                                   Lactococcus piscium                             Bacilli                 NZ_JAGYWS010000004.1
WP_220437271.1  PRTase-CE               NZ_RCHZ01000015.1:5421-13249            GCF_019586045.1     492     ?->ABM->*PRTase-CE->RVT->                                                                               Lactococcus raffinolactis                       Bacilli                 NZ_RCHZ01000015.1
WP_036094777.1  PRTase-CE               NZ_BJEY01000003.1:157078-166314         GCF_005405625.1     285     SUKH_6->?->*PRTase-CE->wHTH-PRTase->RVT_1->                                                             Listeria newyorkensis                           Bacilli                 NZ_BJEY01000003.1
WP_111716774.1  PRTase-CE+wHTH-PRTase   NZ_PZJH01000006.1:12751-21318           GCF_003259695.1     424     VbhA->Tox-HNH->*PRTase-CE+wHTH-PRTase->RVT->PSE->                                                       Macrococcus epidermidis                         Bacilli                 NZ_PZJH01000006.1
WP_127737520.1  RVT+HD-CE               NZ_RZTZ01000002.1:479895-495249         GCF_004005475.1     1138    putAbiC->Resolvase+HTH_49->*RVT+HD-CE->                                                                 Niallia taxi                                    Bacilli                 NZ_RZTZ01000002.1
WP_169482639.1  PRTase-CE               NZ_JABBEA010000018.1:56219-65893        GCF_012912005.1     364     ?->?->*PRTase-CE->?->RVT_1->                                                                            Paenibacillus sp. SZ31                          Bacilli                 NZ_JABBEA010000018.1
KIL42024.1      HD-CE                   JXAK01000004.1:171963-189920            GCA_000829455.1     829     ?->RVT->*HD-CE->                                                                                        Paenibacillus sp. VKM B-2647                    Bacilli                 JXAK01000004.1
WP_135500530.1  PRTase-CE               NZ_JACHHE010000004.1:337692-349085      GCF_014202615.1     394     ?->?->*PRTase-CE->RVT->                                                                                 Planococcus koreensis                           Bacilli                 NZ_JACHHE010000004.1
WP_036815499.1  PRTase-CE               NZ_AVBF01000002.1:113650-129457         GCF_000770635.1     368     AAA_15->UvrD-helicase+UvrD_C->*PRTase-CE->?->RVT->                                                      Pontibacillus yanchengensis Y32                 Bacilli                 NZ_AVBF01000002.1
PHF76008.1      RVT+HD-CE               NUTZ01000007.1:55-8863                  GCA_002588685.1     1045    *RVT+HD-CE->?->                                                                                         Priestia aryabhattai                            Bacilli                 NUTZ01000007.1
MVL82783.1      PRTase-CE               WPYD01000005.1:25959-37354              GCA_009754755.1     425     ?->PSE->Tox-HNH->*PRTase-CE->RVT->?->                                                                   Staphylococcus aureus                           Bacilli                 WPYD01000005.1
WP_049487825.1  PRTase-CE               NZ_JVKT01000024.1:32477-42496           GCF_001070915.1     535     CHTH+CHTH->ApeA_NTD1->*PRTase-CE->RVT->HTH_28->                                                         Streptococcus parasanguinis                     Bacilli                 NZ_JVKT01000024.1
WP_161543719.1  PRTase-CE+wHTH-PRTase   NZ_APLR01000002.1:102234-112940         GCF_009932775.1     464     CHTH->AAA_18->*PRTase-CE+wHTH-PRTase->RVT->PSE->                                                        Streptococcus sanguinis OH0843                  Bacilli                 NZ_APLR01000002.1
WP_140834022.1  PRTase-CE               NZ_VFSH01000008.1:56937-66910           GCF_006385785.1     521     TelA->HTH->*PRTase-CE->RVT->                                                                            Streptococcus shenyangsis                       Bacilli                 NZ_VFSH01000008.1
HCY44212.1      PRTase-CE               DPQP01000004.1:122506-134941            GCA_003537795.1     385     UDPG_MGDP_dh_N+UDPG_MGDP_dh+UDPG_MGDP_dh_C->?->*PRTase-CE->RVT_1->Y1_Tnp->                              Bacillota bacterium                             Bacillota               DPQP01000004.1
MTI67441.1      RVT+HD-CE               VEND01000116.1:217-6049                 GCA_009711765.1     985     *RVT+HD-CE->                                                                                            Bacillota bacterium                             Bacillota               VEND01000116.1
MBD5226817.1    RVT+HD-CE               JAAVFK010000007.1:100788-121651         GCA_014800785.1     1144    CHC2+Toprim-DNAG->?->*RVT+HD-CE->ACET->?->                                                              Bacteroidales bacterium                         Bacteroidia             JAAVFK010000007.1
WP_235335969.1  RVT+HD-CE               NZ_JADYTJ010000002.1:29456-43949        GCF_021531075.1     1143    CHC2+Toprim-DNAG->?->*RVT+HD-CE->                                                                       Bacteroides caecigallinarum                     Bacteroidia             NZ_JADYTJ010000002.1
WP_149949515.1  RVT+HD-CE               NZ_JAFEKG010000003.1:1163686-1179956    GCF_017309805.1     1095    ?->*RVT+HD-CE->                                                                                         Bacteroides cellulosilyticus                    Bacteroidia             NZ_JAFEKG010000003.1
RGZ84232.1      RVT+HD-CE               QSER01000018.1:39919-57209              GCA_003466635.1     1141    zf-CHC2+Toprim_2->?->*RVT+HD-CE->                                                                       Bacteroides fragilis                            Bacteroidia             QSER01000018.1
WP_087247791.1  RVT+HD-CE               NZ_NFKD01000006.1:78639-94451           GCF_002160215.1     1122    CHC2+Toprim-DNAG->?->*RVT+HD-CE->SF2-DUF3427A->DUF4255->                                                Bacteroides sp. An19                            Bacteroidia             NZ_NFKD01000006.1
WP_165026915.1  PRTase-CE               NZ_JAAKEL010000031.1:2887-14147         GCF_011039205.1     280     HEPN->*PRTase-CE->wHTH-PRTase->RVT->                                                                    Dysgonomonas sp. ZJ279                          Bacteroidia             NZ_JAAKEL010000031.1
WP_165044754.1  RVT+HD-CE               NZ_JAAKEM010000028.1:7154-21712         GCF_011039195.1     1093    ?->?->*RVT+HD-CE->                                                                                      Dysgonomonas sp. ZJ709                          Bacteroidia             NZ_JAAKEM010000028.1
MBI9062110.1    HD-CE                   JAEINY010000049.1:433-19058             GCA_016342595.1     517     ?->RVT->*HD-CE->MotA_ExbB+MA->OmpA->                                                                    Marinilabiliaceae bacterium                     Bacteroidia             JAEINY010000049.1
MBR5639410.1    RVT+HD-CE               JAFYYG010000046.1:37060-49296           GCA_017557625.1     1134    CHC2->?->*RVT+HD-CE->?->?->                                                                             Muribaculaceae bacterium                        Bacteroidia             JAFYYG010000046.1
WP_195437678.1  RVT+HD-CE               NZ_JADNDF010000006.1:92981-105705       GCF_015551715.1     1124    CHC2+Toprim_N+Toprim_2->?->*RVT+HD-CE->                                                                 Parabacteroides goldsteinii                     Bacteroidia             NZ_JADNDF010000006.1
WP_147350413.1  RVT+HD-CE               NZ_CABJGD010000057.1:117-6272           GCF_902365055.1     1141    Toprim-DNAG->?->*RVT+HD-CE->?->AbiEii->                                                                 Phocaeicola coprophilus                         Bacteroidia             NZ_CABJGD010000057.1
WP_044111252.1  RVT+HD-CE               NZ_KK211353.1:80759-95174               GCF_000621825.1     1055    ?->?->*RVT+HD-CE->?->?->                                                                                Prevotella brevis P6B11                         Bacteroidia             NZ_KK211353.1
WP_218487424.1  RVT+HD-CE                                                       GCF_019249765.1     1197    ?->?->*RVT+HD-CE->YobI-ATPase->                                                                         Prevotella copri                                Bacteroidia             
WP_218420964.1  RVT+HD-CE               NZ_JAHRGH010000058.1:11573-22822        GCF_019249805.1     1139    zf-CHC2+Toprim_N->?->*RVT+HD-CE->DUF4297->viral-AAA->                                                   Prevotella copri                                Bacteroidia             NZ_JAHRGH010000058.1
WP_144155071.1  RVT+HD-CE               NZ_CABHNN010000172.1:396-13821          GCF_902167755.1     1166    CHC2+Toprim-DNAG->?->*RVT+HD-CE->?->HEPN->                                                              Prevotella copri DSM 18205                      Bacteroidia             NZ_CABHNN010000172.1
WP_219437050.1  RVT+HD-CE               NZ_JAHXCE010000001.1:460580-470259      GCF_019375575.1     1111    zf-CHC2+Toprim_N+Toprim_2->?->*RVT+HD-CE->                                                              Prevotella melaninogenica                       Bacteroidia             NZ_JAHXCE010000001.1
MBS1323845.1    RVT+HD-CE               JABLYC010000006.1:9758-29393            GCA_018266035.1     1118    CHC2+Toprim_2->?->*RVT+HD-CE->UvrD-helicase+UvrD_C->HTH->                                               Rikenellaceae bacterium                         Bacteroidia             JABLYC010000006.1
WP_175219440.1  PRTase-CE+wHTH-PRTase   NZ_CADILF010000059.1:32472-38636        GCF_902860095.1     396     *PRTase-CE+wHTH-PRTase->RVT->                                                                           Achromobacter deleyi                            Betaproteobacteria      NZ_CADILF010000059.1
MBL8515939.1    PRTase-CE+wHTH-PRTase   JAEUMY010000005.1:87805-100814          GCA_016791265.1     397     SF2-DUF3427A+EcoEI_R_C->TRD->*PRTase-CE+wHTH-PRTase->RVT->AbiEi_2->                                     Betaproteobacteria bacterium                    Betaproteobacteria      JAEUMY010000005.1
WP_126369146.1  PRTase-CE+wHTH-PRTase   NZ_CP034547.1:2437610-2446361           GCF_003966315.1     406     GTP_cyclohydro2->Arm-DNA-bind_3+Phage_integrase->*PRTase-CE+wHTH-PRTase->RVT->                          Burkholderia cenocepacia                        Betaproteobacteria      NZ_CP034547.1
WP_157649706.1  PRTase-CE+wHTH-PRTase   NZ_LPBJ01000097.1:66803-78059           GCF_001528075.1     395     *PRTase-CE+wHTH-PRTase->RVT->                                                                           Burkholderia ubonensis                          Betaproteobacteria      NZ_LPBJ01000097.1
WP_136219035.1  PRTase-CE+wHTH-PRTase   NZ_PPXQ01000003.1:290334-302184         GCF_004798585.1     376     *PRTase-CE+wHTH-PRTase->RVT->                                                                           Massilia sp. Mn16-1_5                           Betaproteobacteria      NZ_PPXQ01000003.1
WP_084553101.1  PRTase-CE+wHTH-PRTase   NZ_NAHI01000024.1:147-5955              GCF_002088525.1     392     PSE->*PRTase-CE+wHTH-PRTase->RVT->                                                                      Snodgrassella alvi                              Betaproteobacteria      NZ_NAHI01000024.1
MBK6655576.1    PRTase-CE+wHTH-PRTase                                           GCA_016703645.1     397     HATPase_c+DNA_gyraseB+Toprim+GyrB_insert+DNA_gyraseB_C->Virulence_RhuM->*PRTase-CE+wHTH-PRTase->RVT->   Zoogloea sp.                                    Betaproteobacteria      
PAT00994.1      PRTase-CE               NQYJ01000016.1:12-13303                 GCA_002285055.1     387     ?->Tox-HNH->*PRTase-CE->RVT_1->REase+SWI2_SNF2+EcoR124_C->                                              Candidatus Izimaplasma bacterium ZiA1           Candidatus Izimaplasma  NQYJ01000016.1
MBK6385092.1    PRTase-CE               JADIZC010000014.1:199059-206946         GCA_016704985.1     228     ?->?->*PRTase-CE->wHTH-PRTase->RVT->                                                                    Chitinophagaceae bacterium                      Chitinophagia           JADIZC010000014.1
PHU38949.1      RVT+HD-CE               PDYG01000001.1:66638-80505              GCA_002735305.1     1081    Tox-RES->?->*RVT+HD-CE->MazG-like->MazG->                                                               Agathobacter ruminis                            Clostridia              PDYG01000001.1
WP_073588669.1  PRTase-CE               NZ_FRFD01000005.1:334834-346729         GCF_900143645.1     403     ?->?->*PRTase-CE->RVT->                                                                                 Anaerocolumna xylanovorans DSM 12503            Clostridia              NZ_FRFD01000005.1
WP_144095904.1  RVT+HD-CE               NZ_CABHMX010000004.1:103762-113237      GCF_902167715.1     1118    Tox-ART-RSE->?->*RVT+HD-CE->                                                                            Blautia luti                                    Clostridia              NZ_CABHMX010000004.1
WP_144368449.1  PRTase-CE               NZ_CABHNB010000011.1:24278-34675        GCF_902167835.1     396     Preader8+HNH_4->?->*PRTase-CE->RVT_1->?->                                                               Blautia obeum                                   Clostridia              NZ_CABHNB010000011.1
WP_118698955.1  RVT+HD-CE               NZ_QULA01000015.1:72247-84841           GCF_003481595.1     1164    ?->?->*RVT+HD-CE->?->Mbetalac->                                                                         Blautia sp. OM07-19                             Clostridia              NZ_QULA01000015.1
HIS60638.1      HD-CE+HSP90             DVIZ01000002.1:394-14550                GCA_018710905.1     1024    S-2TMBeta->?->*RVT+HD-CE->*HD-CE+HSP90->SpoIIID->HTH_18->                                               Candidatus Scybalomonas excrementigallinarum    Clostridia              DVIZ01000002.1
HIS60639.1      RVT+HD-CE               DVIZ01000002.1:394-14550                GCA_018710905.1     1114    S-2TMBeta->?->*RVT+HD-CE->*HD-CE+HSP90->SpoIIID->HTH_18->                                               Candidatus Scybalomonas excrementigallinarum    Clostridia              DVIZ01000002.1
MBR2376872.1    PRTase-CE               JAFVRR010000006.1:207322-222708         GCA_017504165.1     415     Pyr_redox_2+Pyr_redox_dim+RHOD-CDC25->HTH_26->*PRTase-CE->RVT->REase+DUF2075->                          Clostridia bacterium                            Clostridia              JAFVRR010000006.1
MBR6574223.1    PRTase-CE+HTH_45        JAFXDF010000036.1:78961-91031           GCA_017521295.1     379     RE_AspBHI_N+Mrr_cat->?->*PRTase-CE+HTH_45->RVT->AAA_14->                                                Clostridia bacterium                            Clostridia              JAFXDF010000036.1
RHQ22299.1      RVT+HD-CE               QUFF01000011.1:27430-41853              GCA_003478475.1     1081    CR-ATPase8+CR-REase7->?->*RVT+HD-CE->AbiH->AbiH->                                                       Clostridiaceae bacterium AF29-16BH              Clostridia              QUFF01000011.1
UDN59000.1      RVT+HD-CE               CP067345.1:732112-748996                GCA_020641055.1     1089    DUF4231->?->*RVT+HD-CE->AT-HTH-HYD2-2->PSE->PSE->                                                       Clostridioides sp. ES-S-0010-02                 Clostridia              CP067345.1
WP_061297290.1  RVT+HD-CE               NZ_LFPD01000003.1:14675-35649           GCF_001573635.1     1097    REase-DndH+DUF87->?->*RVT+HD-CE->                                                                       Clostridium botulinum                           Clostridia              NZ_LFPD01000003.1
WP_078991108.1  RVT+HD-CE               NZ_LIIW01000003.1:13465-26987           GCF_002024465.1     1093    DUF4231->?->*RVT+HD-CE->GDResolvase->Radical_SAM->                                                      Clostridium botulinum                           Clostridia              NZ_LIIW01000003.1
WP_012342109.1  RVT+HD-CE               NC_010520.1:2343851-2360121             GCF_000019545.1     1085    Preader8+HNH_4->?->*RVT+HD-CE->?->PSE->DUF5677->                                                        Clostridium botulinum A3 str. Loch Maree        Clostridia              NC_010520.1
WP_003427135.1  RVT+HD-CE               NZ_AP019716.1:1802554-1816600           GCF_006742065.1     1086    ?->*RVT+HD-CE->?->PADR-HTH->                                                                            Clostridium butyricum                           Clostridia              NZ_AP019716.1
PWL52533.1      RVT+HD-CE               QAMZ01000048.1:19974-32827              GCA_003149765.1     1092    Preader8+HNH_4->?->*RVT+HD-CE->PSE->                                                                    Clostridium cadaveris                           Clostridia              QAMZ01000048.1
WP_055276073.1  RVT+HD-CE                                                       GCF_001404355.1     1097    PDDEXK_7->?->*RVT+HD-CE->HKD-Rease+SF2-DUF3427A+Preader1->MmcB-like->                                   Clostridium disporicum                          Clostridia              
CCZ61227.1      RVT+HD-CE               HF996992.1:89804-101124                 GCA_000433395.1     1164    ?->?->*RVT+HD-CE->LysR_substrate->?->                                                                   Clostridium hathewayi CAG:224                   Clostridia              HF996992.1
WP_164811997.1  RVT+HD-CE               NZ_JAALLY010000019.1:9057-26057         GCF_011062545.1     1098    TRAM+METHYLASE->?->*RVT+HD-CE->TetR-HTH+TetR_C_8->MCRA->                                                Clostridium perfringens                         Clostridia              NZ_JAALLY010000019.1
WP_055215491.1  RVT+HD-CE               NZ_CP094679.1:1656842-1673387           GCF_023008345.1     1192    ?->?->*RVT+HD-CE->AAA_15->UvrD-helicase->                                                               Dorea longicatena                               Clostridia              NZ_CP094679.1
WP_195637551.1  RVT+HD-CE               NZ_JADMNW010000006.1:336153-350522      GCF_015558345.1     1082    ?->?->*RVT+HD-CE->?->                                                                                   Enterocloster bolteae                           Clostridia              NZ_JADMNW010000006.1
WP_027338943.1  RVT+HD-CE               NZ_KI912092.1:85307-97009               GCF_000517025.1     1158    ?->?->*RVT+HD-CE->Radical_SAM->                                                                         Halonatronum saccharophilum DSM 13868           Clostridia              NZ_KI912092.1
MBC8574659.1    PRTase-CE               JACRSZ010000030.1:354-10017             GCA_014385005.1     164     VanZ->*PRTase-CE->wHTH-PRTase->RVT_1->                                                                  Jingyaoa shaoxingensis                          Clostridia              JACRSZ010000030.1
MBQ9935171.1    PRTase-CE               JAFSGJ010000009.1:191934-203001         GCA_017440835.1     398     ?->?->*PRTase-CE->RVT->AbiH->                                                                           Lachnospiraceae bacterium                       Clostridia              JAFSGJ010000009.1
MBD5462198.1    RVT+HD-CE               JAAVAE010000012.1:58841-70819           GCA_014804245.1     1086    HAM->?->*RVT+HD-CE->                                                                                    Lachnospiraceae bacterium                       Clostridia              JAAVAE010000012.1
MBS1397659.1    PRTase-CE+wHTH-PRTase   JABLYG010000002.1:175833-187724         GCA_018265955.1     400     ResIII->SIR2_2->*PRTase-CE+wHTH-PRTase->RVT_1->SbcC->                                                   Ruminococcus sp.                                Clostridia              JABLYG010000002.1
WP_186939501.1  RVT+HD-CE               NZ_JACOOA010000007.1:146729-161730      GCF_014287365.1     1077    EamA->?->*RVT+HD-CE->                                                                                   Eggerthella sp. NSJ-70                          Coriobacteriia          NZ_JACOOA010000007.1
WP_187371250.1  PRTase-CE+wHTH-PRTase   NZ_CABKPK010000001.1:2805146-2818769    GCF_902374275.1     358     HsdM_N+N6_Mtase->TRD+TRD->*PRTase-CE+wHTH-PRTase->RVT->                                                 Bilophila wadsworthia                           Deltaproteobacteria     NZ_CABKPK010000001.1
WP_199391113.1  RVT+HD-CE               NZ_JAEMHL010000022.1:421-7996           GCF_016458305.1     1119    ?->REase->*RVT+HD-CE->                                                                                  Geomonas anaerohicana                           Deltaproteobacteria     NZ_JAEMHL010000022.1
WP_156887691.1  PRTase-CE+wHTH-PRTase   NZ_ATWO01000001.1:1227105-1241266       GCF_000421285.1     380     *PRTase-CE+wHTH-PRTase->RVT->MazE_antitoxin->                                                           Desulfotignum balticum DSM 7044                 Desulfobacteria         NZ_ATWO01000001.1
WP_010942013.1  PRTase-CE+wHTH-PRTase   NC_002939.5:1481424-1496618             GCF_000007985.2     393     SIR2_2+PNTD2->PIWI->*PRTase-CE+wHTH-PRTase->RVT->McrA-NTD+HNH_2->                                       Geobacter sulfurreducens PCA                    Desulfuromonadia        NC_002939.5
WP_008243180.1  PRTase-CE               NZ_AJLE01000003.1:151472-159426         GCF_000296775.1     279     ?->DEOR-HTH+WYL->*PRTase-CE->wHTH-PRTase->?->                                                           Sulfurovum sp. AR                               Epsilonproteobacteria   NZ_AJLE01000003.1
NBK98600.1      PRTase-CE               SAAR01000159.1:1-7226                   GCA_009916335.1     363     AAA_21->UvrD-helicase->*PRTase-CE->?->RVT->                                                             Erysipelotrichia bacterium                      Erysipelotrichia        SAAR01000159.1
WP_195613750.1  DUF499+HD-CE            NZ_JADMRP010000005.1:84355-98978        GCF_015560315.1     1199    Toprim_N->*DUF499+HD-CE->REase+DUF2075->MazG-like->                                                     Thomasclavelia ramosa                           Erysipelotrichia        NZ_JADMRP010000005.1
WP_087391806.1  RVT+HD-CE               NZ_NFKY01000052.1:1053-11286            GCF_002160645.1     1206    Toprim_N+Toprim_4->*RVT+HD-CE->YobI-ATPase->?->                                                         Thomasclavelia spiroformis                      Erysipelotrichia        NZ_NFKY01000052.1
RHQ74911.1      RVT+HD-CE               QUFW01000020.1:52256-64693              GCA_003478685.1     1087    REase+SF2-DUF3427A+Preader1->?->*RVT+HD-CE->ArsC->Pep_deformylase->                                     Firmicutes bacterium AF22-6AC                   Firmicutes              QUFW01000020.1
PRB02040.1      PRTase-CE               PCOU01000016.1:83429-91025              GCA_002979455.1     251     Cpn60_TCP1->?->*PRTase-CE->?->?->                                                                       Chryseobacterium sp. MYb7                       Flavobacteriia          PCOU01000016.1
WP_034742332.1  PRTase-CE               NZ_JPRI01000002.1:705180-716148         GCF_000737765.1     281     Glyoxalase_4->tRNA->*PRTase-CE->wHTH-PRTase->RVT->                                                      Chryseobacterium vrystaatense                   Flavobacteriia          NZ_JPRI01000002.1
WP_148236012.1  PRTase-CE               NC_015496.1:3262055-3270505             GCF_000212355.1     282     gag-asp_proteas->?->*PRTase-CE->?->RVT_1->                                                              Dokdonia sp. 4H-3-7-5                           Flavobacteriia          NC_015496.1
NCH71522.1      PRTase-CE+wHTH-PRTase   RPBA01000005.1:203039-217177            GCA_009938875.1     390     DUF2313->PBPI+gp37_C->*PRTase-CE+wHTH-PRTase->RVT->?->                                                  Cronobacter dublinensis                         Gammaproteobacteria     RPBA01000005.1
WP_155024533.1  PRTase-CE+wHTH-PRTase   NZ_CABGQJ010000003.1:348910-361811      GCF_902161075.1     399     ?->T5orf172->*PRTase-CE+wHTH-PRTase->RVT->                                                              Enterobacter hormaechei                         Gammaproteobacteria     NZ_CABGQJ010000003.1
WP_058689630.1  PRTase-CE+wHTH-PRTase   NZ_JAAMNZ010000001.1:194997-206590      GCF_011066195.1     403     *PRTase-CE+wHTH-PRTase->RVT->                                                                           Enterobacter hormaechei                         Gammaproteobacteria     NZ_JAAMNZ010000001.1
WP_040033117.1  PRTase-CE+wHTH-PRTase   NZ_JUJG01000015.1:22108-35308           GCF_000808215.1     398     *PRTase-CE+wHTH-PRTase->RVT->DUF6387->                                                                  Pectobacterium carotovorum subsp. carotovorum   Gammaproteobacteria     NZ_JUJG01000015.1
EJD6462319.1    PRTase-CE+wHTH-PRTase                                           ABDOML030000007.1   398     *PRTase-CE+wHTH-PRTase->RVT->                                                                           Providencia rettgeri                            Gammaproteobacteria     
WP_138578941.1  PRTase-CE+wHTH-PRTase   NZ_PNDP01000053.1:1923-18602            GCF_005886415.1     401     SAM-methylase->SF2-DUF3427A+PPP1-HTH+Preader1+LexA-protease->*PRTase-CE+wHTH-PRTase->RVT_1->            Pseudoalteromonas sp. S327                      Gammaproteobacteria     NZ_PNDP01000053.1
NNG60592.1      PRTase-CE+wHTH-PRTase   JABEMH010000060.1:1-7924                GCA_013002835.1     303     PAS_4+HTH_18->*PRTase-CE+wHTH-PRTase->RVT->                                                             Pseudomonas sp. GC01                            Gammaproteobacteria     JABEMH010000060.1
WP_219012077.1  PRTase-CE+wHTH-PRTase   NZ_JAGQAK010000006.1:14358-34741        GCF_019303235.1     397     GGDEF->?->*PRTase-CE+wHTH-PRTase->RVT->PSE->                                                            Shewanella algae                                Gammaproteobacteria     NZ_JAGQAK010000006.1
DAZ35405.1      PRTase-CE               BK026599.1:40-3470                      BK026599.1          405     *PRTase-CE->?->RVT->                                                                                    Caudoviricetes sp.                              Heunggongvirae          BK026599.1
WP_230768009.1  PRTase-CE               NZ_JAINWC010000029.1:60550-74816        GCF_021021295.1     523     Ppx-GppA->*PRTase-CE->RVT->                                                                             Agromyces mediolanus                            Micrococcales           NZ_JAINWC010000029.1
WP_146247705.1  PRTase-CE+wHTH-PRTase   NZ_QKSO01000004.1:115203-128541         GCF_003234215.1     445     *PRTase-CE+wHTH-PRTase->RVT->                                                                           Curtobacterium sp. MCSS17_006                   Micrococcales           NZ_QKSO01000004.1
WP_168388356.1  RVT+HD-CE               NZ_PSZO01000040.1:1-3367                GCF_004335975.1     1121    *RVT+HD-CE->                                                                                            Mycoplasma marinum                              Mollicutes              NZ_PSZO01000040.1
QVK18274.1      PRTase-CE+wHTH-PRTase   CP074573.1:144254-155074                GCA_018394295.1     392     ?->?->*PRTase-CE+wHTH-PRTase->RVT_1->?->                                                                Mycoplasmatota bacterium                        Mycoplasmatota          CP074573.1
WP_183336790.1  PRTase-CE+wHTH-PRTase   NZ_JACHZG010000001.1:722129-738798      GCF_014193425.1     326     HsdM_N+N6_Mtase->URI->*PRTase-CE+wHTH-PRTase->RVT->                                                     Microlunatus antarcticus                        Propionibacteriales     NZ_JACHZG010000001.1
WP_073049191.1  RVT+HD-CE               NZ_FQZL01000010.1:108284-119123         GCF_900142005.1     1140    Phage_int_SAM_4+Phage_integrase->?->*RVT+HD-CE->?->?->                                                  Dethiosulfatibacter aminovorans DSM 17477       Tissierellia            NZ_FQZL01000010.1
CDD66357.1      RVT+HD-CE               FR895392.1:99-13481                     GCA_000435595.1     1102    ?->?->*RVT+HD-CE->?->                                                                                   Firmicutes bacterium CAG:882                    environmental samples   FR895392.1

#STAS(Big protein)
pid             arch                                        nucleotideID:position                   assembly        plen    compact                                                                                                                                                                         organism                                                taxend                      NCBI
MBF8274422.1    STAS+HisKin+iPRTase+PRTase                  JACSDG010000154.1:1-9782                GCA_015660855.1 1625    ?->PIN_3->*STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->?->PIN_3->?->                                                                                                            Magnetococcales bacterium                               Alphaproteobacteria         JACSDG010000154.1
WP_179612372.1  STAS+HisKin+iPRTase+PRTase                  NZ_JACBZV010000007.1:62971-78844        GCF_013408035.1 1525    *STAS+HisKin+iPRTase+PRTase->REC+Calcineurin-CE->                                                                                                                               Rhizobium leguminosarum                                 Alphaproteobacteria         NZ_JACBZV010000007.1
PKO38618.1      STAS+HisKin+iPRTase+PRTase                  PHCF01000038.1:19569-34145              GCA_002842145.1 1492    *STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->Amidohydro_2->                                                                                                                     Betaproteobacteria bacterium HGW-Betaproteobacteria-6   Betaproteobacteria          PHCF01000038.1
MBK9084705.1    STAS+HisKin+iPRTase+PRTase+NNH6             JADJUX010000001.1:1098117-1115360       GCA_016716805.1 1652    FTHFS->*STAS+HisKin+iPRTase+PRTase+NNH6->REC+Calcineurin-CE->                                                                                                                   Sterolibacteriaceae bacterium                           Betaproteobacteria          JADJUX010000001.1
MBK7664432.1    iPRTase+PRTase+NNH6                         JADJMB010000001.1:2735376-2752159       GCA_016709795.1 1198    FTHFS->STAS+HisKin->*iPRTase+PRTase+NNH6->REC+Calcineurin-CE->                                                                                                                  Sterolibacteriaceae bacterium                           Betaproteobacteria          JADJMB010000001.1
TXG77070.1      STAS+HisKin+iPRTase+PRTase+HisKin-conflict  SSDS01000055.1:2083-11505               GCA_008011975.1 1539    DDE_Tnp_1->*STAS+HisKin+iPRTase+PRTase+HisKin-conflict->REC+Calcineurin-CE->                                                                                                    Candidatus Dojkabacteria bacterium                      Candidatus Dojkabacteria    SSDS01000055.1
WP_161819635.1  STAS+HisKin+iPRTase+PRTase                  NZ_JAACJS010000015.1:992192-1008780     GCF_009939005.1 1570    His_kinase->Response_reg+LYTTR->*STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->?->HNH_5->                                                                                         Sediminibacterium roseum                                Chitinophagia               NZ_JAACJS010000015.1
WP_164959382.1  STAS+HisKin+iPRTase+PRTase                  NZ_JAAMNH020000002.1:11436-28462        GCF_011065935.2 1545    DUF4194->AAA_29+SbcCD_C->DUF2220->?->*STAS+HisKin+iPRTase+PRTase->REC+Calcineurin-CE->Guanylate_kin->?->Sigma70_r2+Sigma70_r4->                                                 Clostridium estertheticum                               Clostridia                  NZ_JAAMNH020000002.1
KUO61436.1      STAS+HisKin+iPRTase+PRTase                  LOEZ01000066.1:58643-74368              GCA_001516055.1 1626    *STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->                                                                                                                                   Gracilibacter sp. BRH_c7a                               Clostridia                  LOEZ01000066.1
MBD5540649.1    STAS+HisKin+iPRTase+PRTase                  JAAUZG010000011.1:198388-214576         GCA_014804665.1 1418    Response_reg->*STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->?->HTH->XIS-HTH+DOC->                                                                                                Lachnospiraceae bacterium                               Clostridia                  JAAUZG010000011.1
MBD5479227.1    STAS+HisKin+iPRTase+PRTase                  JAAUZU010000016.1:33107-46399           GCA_014804445.1 1503    PSE->Radical_SAM->*STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->?->FUNGAL-DEAM-N->MPtase-IrrE->                                                                                  Lachnospiraceae bacterium                               Clostridia                  JAAUZU010000016.1
WP_092159287.1  STAS+HisKin+iPRTase+PRTase                  NZ_FNGA01000002.1:240861-263499         GCF_900101105.1 1718    *STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->                                                                                                                                   Maridesulfovibrio ferrireducens                         Desulfovibrionia            NZ_FNGA01000002.1
MBK8183232.1    HisKin+iPRTase+PRTase                       JADJQQ010000003.1:95353-107419          GCA_016712625.1 1103    ?->CbiA->?->?->*HisKin+iPRTase+PRTase->DNA-glycosylase->REC+Calcineurin-CE->?->?->                                                                                              Candidatus Competibacteraceae bacterium                 Gammaproteobacteria         JADJQQ010000003.1
ODB95111.1      STAS+HisKin+iPRTase+PRTase                  LVKA01000021.1:103925-118752            GCA_001709035.1 1562    HTH_37->AAA_21->HNH->?->*STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->?->Tyrosinase->                                                                                            Candidatus Thiodiazotropha endoloripes                  Gammaproteobacteria         LVKA01000021.1
OED44147.1      STAS+HisKin+iPRTase+PRTase                  MDLA01000041.1:607-12094                GCA_001730015.1 1620    rve->*STAS+HisKin+iPRTase+PRTase->REC+Calcineurin-CE->?->                                                                                                                       Chromatiales bacterium (ex Bugula neritina AB1)         Gammaproteobacteria         MDLA01000041.1
WP_157639641.1  STAS+HisKin+iPRTase+PRTase                  NZ_KB902386.1:72415-87847               GCF_000379525.1 1542    Prok-E2_D->UvrD-helicase+UvrD_C->CbiA->RHH_5->PSE->*STAS+HisKin+iPRTase+PRTase->Calcineurin-CE->DsbC_N+Thioredoxin_4->?->TraV->                                                 Lamprocystis purpurea DSM 4197                          Gammaproteobacteria         NZ_KB902386.1
WP_188918062.1  STAS+HisKin+iPRTase+PRTase                  NZ_BMPZ01000002.1:79516-95809           GCF_014647855.1 1481    DnaJ+DnaJ_C->?->MA->?->*STAS+HisKin+iPRTase+PRTase->REC+Calcineurin-CE->PSE->Peptidase_M48->FKBP->DapB_N+DapB_C->                                                               Shewanella gelidii                                      Gammaproteobacteria         NZ_BMPZ01000002.1
MBP6748783.1    iPRTase+PRTase                              JAGNNB010000058.1:65-8190               GCA_017990865.1 1074    *iPRTase+PRTase->REC+Calcineurin-CE->PBP->RDD->                                                                                                                                 Xanthomonadaceae bacterium                              Gammaproteobacteria         JAGNNB010000058.1

#STAS
pid             arch                                                                                assembly        plen    compact                                                                                                                                                                         organism                                                taxend                      
TRZ64465.1      STAS+HisKin                                 QYPC01000073.1:1-8183                   GCA_007279755.1 353     *STAS+HisKin->PRTase->Calcineurin-CE->                                                                                                                                          bacterium Bacteria.                                                                 QYPC01000073.1
RLD36496.1      STAS+HisKin                                 QMOZ01000147.1:1-6440                   GCA_003650335.1 364     ?->*STAS+HisKin->PRTase->Calcineurin-CE->N6_N4_Mtase->                                                                                                                          Bacteroidetes bacterium                                 Bacteroidetes               QMOZ01000147.1
PKP23046.1      STAS+HisKin                                 PHDH01000007.1:30518-42144              GCA_002840935.1 381     ?->?->*STAS+HisKin->STAS+PRTase->Calcineurin-CE->Thy1->?->                                                                                                                      Bacteroidetes bacterium HGW-Bacteroidetes-21            Bacteroidetes               PHDH01000007.1
MBQ3749727.1    STAS+HisKin                                 JAFPVX010000001.1:68167-80322           GCA_017412855.1 409     *STAS+HisKin->PRTase->Calcineurin-CE->                                                                                                                                          Bacteroidales bacterium                                 Bacteroidia                 JAFPVX010000001.1
MBR4583689.1    STAS+HisKin                                 JAFXRP010000189.1:2528-12382            GCA_017526205.1 382     UDG->?->Tex_N+Tex_YqgF+HHH_3+HHH_9+S1->GATase_6+Asn_synthase->*STAS+HisKin->STAS+PRTase->Calcineurin-CE->                                                                       Bacteroidales bacterium                                 Bacteroidia                 JAFXRP010000189.1
AMS26850.1      STAS+HisKin                                 CP012155.1:1636561-1651099              GCA_001602415.1 417     *STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->?->DUF559+DEAD+Helicase_C->                                                                                                   Bacteroidetes bacterium UKL13-3                         Bacteroidota                CP012155.1
MBN1971819.1    STAS+HisKin                                 JAFGEE010000356.1:350-7544              GCA_016931755.1 399     Peptidase_S9_N+Peptidase_S9->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+Pribosyltran->Thy1->                                                                                     Candidatus Delongbacteria bacterium                     Candidatus Delongbacteria   JAFGEE010000356.1
MBL0883088.1    HisKin                                      JACVCQ010000135.1:1-6842                GCA_016741945.1 353     *HisKin->PRTase->Calcineurin-CE->                                                                                                                                               Chitinophagaceae bacterium                              Chitinophagia               JACVCQ010000135.1
MBQ3559669.1    STAS+HisKin                                 JAFQBJ010000031.1:64092-77396           GCA_017399725.1 312     PPDK_N+PEP-utilizers+PEP-utilizers_C->XIS-HTH->DEOR-HTH+DeoRC->HTH_26->*STAS+HisKin->STAS+PRTase->HD-CE+PRTase->HTH_18+ACET->CAT->                                              Agathobacter sp.                                        Clostridia                  JAFQBJ010000031.1
WP_185256907.1  STAS+HisKin                                 NZ_AP023368.1:5029041-5038764           GCF_014218355.1 349     Ribosomal_S9->?->PSE->?->?->*STAS+HisKin->STAS+PRTase->HD-CE->PRTase->Thy1->                                                                                                    Anaerocolumna chitinilytica                             Clostridia                  NZ_AP023368.1
MBE6025113.1    STAS+HisKin                                 SVDC01000102.1:1-7583                   SVDC01000102.1  311     Polysacc_synt_2->?->?->*STAS+HisKin->PRTase->HD-CE+PRTase->PglD_N->Bac_transf->                                                                                                 Cellulosilyticum sp.                                    Clostridia                  SVDC01000102.1
QUC66358.1      STAS+HisKin                                 CP068393.1:2369535-2383264              GCA_018128945.1 390     *STAS+HisKin->PRTase->HD-CE+PRTase->Calcineurin->TRANSGLUTAMINASE->                                                                                                             Clostridiales bacterium                                 Clostridia                  CP068393.1
OJV64356.1      STAS+HisKin                                 MKTL01000006.1:77816-89315              GCA_001897605.1 368     *STAS+HisKin->STAS+PRTase->HD-CE+PRTase->Thy1->?->                                                                                                                              Clostridiales bacterium 38-18                           Clostridia                  MKTL01000006.1
QTE70055.1      HisKin                                      CP069418.1:2122101-2134508              GCA_017569305.1 360     ?->Radical_SAM->?->tRNA->tRNA->tRNA->HTH->*HisKin->STAS+PRTase->HD-CE+PRTase->Thy1->                                                                                            Clostridiales bacterium FE2011                          Clostridia                  CP069418.1
WP_171773516.1  STAS+HisKin                                 NZ_JABFUE010000002.1:1068666-1080858    GCF_013149485.1 354     *STAS+HisKin->STAS+PRTase->Calcineurin-CE->PRTase->Thy1->                                                                                                                       Clostridium beijerinckii                                Clostridia                  NZ_JABFUE010000002.1
RGD96545.1      STAS+HisKin                                 QWGI01000011.1:106029-116594            GCA_003435125.1 361     ?->*STAS+HisKin->STAS+PRTase->Calcineurin-CE->Thy1->                                                                                                                            Clostridium sp. AM25-23AC                               Clostridia                  QWGI01000011.1
WP_147353745.1  STAS+HisKin                                 NZ_QUIU01000048.1:404-7698              GCF_003480225.1 352     *STAS+HisKin->STAS+PRTase->Calcineurin-CE->Thy1->?->                                                                                                                            Clostridium sp. AM34-9AC                                Clostridia                  NZ_QUIU01000048.1
WP_088227826.1  STAS+HisKin                                 NZ_NADJ01000038.1:349526-361303         GCF_002196705.1 338     ?->?->SEC-C+Transglut_core3->?->*STAS+HisKin->STAS+PRTase->HD-CE+PRTase->Thy1->                                                                                                 Desulfosporosinus sp. FKB                               Clostridia                  NZ_NADJ01000038.1
OUQ22676.1      HisKin                                      NFLI01000032.1:283-13642                GCA_002160825.1 316     Polysacc_synt_2+Polysacc_syn_2C->Epimerase+DSBH->Epimerase_2->?->*HisKin->PRTase->HD-CE->?->PSE->                                                                               Lachnoclostridium sp. An131                             Clostridia                  NFLI01000032.1
MBQ8200070.1    STAS+HisKin                                 JAFTWX010000101.1:69143-84189           GCA_017465095.1 362     *STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase-CE->Thy1->                                                                                                                     Lachnospiraceae bacterium                               Clostridia                  JAFTWX010000101.1
MBR4983255.1    STAS+HisKin                                 JAFZGJ010000149.1:1-9549                GCA_017555455.1 356     *STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase-CE->Thy1->                                                                                                                     Lachnospiraceae bacterium                               Clostridia                  JAFZGJ010000149.1
MBP3577211.1    STAS+HisKin                                 JAGBCO010000157.1:5045-19160            GCA_017937965.1 343     SBP_bac_1->?->?->?->*STAS+HisKin->STAS+PRTase->Calcineurin-CE->                                                                                                                 Lachnospiraceae bacterium                               Clostridia                  JAGBCO010000157.1
MBQ8804692.1    STAS+HisKin                                 JAFTWA010000059.1:31565-47750           GCA_017465565.1 344     Glycos_transf_2->GtrA->PSE->ISOCOT->?->*STAS+HisKin->STAS+PRTase->Calcineurin-CE->DUF3048+DUF3048_C->KAP-NTPase->                                                               Tyzzerella sp.                                          Clostridia                  JAFTWA010000059.1
WP_137339394.1  HisKin                                      NZ_SZVO01000003.1:114749-128619         GCF_005280585.1 347     *HisKin->PRTase->Calcineurin-CE->                                                                                                                                               Dyadobacter frigoris                                    Cytophagia                  NZ_SZVO01000003.1
WP_201918939.1  HisKin                                      NZ_JAERQG010000001.1:1467581-1476630    GCF_016734805.1 346     PNP_UDP_1->*HisKin->PRTase->Calcineurin-CE+PRTase->?->ARSR-HTH->                                                                                                                Marivirga atlantica                                     Cytophagia                  NZ_JAERQG010000001.1
WP_136524326.1  STAS+HisKin                                 NZ_SSYA01000001.1:1441164-1455078       GCF_004917065.1 363     FN3->Mrr_cat+TOPC+TOPC->?->*STAS+HisKin->STAS+PRTase->HD-CE->Thy1->PSE->Y1_Tnp+DNAA-HTH->                                                                                       Geomonas ferrireducens                                  Desulfuromonadia            NZ_SSYA01000001.1
WP_027395418.1  STAS+HisKin                                 NZ_KE387186.1:29370-42088               GCF_000430645.1 406     REase+MPTase->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->?->                                                                                                             Aquimarina latercula DSM 2041                           Flavobacteriia              NZ_KE387186.1
WP_143147228.1  STAS+HisKin                                 NZ_BMFL01000035.1:1-9357                GCF_014638465.1 397     ?->?->?->?->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->?->                                                                                                               Chishuiella changwenlii                                 Flavobacteriia              NZ_BMFL01000035.1
WP_072961372.1  STAS+HisKin                                 NZ_FQUT01000012.1:12166-25696           GCF_900129245.1 407     *STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->?->                                                                                                                           Chryseobacterium arachidis                              Flavobacteriia              NZ_FQUT01000012.1
WP_209920120.1  STAS+HisKin                                 NZ_JAGIPR010000013.1:108470-123094      GCF_017877355.1 423     SEC-C->?->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->                                                                                                                    Chryseobacterium jejuense                               Flavobacteriia              NZ_JAGIPR010000013.1
WP_123856548.1  STAS+HisKin                                 NZ_CP033923.1:1089445-1104490           GCF_003815735.1 406     *STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->?->?->                                                                                                                        Chryseobacterium nakagawai                              Flavobacteriia              NZ_CP033923.1
GEM51947.1      STAS+HisKin                                 BJXC01000010.1:76783-89714              GCA_007990795.1 405     ?->XIS-HTH->REase-ABC-assc+PQQ_2->REase+TPR->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->Tox-RES->                                                                        Empedobacter brevis NBRC 14943 = ATCC 43319             Flavobacteriia              BJXC01000010.1
WP_074233652.1  STAS+HisKin                                 NZ_FSRK01000001.1:902322-916791         GCF_900141765.1 406     HTH->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->TIR-like->?->                                                                                                            Epilithonimonas zeae                                    Flavobacteriia              NZ_FSRK01000001.1
WP_166237465.1  STAS+HisKin                                 NZ_JAAJBV010000011.1:44483-55715        GCF_011392075.1 406     HTH->?->REase+SWI2_SNF2+EcoR124_C->putAbiC->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->?->?->                                                                            Flavobacterium celericrescens                           Flavobacteriia              NZ_JAAJBV010000011.1
WP_035625750.1  HisKin                                      NZ_JPRM01000033.1:2802-17159            GCF_000737695.1 347     SSB->?->PcfK->PcfJ->PSE->*HisKin->PRTase->Calcineurin-CE+PRTase->?->SEC-C+EAD8->                                                                                                Flavobacterium hydatis                                  Flavobacteriia              NZ_JPRM01000033.1
WP_110348614.1  STAS+HisKin                                 NZ_QJHL01000007.1:39029-54664           GCF_003202405.1 417     *STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->CinA->                                                                                                                        Flavobacterium hydrophilum                              Flavobacteriia              NZ_QJHL01000007.1
RZJ76936.1      STAS+HisKin                                 SEBN01000003.1:23688-32141              GCA_004211115.1 417     *STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->TraJ-RHH->Relaxase->                                                                                                          Flavobacterium sp.                                      Flavobacteriia              SEBN01000003.1
WP_007811631.1  STAS+HisKin                                 NZ_AKJZ01000107.1:83744-97461           GCF_000282055.1 415     CNMP->B12-binding+ArgK+MM_CoA_mutase->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->CinA->Type_ISP_C->                                                                      Flavobacterium sp. CF136                                Flavobacteriia              NZ_AKJZ01000107.1
WP_202703891.1  STAS+HisKin                                 NZ_CAGKLC010000098.1:1-10185            GCF_903469665.1 409     *STAS+HisKin->STAS+PRTase->Calcineurin-CE->                                                                                                                                     Flavobacterium sp. UGB4466                              Flavobacteriia              NZ_CAGKLC010000098.1
WP_171391349.1  HisKin                                      NZ_VTXV01000068.1:237-9191              GCF_013114225.1 348     *HisKin->PRTase->Calcineurin-CE+PRTase->?->                                                                                                                                     Vibrio mediterranei                                     Gammaproteobacteria         NZ_VTXV01000068.1
WP_062852933.1  HisKin                                      NZ_LPVL01000024.1:1024294-1039982       GCF_001609445.1 347     ?->*HisKin->PRTase->Calcineurin-CE+Pribosyltran->                                                                                                                               Vibrio parahaemolyticus                                 Gammaproteobacteria         NZ_LPVL01000024.1
WP_038673635.1  HisKin                                      NZ_CP008852.1:4195298-4211081           GCF_000725345.1 348     ?->ZetaToxin->SbcC+SMC_N->DUF2220->PSE->*HisKin->STAS+PRTase->Calcineurin-CE+PRTase->Thy1->                                                                                     Pelosinus sp. UFO1                                      Negativicutes               NZ_CP008852.1
WP_157523391.1  STAS+HisKin                                 NZ_CP066775.1:28555-38279               GCF_009754905.2 419     *STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->IMS->                                                                                                                         Mucilaginibacter ginkgonis                              Sphingobacteriia            NZ_CP066775.1
WP_114006097.1  STAS+HisKin                                 NZ_QGDC01000009.1:97-12115              GCF_003324525.1 419     *STAS+HisKin->STAS+PRTase->Calcineurin-CE->                                                                                                                                     Mucilaginibacter hurinus                                Sphingobacteriia            NZ_QGDC01000009.1
WP_179415968.1  STAS+HisKin                                 NZ_JACCBZ010000013.1:14997-27484        GCF_013408825.1 410     HEPN->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->?->?->                                                                                                                  Mucilaginibacter sp. E4BP6                              Sphingobacteriia            NZ_JACCBZ010000013.1
WP_158991703.1  STAS+HisKin                                 NZ_LMUO01000009.1:903947-920184         GCF_009765905.1 408     REase-QIT+NACHT->SERAprotease->?->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+Pribosyltran->                                                                                      Mucilaginibacter sp. L196                               Sphingobacteriia            NZ_LMUO01000009.1
WP_107831757.1  STAS+HisKin                                 NZ_QAOQ01000015.1:599-14564             GCF_003050755.1 410     *STAS+HisKin->STAS+PRTase->Calcineurin-CE->?->                                                                                                                                  Mucilaginibacter yixingensis                            Sphingobacteriia            NZ_QAOQ01000015.1
WP_146202865.1  STAS+HisKin                                 NZ_QGNY01000001.1:434997-453208         GCF_003173575.1 408     ?->Amidohydro_1->7TMR-DISMED1+Glyco_hydro_2+Glyco_hydro_2_C->Bac_rhamnosid_N+Bac_rhamnosid+Bac_rhamnosid6H+Bac_rhamnosid_C->*STAS+HisKin->STAS+PRTase->Calcineurin-CE+PRTase->  Pedobacter paludis                                      Sphingobacteriia            NZ_QGNY01000001.1
WP_156307975.1  HisKin                                      NZ_SMMI01000009.1:13248-30547           GCF_009733535.1 403     *HisKin->STAS+PRTase->Calcineurin-CE->?->                                                                                                                                       Sphingobacterium endophyticum                           Sphingobacteriia            NZ_SMMI01000009.1
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 MBB2943582.1/225-555            WRPVVAQS-KLWA---RVD----GEVD---P-------RVVA-AV-E-EIA---------SA----------AWDQFQAA----AAA-----------LP---------H--------------FP-----------W-GD----AGFPERCL-HL---VD-DLL-------------------------------------------AP--D----------------------------------AR-----------LSAA-----------------EVAVLLAAPFLREAVL-CAG-L-TE-LAP--D------------AP-------------------------LDLT----------------------------------------------------------TPVGPELD---------VTFQ---------------------------MYP---------------------------------------------------------------------------------------------------------------------RL-VAK-ALAL--P--GP---------EQA---AVAGW-LLN------------------RHL-----------L-------R----------------RV--------------------ELWNQNVA--------GELCRQLARALVV----------------PGSANQ---------AA----------------------------------------------------------------------L-QIRAVAAHV----------AA----------A-----------RD-----D-----------------F-DR
 WP_200285139.1/269-627          WVRCIEDG-ALLR---MVAAA--------SD-------GLVI-QL-R-ALI---------TE----------AEDLCRTQ----REA-----------LP---------A--------------QR-----------W-SD----DAMPARAV-QR---LE-LLL------------D-----------------------------QQP--E----------------------------------PW-----------LTPA-----------------EAAIAIAIPHLYEAIL-AAA-E-QR-LQR-------------DGNP-----------------LAL-----DGYA-------------------PES------------------------------------SRMALALR---------NRFA---------------------------SEA---------------------------------------------------------------------------------------------------------------------AH-GRR-RELL--Q--RRG--------LDAAADDLAAW-QML------------------RFL-----------H-------E----------------SG--------------------ELWDYASGGA-S--NRSWLGRALDSLFAPAPMA------------EVSADH----------RVPR-------------------------------------------------------VLDG--------C-RLVALARLA----------FA----------G-----------FD-----DI----------QLEANRE-RG
 MBC3843038.1/252-602            -RDAVTDE-DLWR---LVA----PDTTDCSE-------QLRE-QL-L-ALV---------DA----------CAQRVQQA----QQR-----------LA------------------------DP-----------W-AD----DGYPVRVL-TQ---LR-LLL------------P------------------K-----------AD--G----------------------------------LE-----------LSAI-----------------ELTGLLAAPFLREAAW-ADL-L-AR-AAE--L------------QP-------------------------LDPD-----------HL-------AQ-----------------------------P------GPLRGHLE---------QVQS---------------------------NYP---------------------------------------------------------------------------------------------------------------------HL-RRKLVRSL-----ALK--------REGEAQVLALW-LVH------------------RWI-----------A-------E----------------RF--------------------EEDPDPL---------------PAGLADSFAQQV-----------VNSDDP--------------D------------------------------------------------------WFSP------LSS-ALRRLALET----------GL----------D------------------GI-------------VEYDHDA
 KJE23829.1/543-893              WRRAADRH-AAWT---LMG-----DGPA-AE-------ELRA-QT-I-DLV---------AR----------LGIGRDRA----AAG-----------LN---------A--------------DP-----------W-LD----QTLALRLM-KR---IE-FLV------------R------------------R-L--------PVD--P----------------------------------PP-----------LSPA-----------------EAGLLVAVPFLHEALW-TTL-V-AR-ASV--A------------HPA--------------------GSDRDGWT-----------AG-------R-------------------------------------DVERTEFE---------NFTR---------------------------LHP---------------------------------------------------------------------------------------------------------------------RL-LRR-IDRA--R--RAG--------DTGAAEAIGWW-LAH------------------RWV-----------A-------R----------------RP--------------------ESYTGPV---------------LAGLLA------------------GVDPE---------TPAGD-------------------------------------------------------VFTA--------A-RASALLTAV----------RA----------D-----------PA-----YL-------------NRPG-QA
 MBM9620913.1/260-604            -ARLAREH-PAWQ---QVE-----HAPG-AE-------VLRD-AV-E-ELA---------DR----------LHRTAEAD----RRL-----------LS---------G--------------DP-----------W-SP----AGLAERMT-ER---VT-WLL------------S------------------K-VL-------NPQ--K----------------------------------LE-----------LSPA-----------------EAARLVTAPFLYTAHR-YRT-A-VG-ALS--A------------EP-------------------------TRLS-----------RT-------PG-----------------------------A------PALRADYE---------QYFS---------------------------AYA---------------------------------------------------------------------------------------------------------------------RL-VRR-AGRS----------------DAEGAEGIAWW-LFH------------------HWL-----------T-------R----------------HP--------------------EKGGDQA---------------LAALLAPVAPG------------ATGADA---------RLVSE-------------------------------------------------------VFDL--------D-DMTSLVRAL----------QS----------T-----------PD-----FT-------------ADRP---
 WP_073495056.1/268-628          -TDVVETFLRGWA---PAA----AELDPTVE-------LARK-LV-L-RLA---------QS----------CQ---------DEPR-----------LA---------N--------------DP-----------W-RS----AGFAVRMC-EH---LT-DMV------------K------------------RACG-------RAG--D----------------------------------PL-----------LNQA-----------------EALLVGLMPFVYATWW-DGA-L-GESLKS--T------------DPE------------------------RDLLGE--------RPA-----AVDG-----------------------------S------DGPRGSYR---------EFLE---------------------------RRP---------------------------------------------------------------------------------------------------------------------DA-VRR-ARSA--V--LRG--------NETAARAICWW-LYR------------------HWV-----------L-------N----------------RA--------------------FIERKPDPLQ-----------AIGALLEE----------------TGEPSR---------TMLRR-------------------------------------------------------LFGLY-GRFTLQQ-VLDPLMSAL----------LA----------S-----------PD-----PR--------------------
 WP_107157995.1/253-607          -VGQARSH-RAWS---LVS-----PSLG-GE-------ELRS-AT-I-TLV---------EH----------LLRLRRDA----SRE-----------LT---------R--------------DP-----------W-HE----PGLATRMT-SR---VE-FLT-------------------------------G-LLASPAA-APAG--E----------------------------------LC-----------LSGA-----------------EAALLVAGPYLYDTFW-TLR-A-AR-TAG--V------------DP-------------------------GNWA-----------TP-------DR-----------------------------P------DADSDSYR---------RFAQ---------------------------GFP---------------------------------------------------------------------------------------------------------------------RL-WRR-LN----G--QVR--------DGETAAEIGWW-LFH------------------RWI-----------A-------R----------------RS--------------------LTNSDSD---------------VAELLP-----------------LGLTAQ---------HLPAG-------------------------------------------------------VFEQ--------A-RVAELIRSL----------RG----------D-----------PG-----FL-------------ARVD-RP
 MBT8224903.1/19-365             -PRLVERA-EYWE---RLA----PTPTPTAD-------ARRH-ET-A-TLV---------GG----------LAKRRRSA----FYL-----------LA---------D--------------DP-----------W-QD----VGFPARML-DR---LR-WLL------------G------------------H-LPA-----------D----------------------------------VE-----------LSLD-----------------ENALLVAAPFLYDTLW-AGV-A-AD-CRG--L------------AP-------------------------HDLT-----------PS-------PD-----------------------------A------TSDRAAFE---------HFAL---------------------------SFG---------------------------------------------------------------------------------------------------------------------QA-HRR-AVEA--V--RHE--------RWDAAEEIGWW-LLH------------------RWT-----------S-------R----------------RP--------------------EGYRPET---------------IADLLDD----------------AGTSAQPG-------------------------------------------------------------------PWQP--------A-RLIELLRAM----------RA----------D-----------TG-----FL-------------ARTD-RQ
 WP_132126119.1/256-586          WAQLVGRQ-SLWI---RSG----TEEDD----------PLRR-EC-V-AAA---------DH----------LALRRHEA----EEA-----------LP---------G--------------DP-----------W-LE----ADLAERIA-DE---VE-RLF------------D--------------------FL-------GES--A----------------------------------PE-----------LTAA-----------------EGAVLSLAPLVYQVHW-VRR-A-SS-LSR--I------------KP-------------------------TTLE-----------QT-------GS-----------------------------S------DPDRDAYE---------RFLHL-------------------------PRWG---------------------------------------------------------------------------------------------------------------------RL-VSR-------A-------------RVVESEAIAWW-LFH------------------RWE-----------A-------G----------------AP--------------------RVGTGDL---------------LDGLLAE----------------VPIATD-------------------------------------------------------------------------------LAN-ILGQVVAAM----------RL----------G-----------VD-----EL-------------KHVD---
 WP_161103725.1/276-637          WVTGVRDN-PVWR---MVA---DENGLG-AD-------ELRA-AA-A-SFA---------GE----------LSRSHSAA----RAK-----------FE---------D--------------SP-----------W-CD----PMLAPRTA-ER---LN-FLI------------D------------------Q-LGA-----------D----------------------------------FT-----------LSSA-----------------EAALLTVTPFLHATVH-AIH-L-ARNVLS---------------PPPS-----------------------TWLA--------------------ET-----------------------------E------DDAVQIFA---------QFCR--------------------------DYFS---------------------------------------------------------------------------------------------------------------------RQ-YRR-TETLI---------------DDTARSALNWW-LLQ------------------RMT-----------R-------H----------------DM--------------------QLHPHHVETT------------LTELVGAARIG------------AGYSDA--------DRLVRE-------------------------------------------------------VFER--------L-RLAVLTQAM----------DL----------G-----------PE-----RL-------------AEAE-GA
 WP_033819473.1/105-455          -AELIRRH-PVWA---PVP----PECDD--G-------RLLA-RV-A-EFA---------RR----------LE----LV----RQF-----------SQ---------D--------------DP-----------W-LD----PGLPARHL-DR---VT-TLL------------N------------------W-MA------------P----------------------------------EH-----------CTPA-----------------EAALLTLTPLLDQAYR-STS-A-VRTAAA--V------------GP-------------------------QDLG-----------AS-------AD-----------------------------G------SGEVRGFH---------SYLL---------------------------GYP---------------------------------------------------------------------------------------------------------------------WL-VRR-ARQR--E--LPG--------REPAAREIGWW-LFH------------------RWM-----------A-------E----------------KR--------------------DLPEAA----------------VADLLTA----------------AGADDD---------PALRE-------------------------------------------------------LLRP--------R-RVAGLLHAL----------RL----------G-----------PG-----RL-------------ADDE-AL
 WP_235487767.1/65-409           WVALAEGS-RAWD---HVA----QGCD--AE-------PLRQ-EA-A-AVA---------RR----------LAAVRDEA----AEA-----------LV---------G--------------DP-----------W-HD----EGLAARIA-LR---TD-WLF------------A------------------N-VW-------AAN--G----------------------------------IS-----------VSPV-----------------EAALLSLLPLLHHTRL-ARR-A-AA-QLP--T------------GP-------------------------LDLL-----------PK-------AS-----------------------------A------GADRARYE---------RFLH---------------------------RND---------------------------------------------------------------------------------------------------------------------RL-VRR-ARTL--G---------------GDGGEIGWW-LFH------------------RWL-----------A-------Y----------------DQ--------------------DLAQEPW---------------VSDLLSAA------------------------------GPACE-------------------------------------------------------IFDA--------Q-SLARLLTAP----------DA----------S-----------PH-----EL-------------CGID-GL
 WP_125727504.1/96-430           WANVVLEH-RVWD---HVE----V-----RD-------PFLD-HA-V-AIA---------RE----------LFSLRGET------------------HP---------D--------------DP-----------W-RD----ADFLRRFT-EN---LA-GLV------------T---------------------------------------------------------------------MP-----------LTGA-----------------EAALLTLVPLAYKADT-TRQ-A-EL-MQD--V------------DP-------------------------TNLD-----------QT--------------------------------------G------RPERAGYE---------GFLGQ-------------------------EANQ---------------------------------------------------------------------------------------------------------------------RL-VDR-ARER--E--LPD--------RRPAPMEIGWW-LYH------------------QWL-----------A-------S----------------AS--------------------RAVGGSI---------------FEALAER----------------PQISKD----------RVRV-------------------------------------------------------DLVT----------ILAKLARVL----------HR----------P-----------AD-----EL-------------RTPD-RL
 WP_015624431.1/256-612          WVSMVDSH-PAWE---RVD----LGNSA-HQ-------QLRA-QT-I-QIV---------TS----------LAATCQRN----AES-----------LA---------P--------------DP-----------W-FD----DQFCARMT-AR---LR-WFI------------G------------------N-VL-------NPD--K----------------------------------LG-----------LSTA-----------------EAALLVSFPAIYTTFW-AAN-A-VA-ASS--VL-----------DG-------------------------EPVD-----------PA-------GG------------------------------------PDGKVRFD---------GFVQ---------------------------SHG---------------------------------------------------------------------------------------------------------------------RL-HRR-AQQL--A--EAG--------DAEAAAAIRWW-LFH------------------RWL-----------I-------R----------------QP--------------------SCYQAEA---------------VRSMIGLDRMP------------GPDSPA---------SLAAE-------------------------------------------------------VFNS--------E-RLIALLRAV----------HM----------D-----------IA-----MV-------------VSDD-GD
 NUT17834.1/254-588              -RRAVEDS-PLWT---RAV-----GSDADRM-------AARS-AV-M-RLL---------TV----------CSNRWTAA----QAA-----------LA---------ARADLS---------DP-----------W-TD----TDYPIRFI-AR---LG-DLL------------S----------------------------------D----------------------------------CS-----------LPAG-----------------EVATLLAVPFLREILF-AGG-V-RE-AAA--I------------AP-------------------------ADFR-----------R--------TY-----------------------------A------DGARSDLE---------LTHA---------------------------IHE---------------------------------------------------------------------------------------------------------------------HV-CRR-AEGL--A--KRG--------ARGSHDAVAMW-LVH------------------RWL-----------A-------N----------------RR--------------------TLWRSES---------------AMQLCKQFSSSI-----------IQV--TDGL------RTEAE-----------------------------------------------------------------VAQ-DLRSLLGLA----------GG----------D-----------VD-----PE--------------------
 MBN1174178.1/255-606            -RQHVDDH-EVWA---RTV-----PCEL-TE-------RTRR-GC-A-AVV---------DH----------LSRLRAEA----GRR-----------LG---------K--------------DP-----------W-ID----PGFAHRMS-ER---IR-FLV------------H------------------Q-FLPEPVG-EDAD--Q----------------------------------RR-----------ISAG-----------------EAALLVVTPFVYDTFG-AAM-T-AR-WSH--V------------AP-------------------------HAWN-----------LG-------DR-----------------------------V------GTDADDFW---------RFTE---------------------------QYG---------------------------------------------------------------------------------------------------------------------RL-CRR-VA----A--AQD--------RETAAAGIGWW-LLH------------------QWV-----------R-------R----------------KA--------------------LKDPLNL---------------LSELLE------------------PVSDD---------PVLGA-------------------------------------------------------VLRA--------D-LVSELLQTM----------SA----------A-----------PG-----FL-------------MRTD-RP
 SCG03174.1/117-481              WARLVETS-AVWN---YAS----ED-FD-HL-------PLKE-QA-V-TAA---------LR----------LAALRDEA----ESE-----------LT---------E--------------DP-----------W-WD----GQLAQRIS-KS---LL-LAL------------K------------------TARK-------QQDSTP----------------------------------VS-----------LVPG-----------------EAALLALLPLLHHVST-ALL-A-AR-LRT--V------------GP-------------------------ADLGQPTSDD----RPE-------RA-----------------------------D------TPERGWFA---------GFVRR-------------------------QGYD---------------------------------------------------------------------------------------------------------------------RL-VRR-ANLP--A--LQG--------RDGGRAQIGWW-LFH------------------QWL-----------A-------Q----------------DG--------------------LLDHTKT---------------VRTMLSA----------------AGRGDD---------SAIWQ-------------------------------------------------------VLGE--------L-RVARLLGTP----------RL----------K-----------LN-----EL-------------CDST-SG
 EWC59382.1/53-391               -SEAAHNA-PPWN---HVR-------AD-AT-------DLRN-KV-A-VAA---------GV----------LSDHRDAA----AAA-----------LP---------G--------------DP-----------W-YE----PDFPLRVL-DN---TA-WLL------------G------------------D-AG------------E----------------------------------VE-----------LHPV-----------------EAALFTLVPLIHHVHH-LRV-A-AA-LVG--V------------EP-------------------------WNPR-----------ST---------------------------------------------AGVRASFQ---------ESAD---------------------------HHP---------------------------------------------------------------------------------------------------------------------AL-VDR-ARR-----------------SPAEGAAIGWW-LFH------------------RWI-----------V-------R----------------RN--------------------LTGGAASPAD------SVTVPTVADLCDP-------------------------------LGLPS-------------------------------------------------------VADP--------R-RIARVLPGL----------RR----------G-----------PG-----V--------------CGDE-FL
 WP_030460170.1/61-373           WARLVAES-AVWS---RLR----PG-SE-AE-------PWKR-QA-V-RAA---------TE----------LACFRDGL----APL-----------LA---------D--------------DP-----------W-QD----PDVVRRFV-RA---VG-RLL------------G------------------E-PG------------D----------------------------------GF-----------LYPA-----------------EAAVLVLLPMVYRVRA-LQL-A-C----G--E------------RP----------------------------------------------------------------------------------------------E---------RYGE---------------------------EHR---------------------------------------------------------------------------------------------------------------------QL-ADR-AR---------T--------EP----ALAHW-LWH------------------RHL-----------A-------R----------------HA--------------------DLAEPAA---------------VTALLAA----------------L--PGA----------ELRA-------------------------------------------------------ALTP--------L-TVRTALGGL----------RR----------G-----------AG------V-------------ANRE-FL
 WP_103780410.1/245-642          WTRAMHGS-ELWH---RID----TGQDVNTG-------RLKD-AL-S-ALI---------DK----------VLAVRRAAG--RPGK-----------AG---------A--------------DP-----------W-EN----PRYPERVL-TQ---LD-RLV------------P------------------------------VG--E----------------------------------GT-----------LSPL-----------------EAVTLLATPFVREAAV-ACG-R-RA-LAE--LYPP-----HGPLDP-------------------------DTPPAG---------AQGIK----D--------------------------------------HLRQDMA---------DVRK---------------------------AYG---------------------------------------------------------------------------------------------------------------------QI-DTR-RRRL--A--ASG--------CTDAAVAAEQW-LRH------------------RLL-----------A-------D----------------WD--------------------QLWEQLTDPA----GAGRPLGALDSLAQVAELLT-----------DAAGRAAGLGS-RPSPTSRE----------------------------------------------------------------RLRS-AVLQVVTQM----------RG----------R-----------PG-----DT------------------AP
 MYR45443.1/262-591              ---LLSEH-AVWD---RAD-----TR---GQ-------RLKQ-PA-E-TVA---------RM----------ISEQLEEE----RRR-----------LA---------D--------------HP-----------W-ID----WEADQRAS-HW---LS-LLI------------G------------------R-YFA-----------D----------------------------------SR-----------FSEA-----------------EVAFLTLAPTLYHLQR-VHN-A-QL------T------------ER--------------------------ELQ-----------RF-------------------------------------------------DDQD---------EDWA---------------------------DYS---------------------------------------------------------------------------------------------------------------------SL-LQR-VTPD--RRPAP---------RSRDVRTVRLW-LLQ------------------QRR-----------S-------Q----------------LS--------------------MASDRLSDG-------------TLEAWRQV---------------SKSSPS---------SLLPE-------------------------------------------------------LLDV--------K-LLSWLFQAM----------QH----------G-----------GS-----IL-------------ASPP-P-
 WP_043723019.1/43-345           WARLVDDS-KAWR----------------SG-------QDRT-SA-V-AVA---------SH----------LAGV--------CLD-----------LP---------G--------------DP-----------W-LD----RGLAERFT-KR---VS-WLT------------L------------------K-LG-----------------------------------------------IE-----------FDAA-----------------EATLLTLIPLLHQVLW-TRA-A-AE-RLD--G------------PP--------------------------------------------------------------------------------P-----------------------EFYR---------------------------DHG---------------------------------------------------------------------------------------------------------------------RL-AAR----------------------MDGHDEVRWW-LFH------------------RWL-----------W-------L----------------RA--------------------EVLKPES---------------IAGLLTG-------------------------------ADLPP-------------------------------------------------------VLTA--------D-RVSGLLQGL----------RI----------E-----------PN-----VL-------------CGKQ-RL
 KPI09971.1/282-638              -PEAVARH-QVWACTDRTS----TDRREAVT-------AVKA-AC-R-ALA---------AH----------FGRIRDRA----EAD-----------LA---------D--------------DP-----------W-YD----RELAERTA-DR---LG-FLL------------R------------------R-LP------------DG---------------------------------TR-----------LSPT-----------------EAGVLALLPFAAQAHW-ARL-A-TR-DGG---------------AP---------------------------------------------------------------------------------------DLPEAELD---------DFLQ---------------------------AFP---------------------------------------------------------------------------------------------------------------------RL-RRR-LHVL--K--QNG---------SPAVRDIRRW-GHH------------------RWL-----------V-------Q----------------RR--------------------DAFDPAVLG-------------CDTALAE------PGWIPRRGLHWTAANL---------AWIRE-------------------------------------------------------ELTA--------E-HLTAHLKEQ----------RM----------A-----------PA-----AA-------------PGTV-RS
 WP_081975974.1/253-594          WRRVIENT-PLWN---RCV------QDATSG-------QARE-AV-L-RVV---------DQ----------CAKQWLEA----QEF-----------LT---------ARAQIV---------DP-----------W-TA----QDYPVRVL-AA---VD-QCL------------P------------------C---------------E----------------------------------AQ-----------MTAV-----------------ELAALISAPFLREAAL-SAG-I-RL-AAT--I------------AP-------------------------TDFT-----------R--------TF-----------------------------H------DGARSDLE---------TTHA---------------------------IYE---------------------------------------------------------------------------------------------------------------------HV-CRR-AEGL--A--RRK--------RTEPRDALGMW-LVH------------------QWL-----------A-------V----------------RP--------------------SLSAEPS---------------VDQLCGQLARA------------ATGWGTVSL-------TENE-----------------------------------------------------------------LCS-TIHTLIECV----------DA----------S-----------AD-----DQ--------------------
 WP_110626724.1/282-644          WVRLVTEH-KVWS---LVP----EAQPAILA-------SLKE-RC-A-AIA---------AR----------LAAANERD----EPL-----------LA---------G--------------DP-----------W-HD----PLHARRTS-QQ---LA-QLV------------T------------------G-AP------SERPEPL----------------------------------TD-----------LQPT-----------------EAALLALLPFLTHTVE-VGI-A-AA-EVS--A-------------------------------L---------------------------------------------------------------------QEEPPQFT---------TFTE---------------------------RYP---------------------------------------------------------------------------------------------------------------------RE-RRR-MEQA--R--RAG--------NAGAVRDIRWW-LFH------------------RWL-----------L-------H----------------RG--------------------ESYHPSV---------------VTPLLPAAEHP-G-------GTGAGAADG----------WVDE-------------------------------------------------------ALGH--------D-RLLRLVNEL----------RV----------S-----------PF-----SL-------------LREG-TP
 WP_055525479.1/253-608          WREDVEKA-PLWS----AG----PGEDGPDS-------AMRE-RI-A-EFA---------RA----------CAISVLKD----RRR-----------FD------------------------DP-----------W-ND----PGLPTRTVRRV---MP-ELL------------R------------------G---------------G----------------------------------SD-----------RSPV-----------------ETGLLAALPFLREAMW-ARK-L-SR-LAD--A------------DP-------------------------FDLD-----------PVGP----DSN-----------------------------R------SKMRTELQ---------YVHE---------------------------SHP---------------------------------------------------------------------------------------------------------------------QL-LRK-ARGH--G--RRG--------ETESHRALAAW-LAH------------------RWV-----------A-------E----------------QL--------------------VDLPDSG---------------GQELIGLLARAL-----------LGPGQDHEEQ---LNEVYWL-----------------------------------------------------------------LAN-SIRFLADDPVDLPSYNRHLAG----------A-----------PT-----AL--------------------
 WP_175541503.1/265-635          WVRVAREH-QAWA---LAA-----GRRG-LE-------VTRD-AT-V-RMV---------GR----------LAELRDGP----AAA-----------TA---------G--------------NP-----------W-YD----GALAERTA-DR---LQ-FLL------------T------------------P-RLSDVAPDPGGP--G----------------------------------IE-----------LSPA-----------------EASLLVLSPFLDHLLG-LRR-L-AA-ELP--P------------GPAAD-------------WLSPPGSARGGVQ-----------AG-------E-------------------------------------DPLTPGFR---------RYVR---------------------------GNP---------------------------------------------------------------------------------------------------------------------RL-TRR-AVWA--R--TGG--------DIEGAAAIGWW-ACA------------------HWA-----------D-------R----------------TL--------------------SAVLGDE---------------AGKLLHEVSDA------------AEHAGS---------ALLRQ-------------------------------------------------------TLDP--------G-RIARLLRAT----------RE----------G-----------TR-----FL-------------TG-----
 WP_184901896.1/109-446          WVDLAGKH-RAWQ---FAD---------ESD-------SLRP-ET-E-ALA---------QR----------LADRRATA----ERR-----------LA---------G--------------DP-----------W-HD----RGLPERVL-AY---AD-DLL------------Q------------------R-CN-------ADG--T----------------------------------FR-----------LSPT-----------------EAALVVLTPMLHHVVS-LET-A-AE-FAD--V------------EP-------------------------TNLE-----------QT-------AA----------------------------VP------GSPRSGYE---------RFLAS-------------------------NPHQ---------------------------------------------------------------------------------------------------------------------RL-VTR-ACLP--H--IEG--------RETQSEEIGWW-LYH------------------RWL-----------A-------G----------------YA--------------------PRAEANP---------------VGGLV---------------------EDG----------RLHR-------------------------------------------------------VLAG----------PLAHLIRLF----------RL----------P-----------PS-----DL-------------RNPA-RD
 WP_049650516.1/257-616          -REVVHAP-ELWS---RIP----ASDQCLVP-------RFQE-QL-T-ALA---------AE----------TARDVHRA----QTR-----------LP------------------------DP-----------W-AD----DDFPVRLLRLR---IP-QLL------------G------------------E---------------K----------------------------------TE-----------LSAL-----------------EVTALIAGVFLHEAAW-ADR-L-SQ-AYE--V------------GP-------------------------YFVR-----------PE-------KD-----------------------------G------DSLRSHYE---------QIVK---------------------------HYP---------------------------------------------------------------------------------------------------------------------QI-AEV-LSQT--YLWYTD--------PPAEKHAVALW-LTH------------------RWI-----------A-------D----------------RF--------------------ETDDQPV---------------PVERADRFAARL-----------MAADEAASA---GRTDRVRE-----------------------------------------------------------------LSS-ALQLIAAGP----------TL----------G----------LPF-----DQ------------------SA
 WP_019925848.1/54-416           WRNEIRAH-PIWT---RTA----EGAAD-------------P-EV-V-EFV---------GG----------LAHLAAAR----ERQ-----------AA---------G--------------DP-----------W-WD----AELPERVG-RR---AG-FLA------------R------------------T-VF------AESP--D----------------------------------DR-----------PTRL-----------------EAGLLAAFPFVHRVFR-LYW-I-AA-CRA--VPDD-------RGDP-------------------------EGVA-----------PQ-------PQ-----------------------------PEGE-TGTFAAREFR---------NFAR---------------------------TFP---------------------------------------------------------------------------------------------------------------------RL-YRR-AWDETTS--APK--------DEPAAEAIRWW-IFH------------------RWL-----------A-------R----------------QP--------------------GIYEPRQ---------------VARALD-----------------LDPAGT--------ILGLPA-------------------------------------------------------APVV--------A-QLAGLLRLH----------RY----------G-----------AD-----QA-------------TDFD-AG
 WP_221327876.1/248-589          WHDAVAES-PLWA---RSS-----ADAETTA-------VTRE-VV-L-QVI---------AD----------CAEIWREG----RQR-----------LQ---------DEAALA---------DP-----------W-ST----PDHAVRVL-DR---LT-QLL------------P------------------E---------------G----------------------------------AQ-----------LTVT-----------------ELAAAVSAPFLREVML-SAG-L-KI-AAG--I------------NP-------------------------QTFA-----------M--------KY-----------------------------S------QRARRDLE---------ITHD---------------------------QHE---------------------------------------------------------------------------------------------------------------------HV-WRR-AEGL--G--KRG--------RIDVRDTLAMW-LVH------------------RWL-----------G-------S----------------RP--------------------TLAEEDE---------------VNRLIEKIGEV------------VCA-GPGP--------TRRE-----------------------------------------------------------------LPS-QFRVLLHCA----------DG----------G-----------KT-----ND--------------------
 WP_190500798.1/269-636          WRVEVLHS-PLWS---EEN----TDTDGAIA-------ELKQ-QV-Y-RIV---------TA----------CWQQWSLA----HEK-----------FQ---------Q--------------DP-----------W-RD----ELYPIRIL-KA---LE-LLV------------L------------------Q----------SDP--P----------------------------------TE-----------LTPV-----------------EKALIIAAPFVCEAVL-ANA-L-VQ-AVEFKL------------DP-------------------------LSLD-----------EN-------NP-----------------------------A------IGFQIALG---------KVHR---------------------------LHQ---------------------------------------------------------------------------------------------------------------------RL-VTK-AQQF--T--KQG--------CVTECEAVKSW-LLY------------------RCL-----------L-------R----------------TP--------------------EIWQ-------FQLAGGYLSVNFANALEE----------------AIRSKF---------GFGTT-------------------------------------------------------TLSPP----IPLE-ILTDLGRSL----------LA----------E-----------PE-----SI-------------DRYA-AK
 WP_121675385.1/259-618          WVIAAESH-PAWE---KIA----DNRHG-PS-------KLRE-RT-I-QLV---------AH----------LAASYDADG--RADV-----------GD---------I--------------DP-----------W-QD----SHLAVRMT-AR---IR-WFL------------A------------------H-VL-------NPD--K----------------------------------LT-----------LSAA-----------------EAAYLVLIPFIHAALW-SRN-V-VR-IAA--VV-----------RP-------------------------GSLA-----------QD-------DG------------------------------------PDLSARFE---------NFAE---------------------------TYS---------------------------------------------------------------------------------------------------------------------RL-MRR-ARQL--A--RKG--------DGVGVNAIRWW-IFH------------------RWL-----------A-------R----------------NP--------------------SCYDDEL---------------VRNLVSPVYEW------------ERADGE---------RFLTE-------------------------------------------------------VLTP--------Q-NVATTLRSV----------RA----------D-----------MA-----SL-------------TIGA-DE
 WP_131741023.1/104-456          WARLVGDH-VAWT---LTD----PGQD--VS-------GLDD-AA-A-AVA---------ER----------LGALSDEA----EAA-----------LA---------G--------------DP-----------W-LD----SGFADRFA-AQ---TE-RLL------------R------------------T-MP-------TPDL------------------------------------RD-----------LSPA-----------------EAVLLTLVPLLQHAHV-ART-L-AG-LRE--I------------DP-------------------------HDLT------------L-------DG-----------------------------G------GGPRRDYE---------VFLS---------------------------GQR---------------------------------------------------------------------------------------------------------------------EH-VDR-ATAP--D--LPG--------RASAGTEIGWW-LFH------------------RWT-----------A-------R----------------GG--------------------RTYRLGA---------------VRDLVGA----------------AEITDS----------RLRDG------------------------------------------------------VLEP--------R-TVRRIMIGL----------RL----------G-----------PA-----EL-------------GDPD-RA
 WP_037270304.1/247-542          -IVAARNH-KAWE---VSG-------------------ELLD-DT-V-DLV---------GD----------IAISA----------------------G---------D--------------DP-----------W-HDH---HTFALRFS-AK---VG-WLI------------S------------------K-VL-------RVS--E----------------------------------LQ-----------LSPA-----------------DAALLVAFPFLHQAYW-ARL-A-AE-T-----------------------------------------------------------------------------------------------------------CESPDFE---------RFRA---------------------------GYP---------------------------------------------------------------------------------------------------------------------RL-ERR-IT-------ASG--------D----QNITRW-LFH------------------RWL-----------I-------T----------------RP--------------------ESYSAAR---------------LPEL------------------------D---------GLPGE-------------------------------------------------------VFAP--------E-RLMQMFRAV----------RM----------D-----------PT-----IL-------------D------
 WP_051827635.1/127-474          -RKEVAKS-LVWQ---CLK----SGDEDQTS-------ALRQ-QA-E-DIA---------DR----------LSELYDEV----RHS-----------LA---------D--------------DP-----------W-HD----VHLARRTS-HR---AN-RLI------------D------------------L-LR-------KDR--E----------------------------------GF-----------LTPA-----------------EAALIALLPFLYQVHR-SRT-A-AE-LSH--V------------EP-------------------------TDLG-----------QR-------TA-----------------------------P------DEDRRMYE---------VLVR---------------------------GHE---------------------------------------------------------------------------------------------------------------------RL-VRR-AELG--G--LKD--------RRDGRPEIGWW-LFH------------------QWA-----------------------------------------------------------DQQPGR---------------LANLLSA----------------VVTPSAG-------LGELDV-------------------------------------------------------VLDP--------E-LLSRLLACA----------QA----------G-----------PG-----EL-------------FDPA-RA
 MBF0310456.1/167-488            WGTALWNN-TLWPEH-PVS-------------------RLQR-QV-S-QFG---------EY----------CYHILTTST--FAPA-----------TP------------------------NP-----------W-RD----NEWPIRAI-ER---VE-RLS------------K------------------Q--------------TG----------------------------------RS-----------WCDA-----------------EVALLLLAPVLRHTAL-A---L-AE-SAA-WV------------KI-------------------------AHLTTD---------TA-------DG----------------------------LQ------EPAERAFG---------KQLA---------------------------RKP---------------------------------------------------------------------------------------------------------------------QL-QRK-LQRL--S--ESN--------HTREADWLRHW-LLH------------------QSL-----------L-------R----------------ES--------------------PLWDLNSPLLPL-----EWQEHVWNLLEQIDPKK---------------------------------I----------------------------------------------------LFSR-----QDKS-SPFRLARSL----------SF----------T-----------ES-----NL--------------EAE-TA
 WP_088575546.1/276-604          ----LRDH-AVWT---QLTGQP-------DQ-------QMYR-DA-E-MVT---------VA----------LGERLAKQ----RRE-----------QA---------D--------------DP-----------W-LD----WEADQRAS-RW---VS-FLI------------R------------------K-FLP-----------D----------------------------------ER-----------FSAA-----------------EAVTISLAPMIHHAYR-VQR-S-KE------LDFR-------LGQP-------------------------------------------------------------------------------------------ADAT---------DPWD---------------------------KYT---------------------------------------------------------------------------------------------------------------------QL-LHR-TAPD--REPRP---------RSQDHRTVRAW-ILH------------------QEF-----------Y-------R----------------LG--------------------EDTRSPLDG-------------LTELVNQA---------------FKDTWD-----------LAE-------------------------------------------------------VLDA--------E-LLAWIFRAM----------QY----------G-----------GS-----VL-------------GEYA---
 WP_133906923.1/117-460          --TRLIEH-EVWR---AVR----------TDGVP----SMGD-HA-V-AVA---------RR----------LVELQGEA----EPI-----------LA---------D--------------DR-----------W-HD----LDFASRMS-ER---MA-DLV------------T------------------S-LK------------D----------------------------------LD-----------LSAA-----------------EAALLVLAPFACQADA-TLR-A-AR-MIG--A------------RP-------------------------ADLV-----------TE-------PR-----------------------------P-GE---DPNRVDYM---------AFLR---------------------------REPC-------------------------------------------------------------------------------------------------------------------RRL-VRR-ANGQ--A--TFN--------GAQASGEIGWW-LYH------------------YWL-----------G-------S--------------------------------------RRSTEPV---------------FRALLDD----------------PAIGTD----------STRR-------------------------------------------------------LLVE----------LLDPLLRVV----------RV----------S-----------PE-----QL-------------RSLD-QL
 WP_091103775.1/251-593          WRRAVEST-RLWN---RAH-----TDLRDVS-------AVRD-AV-K-DIV---------DK----------CARRCGEA----RTE-----------LM---------KCAGIN---------DP-----------W-TD----QNYPVRVL-DR---VP-LLL------------A------------------E---------------S----------------------------------VE-----------LSLA-----------------EVAMLVSAPFLRERVI-AEG-V-RQ-AAR--I------------AP-------------------------TAFE-----------R--------TY-----------------------------I------SGPRSDLE---------VTHE---------------------------MHQ---------------------------------------------------------------------------------------------------------------------HL-VQR-AEGL--T--ARG--------ENEARDALAMW-LVH------------------QWL-----------A-------A----------------GS--------------------SLWRGPD---------------AKRAYHEAASL-----------------LDGLC---SATTSGE-----------------------------------------------------------------LVK-LVEAIVRTV----------GA----------D-----------PV-----DH--------------------
 AKJ07296.1/382-729              -REAAEDA-TLWK---TAS----GHAAA-LK-------PLRQ-LA-G-EMA---------EV----------CWKTWGEA----DVA-----------LA---------E--------------DP-----------W-RD----DQYPLRVL-ER---LE-RFV------------G------------------N----Q----------P----------------------------------GC-----------LSPV-----------------EVLALVLAPFVREAVR-SCG-V-QW-MVG--V------------EP-------------------------ERLT-----------YT-------SA-----------------------------S------TEPRNTLE---------QSHL---------------------------ARP---------------------------------------------------------------------------------------------------------------------DL-VRR-AERL--A--GP------------ERRSLVLW-MMH------------------RAF-----------D-------R----------------MG--------------------ALWNPPP----WPTGLRQLEFSLGGLMKRRGAA---------------------------------------------------------------------------------------GLTW--------S-RLTTLSRCI----------GA----------G-----------LD-----LL-------------EAEE-GP
 MBE8523800.1/121-457            WEEVVRSA-KIWP---DAD--------D-AV-------ELRW-QA-L-AAL---------RQ----------LEGERRKAV---EAV-----------LA---------D--------------DP-----------W-LD----EELPERTV-QR---VG-ELV------------G------------------Y-LS------GGGT--P----------------------------------IE-----------FSAA-----------------EAFLLTVAPLLYHARW-AQT-A-GKAHVD--V------------DP-------------------------ARLD-----------RH-------PD------------------------------------REAEPDFD---------FFLSG-------------------------GQQQ---------------------------------------------------------------------------------------------------------------------RL-VER-ARRI-LE-------------ENPDRRAICWW-LFH------------------RWL-----------D-------Q----------------SA--------------------SGQPPAG---------------SLGLESPQVT----------------------------------------------------------------------------------------ALEQ----------QLKQLLQVF----------RL----------S-----------PG-----EL-------------KDWR---
 WP_171114306.1/256-578          -----VNH-HAWK---LTR-----ASYD-TR-------RFQH-EV-K-HVA---------ST----------LDKNFHEE----RKL-----------LA---------T--------------DS-----------W-ID----WQSHYRSS-AH---VE-KLL------------Q------------------W-LPA-----------G----------------------------------FT-----------LTAT-----------------EAAILSLVQHLYHGFR-VRL-A-RR------V------------DQ--------------------------ALR-----------RS---------------------------------------------TTVLSGAH---------GAWT---------------------------QYP---------------------------------------------------------------------------------------------------------------------HL-QRL-TDVR--LDPKR---------GNRNRHVAEAW-VLH------------------QFL-----------A-------R----------------PG--------------------DAHKY-EDE-------------LLNYLDSA---------------LAGTDD-----------LAE-------------------------------------------------------VLSV--------D-AVSWLFRAM----------FH----------G-----------GS-----TL-------------AESP-E-
 WP_179051001.1/268-623          -YAEVLKS-NLWN---------NHSSDTHVA-------EYKK-SV-G-EIV---------NL----------CWQQWEKA----GKA-----------FE---------Q--------------DP-----------W-RD----ERFAIRIL-KA---LE-LLL------------N-----------------------------SVP--S----------------------------------IN-----------LSLC-----------------EIALIITAPFIYEAVL-ATG-L-VK-VAESNL------------DI-------------------------LSID-----------KN-------KS----------------------------LS------GGFQIAIE---------KVNR---------------------------IQH---------------------------------------------------------------------------------------------------------------------RI-VRK-ARQF--R--DKG--------LTNQCEALKAW-LLY------------------RSL-----------L-------L----------------TP--------------------EVWKDDRE--------GYLFKFSRDLFDI----------------HDKSEL---------PGIKTG------------------------------------------------------GFGI----------VLLNLANSI----------IL----------E-----------PK-----SI-------------DKYE-SP
 WP_173315153.1/263-592          --RLVRGH-PVWD---KVA-----DQQE-AE-------EWRT-QA-E-TVV---------RT----------LDRELVCE----REK-----------LR---------D--------------DP-----------W-LD----WESDLRAS-AR---LA-ELV------------E------------------R--TE-----------V----------------------------------AA-----------FTPA-----------------EAALLAVVPALYFGFR-VRL-A-AR------A------------DY-------------------------------------------------------------------------------------------RDLR---------TEWD---------------------------QYP---------------------------------------------------------------------------------------------------------------------RL-QRQ-TDPRGGTDGPRGDRQGVAGASRRDRGVAEAW-VLH------------------QTR-----------C-------D----------------PG--------------------NAHDR-SDD-------------LVRFLQSM---------------LAGTDE-----------LEE-------------------------------------------------------EFSP--------P-LVSWLFRAM----------RH----------G-----------AG-----VL-------------AEPP-VL
 WP_037819918.1/272-618          WIRSIEKH-QVWH---RTP-----EGHA-RQ-------LLQQ-SC-V-VLA---------GR----------LASVYEDA----TRN-----------LD---------N--------------DP-----------W-YD----TQLAGRTH-DR---LG-FLV------------G------------------R-LGP-----------D----------------------------------EF-----------LSQT-----------------EAALALLLPLVEQTFW-AQE-I-SQ-RRS--LL-----------TD----------------------------------------AG-------AT-----------------------------A------APEHARFH---------KFAQ---------------------------RFP---------------------------------------------------------------------------------------------------------------------RL-KRR-LLTL--Q--HEK-------TAAESVERIRWW-LFH------------------RWL-----------I-------Q----------------QP--------------------ELYAAES---------------LKALLGDAMTG--------------PDQP---------AWVAD-------------------------------------------------------ALSA--------N-RLIRLLKEH----------RT----------A-----------PF-----STRRLTD--------PAPR-TD
 WP_099968874.1/273-647          WAEMVTKS-TLWE---HTT-----GSDAVHD-------RVKA-GL-A-NLA---------EY----------VGRNVGQS-----RA-----------RQ---------D--------------DP-----------W-RD----QTYPARFE-RR---LV-GLI------------E------------------R-IQ------RNES--R----------------------------------AL-----------LSPA-----------------ETAVLLAAPLVHEDIT-AVA-L-EE-LRQ--VL---------DEGR-------------------------LD-----------------------E----------------------------HG------ALVAAAVE---------DVRR---------------------------AHK---------------------------------------------------------------------------------------------------------------------QV-QGT-FETL--R--GRG--------LVAEAWATEHW-LRH------------------RFI-----------A-------D----------------WD--------------------PLWERTGDYR-----------SVDILLCKLARII-----------ADSADDLPPG--GHSEQSLL----------------------------------------------------------------RIDG-QIRQVLGHL----------TV----------E-----------PG-----DRPRI----------ND-A-GS
 WP_143047129.1/54-402           WAQLVEKS-QAWH---HVD-------DEYAE-------TLRS-AA---AIA---------AK----------LAAIRDTA----EAV-----------VS---------A--------------DP-----------W-ID----RTFAERVS-KR---MG-WAL------------K------------------KWLAK-----------D----------------------------------LR-----------LSAA-----------------EAALLTLVPLVQHTLW-VAT-A-AS-LSS--V------------EP-------------------------TTLT-----------GH-------KT-----------------------------P------SESRAEFE---------AFVS---------------------------GFP---------------------------------------------------------------------------------------------------------------------RL-VGR-AELP--Q--LPD--------RTSARVEIGWW-LFH------------------HWL-----------A-------K----------------RM--------------------ALLQPHM---------------IGDLLAE----------------AGVHDD----------RMRQ-------------------------------------------------------ILDP--------A-SLCEILVGL----------RL----------E-----------PS-----AL-------------CDKT-RL
 KKZ71520.1/9-316                ----------------------------------------------------------------------------RADA----RAR-----------DG---------E--------------DP-----------W-DD----PGLPARFL-EQ---VE-WLL------------G------------------E-PG-------QGP--D----------------------------------LD-----------LYPA-----------------EAALLALFPFLYRAHC-LLR-V-EQ-LAA--V------------RP-------------------------WSLA-----------PV-------AE-----------------------------P------SADRRSFE---------VFTE---------------------------GDQ---------------------------------------------------------------------------------------------------------------------AL-VQR-AR-R----------------APGAEPAVGWW-LFH------------------RWL-----------A-------Q----------------QR--------------------EFAGPDP---------------VRRLLDE----------------LGEAAE----------GLGE-------------------------------------------------------ALAP--------R-RVTALLHGL----------RR----------G-----------PD------V-------------CHPE-FL
 WP_169516339.1/248-625          WRDRAAAH-AVWD---LVRPVPDSGRPG-VDGLPGLAVLLRD-AV-A-ECA---------GT----------WSRRYEEL----RLD-----------LS---------D--------------DP-----------W-WD----DEHAIRMH-DR---LS-WVV------------K------------------N-VL-NPGKLAEDD--K----------------------------------PP-----------LSPA-----------------EAAVLVLLPFAQQLHR-AQC-A-VS-FRS--VL-----------DDQ--------------------------------------------------------------------------------------GDEAADFR---------RFVG---------------------------GEA---------------------------------------------------------------------------------------------------------------------RI-RRR-LARL--D--KPD--------DQPFARAVRWG-AYH------------------RWL-----------S-------Q----------------RP--------------------QVFRAPV---------------VAECVLGVLDA------------PDGDAA---------ELLRE-------------------------------------------------------VITD--------A-RLARLLRAL----------RT----------E-----------PE-----AAGSSASAASAADALAGTE-IP
 WP_192883628.1/273-662          WTEAVEKS-ALWD---VTA-----DAGSVRE-------PVLD-RL-R-HLV---------RL----------VVGLRTDT-----LA-----------RH---------P--------------DP-----------W-DD----PRYPERLI-GQ---LG-ELA------------V------------------Q-AG------L-RE--D----------------------------------ER-----------LSPP-----------------ETAALLAAPIVHEGIV-ALL-M-DE-LGA--LPRE-----DADRGA-------------------------ADGATA---------PDGREPGGLDA----------------------------HA------QLVRSELR---------DMGR---------------------------AHH---------------------------------------------------------------------------------------------------------------------LV-RRT-AATL--R--ERG--------QLAAARAADQW-LRH------------------RFV-----------A-------D----------------WD--------------------LVWECTGQYP-----------SAEKLFDVAVSAV-----------LAATPAPGWC--GPVAQSRE----------------------------------------------------------------EISS-QLRQVLGHV----------SV----------R-----------PG-----GSPRI----------NDPD-AP
 GIE87618.1/260-607              WRDAITAS-ALWG---PDR----AAVQ---A-------EIDA-AV---AIA---------TE----------VWKLWQGN----VDV-----------LP---------D--------------DP-----------W-RD----ADHYRRCV-AA---LD-LLV-------------------------------------------PP--G----------------------------------VD-----------LSPA-----------------EILLLLTAPLLAEAMH-AAG-I-DE-LAK--H------------RP-------------------------LDLA-----------PG-------LS-----------------------------D------EPTRRELE---------AVHS---------------------------AHA---------------------------------------------------------------------------------------------------------------------RV-WQK-ATAL--A--EP---------RPADADALALW-LAH------------------RCV-----------F-------R----------------QV--------------------GLWQRKPV--------TALSARLAEVVEKR---------------QGFRAE---------QA----------------------------------------------------------------------A-VIRGAASML----------GA----------G-----------AE-----DL-------------TVFL-SG
 WP_158923531.1/105-456          -LRAAEGS-QAWK---RVA----PEWADQAG-------ALRD-HT-L-EVV---------NG----------LAELLDTK----GEM-----------LL---------R--------------DP-----------W-YD----PYLPVRTL-VR---AD-RPL------------E------------------R-IK-------LRL--D----------------------------------GT-----------LAPA-----------------EAALIVLLPFLYQVRL-AWT-V-DQ-LHH--V------------DP-------------------------TDLD-----------DR-------VR-----------------------------P-----GDTERSGYA---------AVLR---------------------------DHK---------------------------------------------------------------------------------------------------------------------QL-IRQ-ARRG-DS--LPD--------RSDGRQEAGWW-LFH------------------QWV-----------R-------------------------P--------------------QTRQPGR---------------LDDVLDA----------------LGVVA----------DVMRP-------------------------------------------------------VLAP--------S-LLGRLLSCA----------HR----------R-----------PR-----EL-------------FGTK-QE
 WP_231447650.1/285-600          WRNAASNT-DLWK---RTA-----LPAPAVE-------EIKR-AV-Q-ATV---------GS----------CAERWSRS----QER-----------FK---------LRSGMK---------DE-----------W-SD----QNYPVRVL-GA---LE-ACL------------P------------------Q---------------T----------------------------------AL-----------LSGL-----------------ELAAVISAPFIREVTL-GNG-L-VD-AGE--I------------SP-------------------------DDFT-----------R--------RY-----------------------------D------EGARHDLE---------LTHG---------------------------LHE---------------------------------------------------------------------------------------------------------------------HV-RRR-AEGL--A--KRD--------HLVARDALALW-LVH------------------RWL-----------A-------E----------------RP--------------------APAKDAT---------------VQALCKDLVTK------------VSATAPGA-------VSGHE-----------------------------------------------------------------TAL-MFQVLSQCV----------DA----------D-----------PT-----DS--------------------
 WP_099970469.1/54-405           -AREVADS-PLWQ---RLP----PT-RD-AA-------PFRA-AA-R-DIA---------AA----------LAALHDET----EWE-----------AT---------G--------------DP-----------W-WD----RSFPTRFH-GQ---LS-QLL------------C------------------A-----------EDAPD----------------------------------GD-----------VHPA-----------------EILLLTLAPYLSQTLW-ART-A-AD-RVG--V------------DP-------------------------TDLR------------L-------TG-----------------------------V------GGDRGDFE---------RFFDR--------------------------GHE---------------------------------------------------------------------------------------------------------------------RL-VRR-ARL---E--LPE--------RRGAESDIGWW-LFH------------------QWV-----------D-------H----------------GL--------------------RGTQDHWTA-------------YADLLDR----------------LPLPDA----------VPNA-------------------------------------------------------LFNR--------R-RTGQLLYGL----------RL----------S-----------LG-----ET-------------CRHE-RL
 WP_123667770.1/251-594          WRRAIEST-PLWN---RAV-----CSDADTA-------RVRE-AV-I-RVV---------ET----------CADDCMRA----TDV-----------LA---------KRAHLA---------DP-----------W-SS----HGYPTRIL-DA---LD-LCL------------A------------------G---------------D----------------------------------AR-----------LTAR-----------------EIGLLVAVPFLREAVM-AAG-V-RE-AAA--I------------GP-------------------------TDFE-----------R--------HF-----------------------------S------EGLRDDLE---------LTHA---------------------------MHE---------------------------------------------------------------------------------------------------------------------HV-CRR-AEGL--V--RRG--------RADARDALAMW-LVH------------------RWL-----------V-------A----------------RP--------------------RLWDGPA---------------AQEVSGRLATAL-----------PDARGTAG-------LTARE-----------------------------------------------------------------LAD-VARVLMHAV----------GT----------G-----------AD-----DQ--------------------
 WP_205018404.1/256-571          ---------GVWR---RAEGS--------VA-------QLRE-ET-E-YVA---------QG----------LARRLEDD----RKP-----------LA---------D--------------DP-----------W-VD----WESGRRAA-AR---LE-QLV------------D------------------A-MP------------D----------------------------------AR-----------FTPR-----------------ETAVLVMAPALYHGFR-LSR-A-VD-AVG--LT-----------KP---------------------------------------------------------------------------------------SRAHSKVK---------AAWE---------------------------RYP---------------------------------------------------------------------------------------------------------------------RL-DQQ-TTLR--NDPRR---------SDRDRYIAQAW-VVH------------------RSE-----------V-------R----------------MA--------------------SARDFGVK--------------LRDYIET----------------VAGTEQ-----------LSE-------------------------------------------------------ILHI--------D-LVAWLFRAM----------QE----------G-----------AG-----VL-------------AEPP---
 WP_193990176.1/261-621          WTDAVLQS-SLWP---ETG----IHDCCPAN-------ALKN-EV-S-RVV---------GV----------CWQQWQAA----IRA-----------FP---------D--------------DA-----------W-RD----ERLPIRVL-EA---LE-MLV------------L------------------W----------SNP--A----------------------------------IQ-----------LSAA-----------------EIALVIAVPFVREAVL-ASS-I-VQ-AAA--V------------AP-------------------------LSLE-----------RV-------QS-----------------------------A------SKLRQALE---------KIHQ---------------------------TQQ---------------------------------------------------------------------------------------------------------------------RF-ERK-AKRL--Q--DQN--------RLSDKDTVMTW-LLH------------------QCL-----------F-------K----------------TL--------------------EVWLPASQ-------GGYLADELLTSLGS----------------AQ-GQS---------RLVRE-------------------------------------------------------TLKP--------Q-RLLELAYCM----------YA----------D-----------LE-----RI-------------DNDE-RS
 WP_232408133.1/238-600          WVAGACNS-GLWP---MVHTP--------DA-------LLAD-RL-R-TLI---------QR----------AEDLYLEA----RRS-----------LP---------R--------------QR-----------W-SD----WEASLRAL-RC---LW-LLL------------D------------------P----------KAA--E----------------------------------PP-----------LKAA-----------------EAAVAIFVPFLYEAVL-AAA-E-LG-LAH-------------EGDV-----------------FKP-----ADYG-------------------RDS-----------------------------K------QRMALALR---------NRLD---------------------------AER---------------------------------------------------------------------------------------------------------------------AR-GRR-RDQL--N--ASG--------EKASADDLTAW-QML------------------RFL-----------H-------A----------------SG--------------------ELWHHERETA-A-LLRGWVADDLDALFADAPPD------------HPGEGE----------TVVN-------------------------------------------------------TFDV--------A-RLLGLTRVS----------LS----------G-----------YE-----QI---LA----ASMRGNRD-QS
 NBE56046.1/276-662              WTHMVTES-PLWS---HTS-----GSATVHD-------QVKE-QL-T-ALA---------QH----------VADGFSGK-----GA-----------HR---------A--------------DP-----------W-HD----PAYPVRVG-HE---LA-HFV------------E------------------R-AG------L-EG--Q----------------------------------DR-----------LTPA-----------------ETAVLLAAPIVHEGAV-AVA-L-EE-LRR--LLPERVDSADPQEGA-------------------------VDHSVD---------PQ-------EK----------------------------HD------ADVRGAVR---------DTCR---------------------------AHS---------------------------------------------------------------------------------------------------------------------QV-LRA-ARTL--R--TRG--------LDEAETAADHW-LRH------------------RFV-----------A-------G----------------WD--------------------TLWERTSFYT-----------TVDNLIDRAVSAV-----------IAADSRSAPE--PPSKARRI----------------------------------------------------------------AIDR-QVREVLGHL----------TV----------N-----------PG-----SSPRI----------SDPS-QS
 WP_051765081.1/46-384           WVRQVLRS-TAWD---CVQ----SGH------------DLRA-RA-A-AVA---------GH----------LAVVRDEA----GAR-----------LA---------A--------------DP-----------W-RD----DQVAARFA-KR---IG-WLL------------K------------------R-LN-----------------------------------------------LE-----------LAPA-----------------EAALLALVPLLHQALW-DRA-A-AR-LVD--V------------GP-------------------------TDLD-----------QT--------------------------------------G------RRERIDYE---------RYLR---------------------------DHD---------------------------------------------------------------------------------------------------------------------RL-VDR-ALLP--D--LPD--------RPDAQVEIGWW-LFN------------------RWV-----------R-------Q----------------RA--------------------EEVKRRA---------------VGELLAG-------------------------------TGMPE-------------------------------------------------------VLDV--------D-RVRELLYGL----------RL----------E-----------PQ-----AL-------------CALD-RL
 WP_058852041.1/250-603          WRDAVRDT-PLWE---RVE----ERDAASVP-------RFQE-CL-G-AFV---------EE----------CARTLHLA----QGR-----------LPH--------A--------------DP-----------W-AD----DAFAVRLLRDR---LP-LLV------------A------------------P---------------S----------------------------------AR-----------LSAV-----------------EAATLVAAPFLHEAAW-AAR-L-SQ-AAE--I------------DP-------------------------YVLD-----------RR-------AG-----------------------------G------DAHRRHYE---------QIAD---------------------------QHA---------------------------------------------------------------------------------------------------------------------RV-ARK-LAQC--R--AHD--------RAEDTVAVTMW-LVH------------------RWI-----------A-------D----------------RF--------------------DTDDTAV---------------PASASDALAAAL-----------LGSRLATP-------DRVRE-----------------------------------------------------------------LSG-LLCTAAAAI----------GL----------DE---------VPD-----DL------------------HA
 GGS59283.1/267-624              WQKAALDH-EAWL---RVR----AGNLTEEEKGRAVA-QVRD-GV-A-RLV---------GL----------WGHETDTS----DAW-----------LA---------A-HG-----------DI-----------W-RP----SGCEQRMG-LC---VG-TVL------------R------------------G---------------A----------------------------------PA-----------LSLT-----------------EAALLVLGPYLYTAFG-TRL-A-HL-AGP--L------------RP-------------------------WTLADGP--------PA--E----ES----------------------------CG------FATRGAFE---------RYGN---------------------------GHL---------------------------------------------------------------------------------------------------------------------AL-QDR-ERRA--R--ERG--------DEDGARAVAWW-LAR------------------QWL-----------L-------R----------------LP--------------------GTRDAVR---------------RSGLAGL--------------ENLPGGPE------FEPELVRQ-------------------------------------------------------VLSP--------A-RLGRLAGLI----------GL----------D-----------LE-----RA--------------------

 #PRTase-CE
 Consensus 90%                   ...___ah_............ph....._..................._________h_._h_....h_s_______h__.___.............................................___......__.............__h__h.............................._spS.___h___h..........................................................................._p____................................__.............................................._....__.._._hlhhDD___oG_ph.____..._.._..._......................._._....................____h_hh_h_____u_._....._l__._..........._.._.........._...._h___......__h......................___....____.............._._....................................................__h_.............__..__..........___h_.______.........s......h..............................._......._.._b.Gb___.......___h____...s_Psss__hha_..._.._......_..............._a_slh__...
 Consensus 80%                   ___h__Wl_............pF....._..................__pp__hh_blp._h_....ahsp__h___h__.hhp._....___...................................___b......pp.............__h__h.............................._spS.s__h__bh..........................................................................._p___h................................__............................................_._....__..p._hlhlDDhh_oGpph._p_h...p..p..._...__................___._....................___ph_hh_hhs_p_ub._....._lpp._..........._.._.........._...__h___......__l......................_pp...._phh.............._._....._...._........................................._hh_.............__..__..........___hb.ph__p_.........u......h............................._._......._.._h.Ga___.......___hs__p...s_Psss__hha_..._.._......_..............._W_slh_R...
 Consensus 70%                   __plp_Wlp............pF.....p.................._pcp__hh_hLp.ph_....ahspp_hpphlpp.hhp__....___._.........__......................___h......pp.............__hhsl..............._............._sscS.u__hhbbh...........................................................................pp___h......._______.............___h_p__..........................................._._....p_..p._hlhlDDhhuoGpph._p_h...p..p...b...__................_h_._...................._p_pl_hhshhspp_ub.p.....plpp._...........h.._..........p...hpl__h......__l......................spp...._phh..............p._....._....p........................................._hap.............__..p_..........bpbhp.phhbph.........G......l..._........................._.p......._.._h.Ga_p_......._hhlsh_c...ssPsss_slhW_...p..s......_..............._W_PLh_R...
 Consensus 60%                   __plppWlp............pF.....p................_._p-pbhhhplLs.phh....Yhucpplpphlps.hhpp_...____._.........__......................ppbh......pp.............hbhhsl__.............s.............ssucS.Gs_lhphh...........................................................................cpp__l......._pp_h__.............__ph_p__..........................................._.p....ss..p.phlalDDhlGSGsph._p_h...p..p...h...h_................php.p..........._........_phplhhhslhupppGh.p.....plpp.p...........h.._..........s...lpl_hh......bbl......................sps...._phh..............s.s.....p....s........................................._hap.............p_..p_..........ppbhc.phhpch.........G__....l..._........................._.p.......p..sh.Gapsh.......uhhlha_+...shPsNolslhW_...s..s......s...............sWpPLh_R_..
 Consensus 50%                   __clcpWLs............pF.....c................_.pc-cbhulplLs.plh....YhoccplcphLcs.lhcph...hpp_.h__.......ps...............___h...ppbl......ss.............hpalsl__.............s.............ssucS.Gsplhchh...........................................................................+pphsl.......sppbhhp.............sppl_sh_........................................._.p.s....sh..c.sllalDDhlGSGsQh.hchh...p..c...h...hp_...............slp.p...........h......_.sshclhalhlhusppGl.c.....clcc.p...........h..s..........s...lplphh......ppL......................scs....pcha..............s.s.....s....s.........................................phas.............ss..ss..........+chlc.phhp+h.........G__....l...__........................p.s.......c..sL.GYssh.......uLhluFp+...NhPNNoLPlhWh...s..s......s...............sWpPLFpRb_.
 separator                       =========================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================================
 ss_from:NPV02125.1/24-245_A     -----------------------------------------------------HHHHHH-C-E----EE-HHHHHHHHHH-HHHHC------------------------------------------HHHHC-----CC-------------EEEEEC---------------C-------------CCCCH-HHHHHHHH---------------------------------------------------------------------------HHHC-C-------CCCEE---------------CCCCCCC---------------------------------------------------CC----EEEEEEEEECCCHHH-HHHH---H--H-------------------------CCC-C-----------CC-------CC-EEEEEEEEEEHHHH-H-----HHHH-H-----------H------------------EEEEE------EEE-----------------------CC----C-CC--------------C-C-----C----------------------------------------------CCC--------------HHH-------------HHHHH-HHHHHH--------------------------------------------------------C-----CC-CC--------E-EEECC------CCE-HHHH-------C------EEE-ECC------EEEE---CC-----
 NPV02125.1/24-245               ----------------------------------------------------LTLKIFN-NIN----FYDNIRINTILTN-YINCH------------------------------------------KDVFI----NND-------------TYITSF---------------G-------------ETAKS-GFYILSEI---------------------------------------------------------------------------RNKFSR-------NSLNFIE-------------SWQIPTLP--------------------------------------------------KN--S-IIILVDDIIGTGKQS-EKYI---K--E-------------------------KLF-Q-----------IMN------SSHRLVLFTLLGTEDGI-E-----YVKN-N-----------T-------------G---IEIWTC------EVL----------------------TEK----DNHY--------------S-E-----K----C-----------------------------------------NIFS-------------NKE-------------RETLI-AVNNKL----------------Y-----------------------------S-N-------Q-----SDYDK-------GLLVCFSY---SVPNNSMPIIWK---D--GF-----EYS-SNG------VSEKWFALFPRK--
 MBK6385092.1/5-226              -------------------------------------------------------------------------LSGYLNS-IAEYI---------------------------------IKESKF---TEAE---------------------TQIAAITFD--------------------------DEADS-SQKILDQI---------------------KMPLFRKG----W-----------------------------------------SNIKTV-------------------------NRYGAIKKNY-------------------------------------------D-R----GY--K-QIILIDEFIGSGQTL-LNRI---K--Q-------LKN---------------DIK----------------------EDFEIKICFIAGMDYAI-K-----LIEE-A-------------------------G---YEIFCP------LKL----------------------PKG----IRER--------------F-I-----D----K-----------------------------------------SLDE-------------AI--NS----------MIEIEETLAPNI---------NEHA---L-----------------------------T-T-------Y--SF-GYNTA-------EALYSLEGCQGNTPNSVFPIFWWPR-H--K------N-------------GKERNTLLTRFQK
 WP_119189548.1/34-247           IEDINLWLG------------NF-----T---GT--------FFDT-EDERRLALWMLC-NFT----YYNDAEINHLCSV-LFKKF---IHTL-MTDYGL----KS---------------SEEV---EARI------NT-------------LKFTSI---------------G-------------RPSES-GGLILYHF---------------------------------------------------------------------------RQEARL-------STDCFIF-------------PTSIA----------------------------------------------A-T----ES--D-IIVCIDDVMMSGGTA-QRFF---Y--Q---N---QE----------------DFA-E----------------------KKIYYLALLSSNEAL-S-----KLQE-L-----------N-----------------IKVIPC------AVI----------------------DER----NRAF--------------S-E-----E----S-----------------------------------------LCFF-------------KYP-AL----------KETAK-IMVEGY---------GKK----I---E-------------------------P-K----------------------------------------------------------------------------------------
 WP_049487825.1/169-395          ------------------------------------------------------------------------------------------------------SIAK-------V--------------EQEI------SD---------------YEKKLNT-----------NR-------------ENTSN-IKQIQESI---------------------------------------------------------------------------KNSTKK-------LDKYKTQ-------------YNCIIEDI-KKNKK-----------------------------KL--RNS-Y-N----KT--D-FLVLFDDYSGSGDTI-VEYL---N--I---L---QK----------------YLP-K---------------------RIKVLVFCLHAMSIAE-Q-----TLNE-W-----------S--K----------KNKDLNVVFY------FY-----------------------VKD----EKFFDKL----E----NLP-K-----N----------------------------------------------LSTN-------------PE--NI----------KSKLS-DFEKEYVLET--DDQPET----D---D-------------------------Q-K-------Y--DF-GYKDT-------QALVTNYR---NTPNNTFSLFWK---R--S------K----K---------LKWRPLFPRKEK
 MBA4158167.1/11-238             ----------------------------D------------------------LLNLLN-QVR----FFPEAEVKSALVQ-LNEEV---LA-----------RLEADG---IGV------------------------EQ-------------VIYVSV----------------------------DKAGSS-SPVMLNML---------------------------------------------------------------------------RDAANL-----ERRGARFVD-------------SKDERGIN-E-------------------------------------ITN-Q-L----GT--G-AIVYVDDFAGTGRQF-VRNH---S--R---T---SEY---V---------------------------I--------GTFSEFFLSVVMCEEAV-E-----KVEA--------------------------AG---VTPVTS------LVH----------------------YKA----ERPL--------------H-A-----E----C-----------------------------------------STLE-------------TS--V-----------KERIV-DLCRTIH---------------------------------------------P-H-------E--GL-GFKRM-------ATMVVLYR---NAPNTTPLLFRG---S-------------LRQ--------VPYCGILPRS--
 NVK52690.1/43-271               -----------------------------------------------NLEWNTINKILK-KLV----IIDGLELRNRLRE-LYKEN------------------------------------------QELF------DD-PK----------TYISHF---------------G-------------PVGKS-GGFILNQF---------------------------------------------------------------------------SHCFPG-------KATQLID-------------STKVSKLT--------------------------------------------------DN--S-NVIFLDDFIGTGQQG-IDFI---K--V---LGY-------------------SLN----------------------SSTKPYLFAICGTQKGI-K-----KIND-Y-----------N--S----------K---FKIRTS------LVF----------------------DKP----DDFL----------L---E-K-----D----S-----------------------------------------QTLT-------------AKE-------------KKTIR-DFHSLI--------------------------------------------------------------GFEQN--NKYHLGLPLAFFY---STPDNSLGILWN---D--K------NPYEMNG------IKKEWYGLIPRK--
 WP_102523011.1/11-244           -----------------------------------------------------------------------------------------------IQNVR----KK-----NDNVKDIAVIESEI---LSEL------KA-------------TRFLGI---------------G-------------NPSES-GTHLLYFF---------------------------------------------------------------------------RQENEL-------GKDDFMH-------------SHEILSFD-R-DG----------DGN----------------VSL--KMN-K-P----EV--K-RYILLDDVCGSGTQA-IQYS---K--K---L---VS----------------EMK-A-----------I------D-PNVEVYYFTLFSTVEGM-E-----NIRR-E-----------S--D---------FD----LVDCI------FEL----------------------DET----FKCF--------------S-D-----G----A-----------------------------------------RQFR-------------NEEYLP--IS------QEFAK-TFCEKY---------GIN----L---FGG-------------------------E-------H--CL-GYKGS-------QLLLGFTH---NTPDNTLPIIWG---E--N----------------------NWEPLFKRYHK
 PAT00994.1/29-259               KKTVQQFLN------------NV-----R----------------S-SKQKKALGKILQ-AMQ----WFTDEEVFKVIKSKLL---------------------------------------------YQFY------ED-------------YNILKIKDK--------------------------SDKSS-SNYYIRRL---------------------------------------------------------------------------INHGVK-------SDLEVIN-------------FNGIR----------------------------------------------TID----KE--K-YLVIVDDFIGTGDTI-IDFI---K--S---Y---YDE------------------------------------------YKIAIVFHTISEEGYVRF-L--DLES----------------K---------GK---IKIIGN----------------------------------L---HNIV--------------Y------------SY----------------------------R-----------DVIK-----------------------------DDYVM-NFVKKVA--------NSN----T----N------------------------P-K-------Y--ML-GYKKQ-------GLLVTFNG---KCPNNNLDLIWS---N--DILF---N-------------GYSWTPVLGRK--
 NOT00370.1/3-239                ------------------------------------------------------ARVLD-AVE----YYGQSRIHAAYRD-ALKAL------------------DG--------------WDRAA---SRRK------GQ-------------WRFAAM--------------SG-------------SAGES-GDAMLYQF---------------------------------------------------------------------------RIANGL---DSKQMNELFVS-------------RSDLFRQPLLPEDD---------------------------------PHK-L-G----RD--D-VVVLLDDFSGTGTQV-CDAW---N--N----------------PET------SFG-A-----------LLA------GVGRVYLVVVVASKAAR-N-----RIAD-E-----------T-------------S---ISLVSA------HEL----------------------RES----DDVF--------------S-D-----H----C-----------------------------------------KYFT-------------KA--DR----------------VRLLHY---------GRI----A---D-------------------------E-K-------C--PK-GFGEC-------GFVVVFQH---RSPNNSIPILHA---D--H------P---------------KWTGLFPRH--
 QVK18274.1/30-263               KEYFLTFLDNES--------HNF--------------------------NKVLLVNVIE-NIT----WYRQSQINSFFTR-TM---------------------------------------------TEEIF-----DY-------------DFILAYKN---------------------------KISSS-SNNIISNL---------------------------------------------------------------------------RQQGIIY--------DEILD-------------LSKIKHTV--------------------------------------------------KN--K-TLIILDDYVGSGNTI-INNV--------------------------------LIN-K------------------SFQNCKFIIIAFVWQELAI-S-----NLKK-F-----------L--K--S-YKQ--NN---VEIHKK------NVI-------------------------V---EKNF--------------E-H-----K---------------------------------------------------------------VN--DIK---T-----INYIK-KICNGL----------------I---Y-------------------------S-K-------E--YY-GYNNT-------GAMISLMG---ISPNNNISMIWR---D--DII----K------------DGQKWIPLLDRE--
 WP_117300597.1/28-267           ----RRWGN------------QF-----E------------------KKDRALAEKLLD-NVI----YISETQTRDMLVK-QNADL---MS-----------RLKDAG---LPA------------------------KK-------------LIYVSV----------------------------HDAASS-SAVMLNML---------------------------------------------------------------------------RDSANL-----EKRGCKIID-------------GRDTLGLV-K-------------------------------------AMN-A-V----GE--G-ALIYVDDFVGSGTQF-CTER---D--F---I---AQN-----F-------------------------V--------GTFSEFIIAPSICEEAF-E-----KMDE--------------------------RG---IQAFAG------HKH----------------------VKS----ERPL--------------H-A-----E----S-----------------------------------------AVFD-------------ET--Q-----------RQRVT-AICKGI----------------------------------------------N-K-------F--GL-GYNDL-------ATMVVLYR---NAPNTVPVILRG---N--S-----------NQ--------KPYFGIFPRT--
 HIJ53019.1/15-255               RNSVGKWKS------------QL------------------------DISEESIGKILN-YLE----IFNGRKIRKILRD-AVNQN------------------------------------------KKLIG----SNS-------------CYIFKL---------------G-------------PLGKS-GEILAYEF---------------------------------------------------------------------------FHTFRN-------YKHKLKE-------------IWEIPQLP--------------------------------------------------EN--S-KIVFIDDLVGTGTQS-VKQL---K----------------------------KLS-Q-----------MLN------PSHSGYLLCLCATPQGI-K-----KIEE-N-----------T--T--------------ISVIPG------VIL----------------------KEK---THQHL--------------N-D-----K----C-----------------------------------------NNFN-------------STE-------------KNFLR-DLNARLQ------DPGRG--------------------------------------------------YYANV-------GLLLAFYF---TVPNNTLPIIWK---D--NA-----SYKDDSG------NQRHWRALLPRD--
 WP_222257409.1/32-273           KDVLMHWLE------------RF-----D------------------PADLPIAHKLLD-AVV----IVSELEIHQGYKA-ALEGLP--------------GWSKS---------------------SKNRQ------GR-------------WYFVGA---------------G-------------SAGES-GPAMLRLF---------------------------------------------------------------------------REANSL---QHEGWQPLFVT-------------AKDLPGLN-------------------------------------------L-S----AY--D-HCVFVDDFAGTGKQM-VDYW---P----------------------------LMQ-E-----------LVA------SEAKCYLLLTAVTSCAA-D-----VIQK-N-----------T-------------D---LELRSF------LTL----------------------GPD----ANVF--------------A-D-----E----S-----------------------------------------DLFS-------------EE--ER----------------AALDKY---------GKR----AW----------------------------K-S-------H--PR-GFGSC-------GLALVLSH---KTPNNSLPILHA---N--H------E---------------NWIGPFPRT--
 WP_136219035.1/3-244            ------------------------------------------------------EHMLL-RMR----YIGFEEFEEWLHT-SVNSV---LEEI---------AAKN--------------------------------GK--SA---------VAIFPVNKPFIHKFN-----KDKE---------IKLPSDS-SGRIAHSL---------------------------------------------------------------------------KNIERD-------LPKHVEL-------------TPRLDSMR-------------------------------------------K-R----KV--R-NIIFVDDFVGTGDRF-INSW---E--S---S---VSS---------------TIK-S-----------WCSF-----GWCKIWFLTFAAHQSGI-K-----KILK-N-----------I--H--S-LEM-------SRIRVN------LSI----------------------NKS-----------------------------------------------------------------------------FMLK-----------------------------NSGME-SVLRKY---------GSV----IG----------------------------PEN-------Q--VM-GYGGL-------ATPIVFQY---GAPNNLPLIFWQ---G--S------A----GN------SRKRWRPLFPNRS-
 MBF0591065.1/8-247              ------------------------------------------------------------------------------------------------EKIR----KK-----HNDTTDINLINKEF---SEEL------KH-------------TRFLGM---------------G-------------NPPES-GVFLLYYF---------------------------------------------------------------------------RQENKL-------SRELFIH-------------SHQIFSQS-G-GN-----------------------------NGA--ILR-E-N----DV--K-RYIYIDDLCGSGTQA-IDYS---E--D---I---LE----------------NIK-K-----------L------N-PEVEVDYYVLFSTTKGL-N-----NVRD-Y-----------K--K---------FN----RVECI------FEL----------------------DDS----YKCL--------------E-N-----D----S-----------------------------------------RYFA-------------NID-AN--IDASKGVCRDFAR-RMCKEY---------GKM----L---S-------------------------P-K-------Y--PL-GYGDC-------QLLMAFNY---NTPDNSLPIFWY---D--G------EY--HNN--------VRWIPVFKRYDK
 PRB02040.1/6-247                -----------------------------------------------KLHKDLVIDLLK-EFN----FLDQKVFSNYLNL-IADFI---------------------------------IVDSGF---DEAN---------------------CQIAAITYD--------------------------DEADS-SQKILDNI---------------------KMPLFQQG----W-----------------------------------------SNVKTV-------------------------NRFGAIPKNF-------------------------------------------K-D----DK--Y-QIILVDEFIGSGKTI-LGRL---K--Q-------LKN---------------DIK-D--------------------EKLEIKICFVAGMDSAI-K-----RIEK-E-------------------------G---YEVFCP------LRL----------------------PRG----ISER--------------F-K-----D----S-----------------------------------------QLIK-------------AK--DL----------MCDLEKKLCNSI---------NAFN---L-----------------------------S-D-------Y--SF-GYNEA-------EALYSLESCLGNTPNSVFPIFWWPK-D--I------G-------------EKNRNTMLTRF--
 HCY44212.1/27-260               QNRAVKFLRN-----------DL-----N------------------NNNQKELVKIIS-KIN----WFNTKQINDFIMK------------------------------N----------------AKKIL------NN--N----------IIIFQFKE---------------------------KVTSS-SNTMISFI---------------------------------------------------------------------------SNEGLC-------EDNQVLT-------------KDKIASND-------------------------------------------L-S----MF--D-GVLILDDYLGSGDTI-IDSL---S--Q---V---VKM-------------------------------V--------KTKKIYIVVYAAQSLAL-E-----RLKA-F-----------Q--K--E-SNL---D---LKITYK------EKL----------------------NTY----IEYL--------------E-P-----E----T--------------------------------------------------------------------------QKYVN-DICNLC---------SES------------------------------------G-------Y--KF-GWKDT-------GALVAINK---CSPNNNISMIWN---N--HI-----NY---N--------GYRWIPLLNRE--
 WP_156887691.1/6-248            ----------------------------------------------------IARYLLL-KMH----YVSLELFESWLQN-EILTF---VQNR---------SKLY--------------------------------KN--EF---------IALFPVKKPTTNIYN-----QAKE---------DKPVNDS-SGRIAHAL---------------------------------------------------------------------------KNIERN-------LPNHVEL-------------TPRLKSMR-------------------------------------------D-S----RV--K-HIVFVDDFIGTGDRF-IKFW---D--N---F---INP---------------SIL-S-----------WCSF-----GWCKLWVITYAAHKEGI-N-----RIVS-K-----------I--K--P-IST-------SSFLQK------IKI----------------------KHS-----------------------------------------------------------------------------FIRQ-----------------------------KRDLR-LFCSKY---------AHQ----IY----------------------------GEK-------V--GT-GYGNL-------FSPIIFQH---GCPNNVPSIFWK---K--G------NA-----------KGTPWNPLFPNRS-
 MBR6574223.1/9-251              -KRIDTWLS------------VF-----D------------------ESEHPLLLALLS-HFY----YYSEKGLRKKAKE-LKALQ------------------EK---------------------TWPEC------RE-------------PVYIPVIKD-----------FG---------------AGY-SELFFNCF---------------------------------------------------------------------------WYENGL-------RPYVEKN------------------------------------------------------ILNL--LEN-N-E----IP--E-EIIIVDDYAGTGKTL-IRTI---K--E---L---IS----------------ANR-D-----------V--------SNSQIYLLAIHMTQKAE-T-----KIRT-F-----------A--E----------DNS-LHVQIL------SL-----------------------EQS----EEAF--------------R-G-----G----------------------------------------------YLFE-------------TI--EA----------EKQRR-NYLEVCKRF------G------V-------------------------------K-------Y--EM-GYGNI-------QSLVAFKY---NTPNNTLGLFWQ---D--L------D---------------GFAALFPREKK
 WP_179006640.1/30-269           NDSIIKWKK------------QT------------------------GLPWSIIFKILE-NFE----IYTAPKIRSAIRQ-IVYDN------------------------------------------EDVFS----KEN-------------CFITGF---------------G-------------NAGKS-GDIILYDF---------------------------------------------------------------------------SHTIEI-------NQTKIKK-------------TWELNSLP--------------------------------------------------SG--S-TIVFVEDIIGTGTQS-VDYI---Q--N-------------------------KVN-Q-----------LIL------PSHVPYLLSLCATPQGI-Q-----NVLE-N-----------T-------------N---FQVLPG------VIL----------------------EEV----HQHY--------------S-E-----H----S-----------------------------------------QIFT-------------SKE-------------KEKIK-SVNLML----------------------------------------------K-K---A---G--TF-DF-DL-------GLMIAFYF---TIPNNSMPMFWK---D--GY-----SYTDKNG------TTKEWKAILPRR--
 WP_008243180.1/34-277           ----------------------F-----S------------------GEDMSLVVSLLE-RFV----NIEDKALNFYLDQ-MSDFI---------------------------------INHSSY---SEAT---------------------AQIVAMSYD--------------------------GQADS-GQKTLDQI---------------------KIPLYKNG----W-----------------------------------------KDVQTV-------------------------NTIGGAVKQY-------------------------------------------K-K----GK--T-EIIVVDEFIGSGLTV-LNRV---K--K-------LRS---------------DIN----------------------PHINITFCILAGIKDAV-D-----LVAQ-Q-------------------------G---INIFCP------LQL----------------------EKG----ISGY--------------Y-T-----G----S-----------------------------------------ELTD-------------AI--AS----------MKNLEQKLAKKI---------KDKN---L-----------------------------S-D-------Y--SF-GYGHA-------EALLTMEGCNGNTPNSVFPIFWWVK-D--K------D-------------NKDRDTLLTRYE-
 WP_180831788.1/5-251            -------------------------------------------------ERYFASGVLK-QLI----FRTDPQFDSSIAS-IFYGE---LNRT-CFP---------------------GEHDGHL---VSIL------KQ-----RNPCD---ICLVPVIRD-----------SD-------------PPTKS-GPLVLRRV---------------------------------------------------------------------------QKALGL-------SAAHFCW-------------PWLVP------------------------------------------------K----DA--K-VIIFVDDILGSGTQF-GKFL---K--R---W---------------------EFH-K------------------R-VDAKLIYAPAVAHQKGI-K-----TVLD-D-----------H--P----------S---VVIMTA------EEL----------------------GAD----HGFF--------------S-D----------------------------------------------------HVWSRLS-----SNTIPSA--DA----------LAWYM-GFAKSR---------G------L---TP------------------------S-V-------G--VL-GSGDL-------ALTIGFEH---GTPNNSLPLLWY---G--A------N--------------GAWVPLLER---
 WP_157649706.1/7-254            -ARAEKWLT------------QF-----E------------------VADREVARQLLR-KLT----LVSEGDFDEKLQR-AIERV---LAEV-----------SG--------------------------------EN-------------VALFSITEP-PNPHD-----EDGS---------RRIQGSS-ADRVKHLL---------------------------------------------------------------------------ENVVRV-------HGARVRA-------------NPTVESMR-------------------------------------------A-D----RI--R-NIVLVEDFVGSGDRL-TGFW---E--E---E---VSK---------------SVK-S-----------WISF-----GWTKVWLVTYAGIEVGL-N-----EARR-K-----------I--P--K-LTA-------DKILTV------LPP----------------------RDP-----------------------------------------------------------------------------RLGL-----------------------------TDPMR-EVAQKY---------GRR----L-----------------------------RGN-------M--WA-GYSGG-------GGTVVFQH---SCPNNAPAILWA---T--G------K---------------RFEPLFPNR--
 WP_126369146.1/9-257            ---AASWLA------------QI-----E----------------D-PVDREIGRQMLR-ALR----LVSHSEFERGVQA-EIERI---LFSV-----------GN--------------------------------EN-------------VALISVTESAPQVFD-----EGKE---------RRIPGSS-ADRVRHLI---------------------------------------------------------------------------ENLRRV-------YGNRVLA-------------NPTIESMR-------------------------------------------A-E----RI--R-NLVIVEDYVGTGKRI-SDFW---S--E---Q---IHP---------------SIK-S-----------WISY-----GWTKLWLVTFAADPEGF-H-----DIRR-K-----------I--P--K-LTS-------SRARSV------LPI----------------------SST-----------------------------------------------------------------------------GTRL-----------------------------TIPMA-ALARKY---------CHR----IS----------------------------KSN-------I--PL-GFGAR-------GCLIVFEH---GCPNNAPAILWN---S--G------R---------------KWSPIFPER--
 WP_013542545.1/26-270           IKSVLAWLS------------QY-----P------------------LEERQIIKQTAL-HLK----CVTDSVMLRDLLD-RNSQL---LR-----------TLSEAK---IPN------------------------KN-------------IIYVSI----------------------------SEAGSS-SHVVLNML---------------------------------------------------------------------------RDQARL-----EVMGCKLLD-------------AGNAGKLH-E-------------------------------------TTA-K-L----ES--G-AIIYVDDFSGSGTQF-CSQR---E--M---I---GGY---I---------------------------V--------GNFSEYFLLHTICEEAI-P-----HIAK--------------------------TG---VVVWQS------QIH----------------------EKH----VRPL--------------N-E-----A----S-----------------------------------------SLLK-------------PT--D-----------RATLV-ARATAIA---------------------------------------------K-K-------G--GL-GYRSL-------ASMIVFER---NTPNTVPLVFRG---D--K-----------GQ--------RSFKGFIPRT--
 WP_010942013.1/6-253            IADVREWLS------------QF-----S------------------EADIPIAISMLR-SLN----LVSHNAFSAGIEN-SIKTI---VKKH---------------------------------------------GK-------------AAVFPVKRALVKKV------PGKD---------YRHLYQS-ADAIGYLL---------------------------------------------------------------------------TNLERS-------MPRSISV-------------EPTHASMK-------------------------------------------A-E----KV--K-HIVFIDDLIGTGKRV-NSFW---Q--E---W---ANK---------------SYK-S-----------WLSF-----RYCELYILSYAASRSGI-E-----YLLN-E-----------I--P--Y-LKP-------ENILTS------ISL----------------------PRV-----------------------------------------------------------------------------SPLA-----------------------------NDEMK-RICNYY---------GEK----TA----------------------------KSV-------V--KF-GYGNQ-------MLNVIFQH---ACPNNAPSILWS---P--G------K---------------QWKALFPNR--
 PYQ30517.1/25-270               TGSVSEWLD------------PW-----G------------------KGDRALILKLLR-HVK----YVTASQFRHALIS-QNKAL---LD-----------HLRRSE---VPA------------------------KK-------------VIYVSI----------------------------HDAGSS-SPAVLNEL---------------------------------------------------------------------------RDRAQL-----VQRGCSFVD-------------GHNIEGIS-R-------------------------------------TTE-K-L----ED--G-AIVYVDDFLASGNQL-LGER---N--R---I---AEY---I---------------------------I--------GSFSEFALAVCVCEEAV-A-----SLGR--------------------------VG---VETRSQ------YVH----------------------SRA----ERPL--------------H-D-----C----S-----------------------------------------TILG-------------AD--E-----------KARLI-EICTQID---------------------------------------------K-R-------A--PL-GYEAM-------ATMYILHR---NAPNTVPRVLRG---S--T-----------RQ--------SPRIGLFPRSD-
 TSC76026.1/40-285               PQLVLSWLD------------QF-----P------------------KTDHHLILSLLS-HIR----YYSEQKTEDVLVK-HNGKL---LA-----------KLQSRG---VAL------------------------EK-------------VIYVTV----------------------------DKPASS-SHLMLNLL---------------------------------------------------------------------------RDKANL-----ERKRVHIID-------------CQNLLELI-K-------------------------------------TTI-S-L----GS--G-AIIYVDDFSGTGDQF-LNSR---N--Y---V---AK----------------EVP-L-----------I--------GQFSEFFLLPCICREAF-A-----AITK--------------------------VG---VEIVCD------YIH----------------------DKN----DRPL--------------H-P-----D----S-----------------------------------------IILD-------------DV--E-----------RERLV-GYCREGD---------------------------------------------R-G-------A--PL-GYRGL-------ASMVVFYR---NTPNGVPSIFRG---N-------------VGQ--------DSKFGIFPR---
 OHB63154.1/32-275               EDRIREWLG------------QY-----R------------------RKDRDLXXXVLD-CVD----FLTHQQISTGFRQ-VLDSM------------------NG--------------WSKDV---TRRK------GK-------------WCFTPF--------------SA-------------SAGES-GDSMLHKF---------------------------------------------------------------------------RHANNL---AGAKFNELFIH-------------RSDLLREK-------------------------------------------L-G----SE--D-TVVLVDDFIGTGDQA-CSAW---D--A-------------------------QFG-E-----------LLA------EVGQVYLVVIAARQDAI-S-----RIRQ-Q-----------T-------------G---MEVVAY------IEL----------------------GIT----DNVF--------------S-P-----E----C-----------------------------------------TAFT-------------AK--E-----------KEQLL-SYCRR-----------------A---S-------------------------N-A-------Y--PK-GHGDC-------GLLIVFAH---TCPNDSIAVLHA---S--N------A---------------KWEALFRRY--
 WP_138945360.1/3-253            ------------------------------------------------------GDILE-SFV----HLNEEQIIQCVGS-TIRSL---SASE-R-------------------FGAISQRRAEW---NDYL------NR-------------VVVSFPLSR-----------EG-------------DPTAS-GYIFARIA---------------------------------------------------------------------------SEKLGF-------NENQVLL-------------PEQLVRKL-A---------------------------------------G-S-T----TP--I-DLIMLDDITASGTQF-LRSW---N--R---K---VETPT----GKF------SLA-D-----------LAQS---G-KLNSTYYLPIVATEIAK-S-----SIES-N-----------C--A--------------VEVIAT------YLL----------------------TPD----YCVL--------------D-A-----K----T-----------------------------------------RLVRSE----------RRG--RV----------ADFLS-RHSPRT---------S------H---NQ--------------------------Y-------G--PA-GYDDL-------GLAVSFHH---GCPNNTIPLLQW---DAKT------T---------------EWTPLI-----
 EOS74113.1/651-903              ----REFLSRE---------LEF----------------------------------------------------------KVKEL---TAN---------------------------------------------DET-------------LYVVAL---------------G-------------SLRDS-AKHISYFW---------------------------------------------------------------------------NDIQ--------IPGLKIET-------------EKTLQELI-E-----------------------------------------L-E----EV--A-KIVFFDDGSYSGTQM-VSIM---Q--E---Y---MGV---------EKR---KTK-EKHV-----KK-LTEDGMKALQKRQIQFFFVAYNKSKE-A-----EMLE-E-----------L--K--E-IGL--DN---VGISCI------KDM----------------------------SKKLL--------------E-K-----N----DG----------------------------------------KLFE-------------DE--EQ----------RSLVK-NVLADI---------GRSV---M---RSTK-MEEG--VYREGW----DEDRVN-N-------A--AL-GYNDA-------QQMVFLKS---SVPTYTITAFWQ---S--G------RY---N--------GFEWKPLFRRT--
 WP_075282393.1/157-395          PAEVVNWVE------------QF-----P------------------AASRDGAIDVLK-YLNAT-GFYSRAEIAAILNR-LQ---------------------------------------------AEQA------PR-------------AELVAI---------------Q-------------PPSKS-EGMLMYEM---------------------------------------------------------------------------RLHQPA--------------KH-----------ISEVL----------------------------------------------G-P----NT--N-ELVCVDDVIGSGDTI-VECL---S--E---HGQ-------------------PIF-D-----------WLS----K-NGNTIKVLAAFASLEGV-N-----KIHN-H-----------P--PF-------NGS---VRVIAD------KVL----------------------STE----AGIF--------------S-P-----E----C-----------------------------------------NVFR-------------SD--DV----------AEKFR-MDCRIL---------GDE----I---Y-------------------------V-G-------F--PF-GWGGC-------AWALVTGY---NVPDCSLPIIWG---S--S------S-------------ALPWVPLFARR--
 HBG31864.1/2-255                ---------------------------------------------------------LE-RFE----YYNARLCDSLLVA-AYNSL---PDWA-----------DF---------NGSWPSPAEI---MDAL------PS-------------AVFTPVEGE-----------QP-------------NPTDS-GHLLCRRA---------------------------------------------------------------------------RQLLSI-------QEANIVA-------------PAAAVSAA---------------------------------------------A----AG--T-PIVFIDDFIGSGDQF-VKTW---T--R---E---YIST-----GPK------SFA-E-----------AYA----R-RPFVAAYIALVSTKSGL-G-----HIRL-N-----------A--P----------N---VAVSVA------HVL----------------------TED----STLS--------------V-L-----L----T-----------------------------------------NRSHPV--------PHLVK--RI----------KPFLL-KYVSRL---------S------P---AE---------AYMQ--------SD-T-Y-------K--LL-GYKTR-------ALLLAFEH---SVPDATLPIFWSP--G--L------N---------------GWQPLISR---
 NOS68451.1/25-274               RDSFKRWLY------------QF-----D----------------D-PVDRKLVLELLD-SIV----YLDEQQVKRALLD-LNRAL---LQ-----------RLEGFG---IPP------------------------EK-------------IIYVQT----------------------------DDAGSS-STVVLNFL---------------------------------------------------------------------------RNRDGL-----EKRGCKLID-------------SNNVRGLN-T-------------------------------------LTN-E-L----GE--G-AIIYVDDFVGTGDQL-AKVR---G--F---I---GE----------------YI--------------F--------GSFSEFVLAPSICEEGV-H-----QLGR--------------------------IG---IEPVTK------YLH----------------------AKS----DRPL--------------H-E-----L----S-----------------------------------------SRLD-------------DL--S-----------KRRLI-ELSRIMD---------------------------------------------T-S---C-YYR--GL-GYKYA-------AGMVVLYS---NAPDELPRIFRG---S--S-----------GQ--------KPKVGLFPRHQ-
 MBE2226814.1/30-268             KPGIINWLK------------QF-----Q------------------PKDIPLAIKLLE-NIL----FCDVRYSYLGFKN-IYQKF------------------KT---------------------VKQKY------HA-------------EYFSGA---------------G-------------SAGGS-GSGLIRDF---------------------------------------------------------------------------RVANLM---RKKSHNSKFKY-------------MSELSNLP---------------------------------------------N----KN--C-SLLLLDDFVGTGNQA-LTYY---S--D---L---KDE--------------LNIP-D---------------------EIDLYLGVLLASNKAI-T-----KIED-E-----------T-------------D---FTVINH------HTL----------------------TDR----DNVF--------------A-S-----Q----N-----------------------------------------TVFN-------------EK--E-----------KEILK-HYCKISK---------------V-------------------------------N-------E--YL-GYEDC-------GYIIAFSD---STPNNSIAVVKS---N--S------H---------------HFRGIFPRD--
 WP_084553101.1/6-260            FPEIRNWIN------------QF-----E------------------FQDRFLAEYMLR-RLR----YISFEEFETWLQQ-EVKNL---IKQI---------------------------------------------GN--EP---------VALFPVTKPKICKYS-----KDKE---------YKPSNDS-SGRIAHAL---------------------------------------------------------------------------KNLERG-------SNNYIEL-------------TPRIDSMR-------------------------------------------S-R----RV--R-HIFYVDDYIGTGERF-IKFW---R--N---D---VSS---------------SIK-S-----------WSSF-----GWCKIWILSFAAHEQGI-K-----KIIN-R-----------I--R--C-IKH-------EQIKIK------LDI----------------------SKS-----------------------------------------------------------------------------FINE-----------------------------DKMLL-NFCNKY---------TSH----IF----------------------------NSS-------I--SN-SFGNL-------LSPIIFQH---GCPNNAPLILWK---K--A------I------------NFKGWSPLFPERS-
 WP_156786974.1/2-256            -----------------------------------------------------ALQILD-SLI----FRSKDMALAGYSK-LLHGQ---IRSL-ILSEMSG---KR----I----FQKNSSLSEW---KYQL------KN--G--GFNSI---LRFSPITT------------NN-------------SQGES-GSTVYRSL---------------------------------------------------------------------------SPIIAT-------NEYSLKN------------------------------------------------------------------E----DV--E-IIILIDDILGSGKQF-LNEF---AP-N---F---------------------FLK-E--K--------L--------NDKLVIYSPIVAYSKGI-E-----AVNK-Q-----------Y--P----------N---LHILPI------EIV----------------------SEK----SNLF--------------F-G-----D----PQ----------------------------------------AKFRND-------QINTLQ--VA----------KNFFQ-SMQQNY---------GSEK---------------------------------S-D-------Y--WF-GYENA-------CLPIVFEW---GCPNQAPHILWM---K--N------S----PS-------HSNWKQLFFRR--
 WP_144368449.1/27-272           AERIDAWLK------------AF-----P------------------TCEHSFLLELLS-EFY----YYSEEQIAKKVVE-LYNLF-----------------EKE---------------------FTGDI------NE-------------VVFTKIIKE-----------QG---------------IAF-SDILFTTF---------------------------------------------------------------------------WLKNNI--------SNAENN------------------------------------------------------ILGL--LEA-G-Q----IP--K-ELVIVDDYSGTGKSF-IKTV---N--K---M---LQ----------------TNG-E-----------V--------KNSQVYFLTLHITERAL-K-----MIRE-Y-----------E--K----------ELG-IPIKVF------YL-----------------------DCT----EEVF--------------K-T-----D----------------------------------------------YIYN-------------KI--EA----------EYKKR-DYIKICE--------RQE----V---K-------------------------E-N-------Y--IL-GYEDV-------ESLITFYY---NTPNNTLGLFWQ---N--L---------------------GEFVALFPRRER
 MBR2376872.1/30-274             EHQVDVWLS------------QF-----D------------------EEEKEFLLECLK-RYS----YFRAAEYNYGIKY-VFYKF-----------------NND-------N--------------KNWK------NR-------------TFIFKMQKE-----------ES--------------KVSN-SDDFFVNF---------------------------------------------------------------------------WKINDL-------KGCCKHD------------------------------------------------------IRCY--ESD-F-D----LF--K-MVTFVDDYIGSANTI-ISYL---D--S---L---YE----------------QFP-K-----------L--------KEKPLHIMCLYLTKSGQ-L-----ALNS-Y-----------A--I----------DNN-IELHLY------YY-----------------------KTG----DKFF--------------K-E-----G----------------------------------------------NYYS-------------KQ--AL----------IEKIA-LYNKLWA--------KKF----N---D-------------------------E-N-------H--KF-GYENI-------QSLVSINR---DTPNDTLGIFWK---G--N---------------------SNYKSLFDR---
 WP_155024533.1/11-267           ----REWIS------------QF-----S------------------TPDVYVVEQMLS-NMR----FVGFEEVELWLQN-SVNNL---LQEI---------ITKD--------------------------------GK--VA---------IALFPVSKPFINEFN-----KDKD---------IKLPNDS-AGRIAHSL---------------------------------------------------------------------------KNLERN-------LPKYVEL-------------TPRLDSMR-------------------------------------------Q-K----RV--K-HIIFVDDFIGTGDRF-IKSW---R--N---T---VSP---------------SIK-S-----------WVSR-----GWCKIWLISFAAHEPGI-N-----KILH-N-----------I--R--P-LSK-------SQIKVN------ITI----------------------NKS-----------------------------------------------------------------------------FLLQ-----------------------------YKSTR-EVLTKY---------GAH----LG----------------------------SPS-------Q--TF-GYGGL-------ASPIIFQY---GCPNNAPLIFWL---C--P------T----KK------KGVKWRPLFPNRS-
 SDS16747.1/13-270               -----EWLR------------NF-----E------------------EPDASSARLLLN-AIQ----VVSEAQFRTEMKA-LLAAL------------------SD--------------------------------QNPNGW---------DAAIPVWSLPRNFEPHYLWCEGKHSRAPATP--CPRPEMTGSSLIVQNL---------------------------------------------------------------------------LGQVAS-------AHRLLNS-------------PMQTEAID---------------------------------------------R----KV--R-RLFLVTDNVVSGEEV-SRFI---R------Y---VRTSP-------------AIR-S-----------WNSY-----QLISVELVTHSIVESRL-T-----DLEA-V-----------L--P--------------VHFVQL--------------------------------------SPTF--------------R-D----------------------------------------------------ADWS-----------------DAE---------REEVR-RFCLKY---------GGG----------------------------------R-A-------D--AL-GWARA-------ESLLVFGH---TFGNGVPAVVRL---S--G------RP-----------GGGPWNAIVPK---
 MBS1397659.1/27-273             EPRIESWLS------------GF-----P------------------EEEQKLMIDLLS-NFH----YYSEKRINEKVEE-LYKEF-----------------VES---------------------YTGNP------AD-------------VIFTKIIKE-----------QG---------------ASF-SDIFSSAF---------------------------------------------------------------------------WLQNNL-------YDYMEPN------------------------------------------------------ILSL--LEE-G-S----VP--V-TLVIVDDYSGTGKTF-IKTI---D--K---L---IE----------------KNR-D-----------I--------ITTSLYFLTLHITQRAI-K-----QIEE-Y-----------S--K----------EIG-VQIKII------SL-----------------------EIS----DEAF--------------K-S-----G----------------------------------------------YLFE-------------EG--QA----------FKHKK-YYSDICT--------RHS----I---N-------------------------E-K-------F--VF-GFEDV-------ASLVAFYY---NTPNNTLGLFWH---D--L---------------------TDFIALFPRHKK
 WP_187290227.1/3-260            ----------------------------------------------------YAVHLLN-SFM----YFHSNLVQEMFAS-SVQAL---SRGI-A---------KN-S-------GSFITAASAW---STFF------DS-------------AIIVPVAGE-----------NY-------------NPSDS-GYYFARSA---------------------------------------------------------------------------RQHLGF-------REDQIMS-------------PSDALAAI-------------------------------------------S-S----NL--R-PIIFVDDFVGTGNQF-VGTW---Y--R---D---FEISGG---SKT------SFS-K-----------IAG----V-RGTRFFYCPVICTQSGH-D-----EITL-Q-----------C--P----------S---VTLSPA------HIL----------------------SER----YSAL--------------H-P-----D----S-----------------------------------------LIWPDR----------LRP--GA----------IPFLE-AASKRA---------G------I---PD---------TGGS----------SP-D-------D--WR-GYEAK-------GLAIAIHE---TIPDATLCLLRW---K--H------N---------------GWHPLM-----
 MBZ5534084.1/230-486            AQHVRRWLN------------QF-----P------------------DELRPIGVHLIR-EVAGR-YFVAWPLFHEGLAR-LISDS--GISPG---------------------------------------------SA-------------VTFCKW----------------------------QAMGKS-APWIAHEI---------------------------------------------------------------------------KNQARW----KINEDVDLSA-------------HESSWPAV-------------------------------------------Q-GL---SP----VFVLADDFVGSGKTL-GRLC---K--G---P---HS----------------PLM-K-----------LAA----RYPDARFVILVFAGYQRGI-Q-----NATQ-T-----------L--SR-A-LGK---R---LRLLTH------RTY----------------------NEE----DRCF--------------S-A-----Q----S-----------------------------------------RILT-------------TE--RQ----------RRNLQ-QFCTYV---------AKHHYPGL----------------------------AR-R-------F--IF-GFEDT-------GGIVVFFN---TVPNNTIPLMWH---D--Q------G---------------TWVPLFP----
 WP_146247705.1/13-270           --RGREWLR------------NF-----P------------------ESDRTTATLLLN-SIT----YYSDNQFRAEMKA-LLVST---IAAS---------------------------------------------DR--AP---------TAVFPIHNLRKTSSAHFLGCAGYHE---SDE--CKTESLSGSELVVLNI---------------------------------------------------------------------------LQKLSV-------PLNLRVS-----------PRPDEMY----------------------------------------------S-D----RI--R-RILLVTDQIITGQEA-ELYR---E------F---VMRNP-------------RIR-S-----------WTSL-----RWTTVEVVSHSISDSAL-S-----RLGQ-A-----------G--P--------------IHFEHV--------------------------------------AKTF--------------N-N----------------------------------------------------AGWT-----------------ESE---------QAAVR-DLCFRS---------TPA----------------------------------S-K-------E--PL-GRGDA-------ESLQAYGH---TVGNGLPAILRQ---T--K------RK-----------GGGSWTPLLPY---



 MBL8515939.1/7-265              -PRVSDWLS------------QF-----D------------------LPDVYLAEHMLR-RIR----YVGFEEFEEWLQE-SVSTL---LKDI---------LEMD--------------------------------GR--VA---------VAIFPVTKPFINVHN-----EDKA---------FKSANDS-AGRLAHSL---------------------------------------------------------------------------KNLERS-------LPSYVEL-------------TPRVESMR-------------------------------------------A-Q----KV--R-HIIFVDDFVGTGDRF-IKSW---R--T---M---VPA---------------SIK-S-----------WCSR-----GWCKVWFLTFAGHASGL-K-----RIGR-N-----------V--R--T-LSL-------QQIRVR------VLI----------------------EKS-----------------------------------------------------------------------------FFEE-----------------------------NAALM-AVLTRY---------RAP----FG----------------------------NSR-------Q--VM-GYGGL-------ACPVIFQH---GCPNNVPLILWA---Q--P------P----RR------KGGKWRPLFPDR--
 DAZ35405.1/26-273               DTILDNWLK------------QF-----N------------------EEDIPVLLELLK-NFY----YYTETAINQKVVE-LHEKF-----------------ITV---------------------NGEDI------SN-------------VLFAKMPKE-----------YG---------------VAN-SDIIFSSY---------------------------------------------------------------------------WFNNNV-------KGFSSND-----------------------------------------------------VIREY--LEN-D-A----IP--T-VLAIVDDYMGSGDTI-IKAL---S--K---M---FS----------------IAP-E-----------L--------QNSKLYVLMVHTTITGL-Q-----MIEE-F-----------K--T----------KLG-IDLTTI------YV-----------------------DST----DKAF--------------K-D-----D----------------------------------------------YIFP-------------RI--EA----------RLKKE-QYELICA--------GKN----I---S-------------------------S-N-------A--IL-GYKDI-------QSLVSFEK---TTPNDTLGLFWH---S--A------E---------------NFVSLFRKNSS
 WP_204132512.1/30-288           -----GWIA------------NF-----D----------------G--ADRNLASHLLD-SFQ----FFNKETTDELVLA-AIDEA---ASLV-H-----------------------ASSELAC---DDFP------EN-------------ALISFPTGE-----------TP-------------NVTDS-GFAMVRKL---------------------------------------------------------------------------RQLLPI-------REANCLS-------------PDSAVRQL-----------------------------------------A-V------SD--K-VLILVDDFVGSGQQF-RETW---T--R---R---YQLGSS---LEM------SLM-D-----------A------A-SGSQIFYCVAIITDYGR-Q-----RIAA-L-----------D--P----------R---IKVCAG------YSL----------------------SSR----YSIT--------------D-P-----A----T-----------------------------------------HLVPSG----------RQA--ET----------MALIA-KYSTRC---------G------I---PQ--------------------------D-------Q--SL-GFHRL-------GLAIAFEH---GTPDATLPLFFH---E--G------P---------------GWSSLVKRR--
 WP_219012077.1/7-265            -PRVKQWLS------------QF-----D----------------AALPDHYLANYLLK-KMR----FVPFQEVEEWLQK-SVEGL---IEDI---------EKQE--------------------------------GK-KVP---------IAIFPVAKPFINKFN-----AEKE---------KKSANDS-AGRISHAL---------------------------------------------------------------------------RNLERR-------LPKHVEL-------------TPRDDSMR-------------------------------------------A-R----KV--K-HIIYVDDFIGTGDRF-IKSW---R--N---M---VSA---------------RIK-S-----------WCSR-----GWCKIWVLSFAAHKTGI-N-----NIAS-Q-----------I--R--Q-VGK-------SSLKAN------LVI----------------------EKS-----------------------------------------------------------------------------FLAE-----------------------------NKELV-RLADSY---------GYK----LK----------------------------KCE-------V--RL-GYGKL-------LSPIIFQH---GCPNNVPAIFWS---S--G------K--------------NGWTPLFPERS-
 WP_175219440.1/7-265            IPDVDKWLS------------QF-----E------------------VPDTYLAEHMLH-RLR----YVSFGEQEKWLQE-SVGNL---VEDI---------TQRD--------------------------------GR--VG---------IAIFPVAKPFINEFN-----KNKE---------KKAPNDS-GGRIAHSL---------------------------------------------------------------------------TNLMRN-------MPEYVEL-------------TPRMDSMK-------------------------------------------K-R----RV--R-HIVFVDDFIGTGDRF-IKSW---A--T---M---VSP---------------SIK-A-----------WCSR-----GWCKVWLLSFAAHQSGV-S-----RVVH-R-----------I--R--P-IVK-------ERVRPY------ITI----------------------DES-----------------------------------------------------------------------------MFWK-----------------------------NGAMR-TVLWKY---------GKD----LG----------------------------SAR-------Q--VM-GYGKL-------ASPVIFQH---GCPNNVPLIFWV---R--G------N------------SKQKWAPLFPNRS-
 WP_230768009.1/74-332           -----AWLG------------NF-----R------------------EEDQPVARRLLD-GLE----MVSDTQFRREMKN-LIARA----------------RGDE--------------------------------SS--ST---------VAAYAVHNLPKRFAPHYFGCERPHA--PITPLVCPTTAHTGSEMIVQNI---------------------------------------------------------------------------LAKTAN-------ALKIAVD-----------PTVDEMY----------------------------------------------A-S----QV--D-RVLLVTDNVASGQEI-TTFL---A------F---MQANP-------------RLR-S-----------WKSFGW-----LKFEIITHSITESAL-V-----SLSR-Q-----------A--V--------------VHFEQL--------------------------------------SRTF--------------E-S----------------------------------------------------TDWS-----------------NHQ---------IEEVR-ALCRKY---------SAI----------------------------------R-R-------E--PL-GRQAA-------ESLQVFGH---TFGNGTPAVLRQ---T--A------GP-----------HGKTWAPLLPHD--
 WP_146203711.1/205-454          PDTIVKWIK------------QF-----E----------------P-YDAVAEALSLLE-YLDRD-GFIPKGEIINRLKA-LYNDI-----------------------------------------AARER------KR-------------PKVVSI---------------Q-------------NAGKS-ESMILYEL---------------------------------------------------------------------------RDYSKKS------LRDQILE----------------------------------------------------------------H-D----SP--E-HLICFDDVVGSGETI-RDCL--FR--D-------KGTVVY-----------EELE-R-----------WLT----AIPERRITVLCAIASQGGI-D-----AVEG-D--------------PM-G-----KGR---VKVIAA------KIL----------------------GEK----DKIL--------------S-S-----A----S-----------------------------------------NIFR-------------NN--ER----------QEKFQ-QICTEI---------GGK----LW----------------------------P-K-------H--PL-GWQNC-------EWAVVTDY---NAPNCSLPVIWS---S--A------K--------------QWWTPLFPRR--
 WP_165026915.1/16-274           ----QKWLRNRKDELTLLI--DL----CR----------------N-KDEKNIIFSLLE-RFY----YLDSRTYNDLLNN-VADYI---------------------------------IKASGF---MCDN---------------------TQIAAITYD--------------------------DEADS-SQSILQAL---------------------KVPIQKRG----W-----------------------------------------RNVKTV-------------------------NRYGRIAKNV-------------------------------------------D-L----GK--T-QIIFVDEFIGSGKTL-RGRI---K--Q-------LRN---------------DIK----------------------TPFELKCCYISGIESVI-N-----EISQ-E------------------------YG---VEIFCP------LLI----------------------KRG----ISDF--------------Y-T-----G----T-----------------------------------------DLKT-------------AE--DM----------MLDLELELAHKI---------NQKE---L-----------------------------Y-D-------Y--SF-GYGGA-------EALYSLEGCAGNTPNSVFPIFWWPQ-N--K------E-------------MKERKTIL-----
 MBI2898592.1/32-275             KTTIESWLD------------QF-----D------------------NGDRDLAARVLD-AVD----FYGAERIAAGFRA-ALNSL------------------DG--------------WHTNP---AERT------GK-------------WRFAAY--------------AG-------------SSGES-GDAMLHQF---------------------------------------------------------------------------RLANNL---DHKNNDKMFVH-------------RSQLIGEQ-------------------------------------------L-G----AE--D-TVVLIDDLTATGDQV-CEVW---T--E-------------------------HFA-E-----------LVA------GIGRVFLMVVVAGRGAR-K-----RIKD-K-----------T-------------D---LRLIPT------KEL----------------------DHR----DSLF--------------L-D-----D----C-----------------------------------------NYFT-------------GA--EK----------------DRLLEY---------ARI----A---N-------------------------Y-K-------L--PK-GRGEC-------GYLLVFQH---RCPNNSVAILHE---S--H------P---------------KWEGLFLRH--
 WP_195787618.1/208-458          PEHAAKWAE------------QF-----R----------------G-ARLIGEAMDVLK-YLNSD-GFLTRNYIVDCIRE-QYQSV---LRKY---------------------------------------------ET-------------VQAISV---------------Q-------------RIQKS-EHHLVYDL------------RF--------------------------------------------------------------------------LPREIVS-------------FAEAIEIH---------------------------------------------K----RD--V-TLVCFDDVVGSGGTF-IDAL----------FGG-LAGVPV-----------ERVS-E-----------WLLD-----GNNQIVVVCAIAGEEGK-R-----RVEE-H--------------EH-A-----HGR---VEIFAH------RTI----------------------RNG----EATF--------------H-E-----R----S-----------------------------------------RIFS-------------KN--SS----------GEKFM-EFCRKV---------GDD----L---Y-------------------------P-K-------A--PL-GYGDS-------RWCIATEY---NAPNNSLPVIFA---R--G------N------------ATRKWTPLFER---
 MBK6655576.1/6-266              IPQVESWLT------------QF-----E------------------VPDLYVVEHMLR-RLR----YVSFEELEAWLHE-SVKGV---LEEI---------EKSD--------------------------------GR--VA---------VAIFPVAKPFINKFN-----KDKE---------EKLPNDS-AGRIAHSL---------------------------------------------------------------------------KNIERD-------LPRFVEL-------------SPRDKSMR-------------------------------------------Q-K----KV--K-HIIFVDDFVGTGNRF-SDSW---K--T---M---VSP---------------SVK-S-----------WCSR-----GWCKIWLITFAAHKSGL-N-----RVVR-K-----------I--R--P-LTL-------NQVRIN------LEI----------------------DKS-----------------------------------------------------------------------------FFLE-----------------------------NESMK-AVLQKY---------GTP----LG----------------------------RAT-------Q--AM-GYGGL-------ASPVIFQY---GCPNNVPLMFWL---R--P------S----RA------SRISWRPLFPNRS-
 WP_181320715.1/262-515          EERLKSWLD------------QF-----P------------------SALQPLASQLFR-SVAER-YFIGLQEYHRALAT-LIDTS--GIPEF---------------------------------------------GR-------------VSFCEW----------------------------QGQGKS-GPRVAHDL---------------------------------------------------------------------------KNQGNW----LCPEDLDLRA-------------TDEVWPTF-----------------------------------------N-G-K----PP--E-WFVITDDIVGSGGSL-RACT---K--E---E---DA----------------PVK-R-----------LLR----RFPDAKLRILVVVGFDAAL-Q-----DVLT-D-----------L--S--A-FRD---R---VDIAAY------RRL----------------------GDR----DRCF--------------T-E-----T----S-----------------------------------------EIIT-------------DP--RL----------RDELQ-AFCLHG---------GRLN---I----------------------------NK-K-------I--RL-GYQEL-------AALVVFHN---TVPNISLPLLWY---D--S------N---------------SWQSLFP----
 QYN18860.1/262-515              EEDLRSWLD------------QF-----P------------------SNLQPLALQLFR-SVVGR-YFIGVAEFHQALEH-LIRTS--GIPAF---------------------------------------------DR-------------VSFCRW----------------------------QQDGQS-GPSMAHAL---------------------------------------------------------------------------KNQANW----KCFDDLNLMD-------------EDRLWSDF-----------------------------------------A-G-T----PP--D-WFVITDDAVGSGGTL-RTCT---A--G---E---DA----------------PVK-R-----------LLR----RFPDAKLRILVVAAFEAAL-Q-----DVVS-D-----------L--S--A-FQH---R---VEIGTY------KRL----------------------TDR----DRCF--------------T-E-----S----S-----------------------------------------EIIT-------------DL--GL----------RDRLL-EYCLNS---------GRLQ---M----------------------------AR-K-------N--RL-GYQEM-------AALVVFHN---TVPNFSLPLLWR---T--S------E---------------RWRPLFP----
 WP_139322878.1/59-316           RFKYRNFID------------SF-----D----------------D-VSEKLVAIYLVN-SVI----FLSENFCESSLSF-SLNKL---MR----------------------N--------------GKYS------DN-------------VKFLPISGS-----------ST-------------STVDS-GYRFISLI---------------------------------------------------------------------------RKMGRF-------MDDRYFP-------------SLDSLLST-S---------------------------------------T-A-R----SS--I-EIIFVDDIMSTGQQF-DALM---N--K---S---FTF---DN-QVM------SLN-E-----------LRK----R-RIAKISYVPIIATEYAL-E-----RFDH-L-----------E-----------------SIVFPC------YTL----------------------NHE----YNIL--------------N-N-----L----D-----------------------------------------RYFPSWLL----S----SV--DV----------LETIK-NIDGKF---------N------------------------------------R-S-----GLG--LA-GQGNL-------ALSVAFFN---STPDSSLPLLWS---S--E------A----S-----------EVHLLRR---
 WP_153013589.1/44-301           KFNYTAFID------------NF-----E----------------D-SGEKLVAIYLVN-SIV----YMSEIFCEASLLQ-KVNSL---VS----------------------N--------------AAFS------DA-------------VKFIPISGG-----------GE-------------VTVDS-GFRFTSLV---------------------------------------------------------------------------RKSSKY-------KDDKYFP-------------SLEGLIRS-C---------------------------------------K-N-G----EM--L-EIIFVDDIMSTGQQF-DALM---K--K---E---FII---CG-QNT------SLF-D-----------LWR----S-RRAKIAYIPIVATEYSL-E-----RFEE-Y-----------G-----------------SIIYPC------FTI----------------------DHE----YNLL--------------T-N-----I----P-----------------------------------------KYFPQWLT----N----TI--NV----------FEAIN-SMNKKL---------N------------------------------------K-S-----GLG--IA-GQGEL-------ALTLAFFN---STPDSTLPLLWS---K--D------E----S-----------EIHLLRR---
 WP_155300847.1/27-286           KYNYVGWLN------------NF-----P----------------S--ELKSLAYRLLY-SFT----YISEAMTDSMLIN-TIQNL---SCDL-H---------NP-S------------SLSEW---KDFI------NG-------------VAFAPVRTN-----------GL-------------NFSDS-GNLFVGKV---------------------------------------------------------------------------KKLLQL-------DEECIIG-------------NLDEIVNL---------------------------------------I-----C----DG--K-KVILVDDFVGTGDQF-DQFI---L--M---L---KESNG-------------SYK-K------------------S-CLENLIYAPLLSTARGY-K-----NITS-M-----------H--T----------Q---VKFSPL------HII----------------------SED----YSVL--------------G-E-----N----S-----------------------------------------IFWRGLT-------KEGRA--EK----------ITQIV-EISKQL---------R------V---ED--------------------------S-------L--IF-GYKDL-------GLGLSFQH---GAPDATLPIFTH---S--A------G---------------NWVPLV-----
 WP_138578941.1/11-272           ---VKKWIM------------QF-----D------------------LVDRYAAELLLQ-SLS----YISFADFEKSIQN-QVKEI---VEEA----------QKV--------------------------------DN--SC---------VAIFTVSKNLQHKFN-----KDKE---------RKPENDS-SGRIGHAL---------------------------------------------------------------------------KNLERN-------LGKSVEL-------------TPRIASMS-------------------------------------------Q-K----KV--R-HIIYVDDFIGSGKRF-IDFW---R--K---D---VSR---------------SVK-S-----------WVSG-----GYCKIWLVSHTIHKEGV-E-----KILK-N-----------I--S--A-IDC-------SRVRSQ------NLI----------------------ESS-----------------------------------------------------------------------------QLIR-----------------------------NKKIR-DLLVKY---------STR----TN----------------------------KSD-------A--AL-GYGDN-------CSPVVFQY---GCPNNAPAILWA---N--G------KP---NK-KSNSLSEGRWDSLFSER--
 WP_158634436.1/262-516          EEALRLWMD------------QF-----P------------------GNLRPVALQLFR-SVAEK-YYIGTDEFYRALDH-LIDTS--GIPAY---------------------------------------------GR-------------VSFCQW----------------------------QSLGAS-GPRIAHAL---------------------------------------------------------------------------KNQANW----HCLTQLNLLD-------------KTESWPDF-----------------------------------------D-G-K----PP--E-WFVMTDDVVGSGRSL-RDYT---E--G---E---NA----------------PLK-R-----------LLR----RFPNARVRILVVVAFDAAL-Q-----DVVA-D-----------L--S--A-FRD---R---VEVGAY------RRL----------------------GDR----DRCF--------------T-E-----T----S-----------------------------------------AIIT-------------DP--HH----------RSLLS-SFCTDGN--------GLRQ---I----------------------------RR-K-------Y--RL-GYQDL-------AALIVFSD---TVPNNSLPLLWH---T--S------D---------------SWRPLFP----
 WP_172587264.1/29-290           -LRPRAWLD------------NF-----D----------------K--EDRNIAALLLD-RFI----YYSDEHTNSLLLA-AFHSL---GA----------------------------IENSAL---LHKL------TN-------------AKFTLVTGE-----------VP-------------NPTDS-GYTICRKI---------------------------------------------------------------------------RQLLHV-------ADENIVQ-------------PIEAIKHA---------------------------------------------N----DG--G-TIIFLDDFVGSGDQF-LKTW---E--R---K---YPP------NNL------SFK-D-----------ISL----S-QSNLCVYITLVTTDFGL-N-----RINE-N-----------A--P----------N---VVVSAA------HCI----------------------TEK----STIR--------------G-I-----E----L-----------------------------------------TGVS-------------TD--DL----------EAFLD-KYSRRL---------C------P---QD---------SYIA--------CNDE-Y-------K--KY-GYKNR-------GLLFGFEH---SIPDATLPIFWSH--G--L------N---------------GWTPLVER---
 MCC6262022.1/260-519            TQAFESWAT------------QF-----P------------------DDIQSVPMQLVR-LIADH-YYIGTNRYFEALER-LIQET--GVQSN---------------------------------------------DQ-------------VVFCRW----------------------------QCLGRS-APRVAHDL---------------------------------------------------------------------------KNQGHW----RATKELDLDA-------------DQEDWPNLAA-----------------------------------------G-K----KG--L-WIILADDFVGSGGTM-SRLF---H--N---P---AGTS--------------VID-K-----------ILR----HFPTAKVRILIVAGFEVGL-R-----RIQD-S-----------L--A--A-HRE---R---AALSVG------YVL----------------------KEL----DQCF--------------T-V-----G----N-----------------------------------------RIFP-------------DS--IQ----------CDRVR-QFCLEV---------AEKHYPRL----------------------------PS-G-------M--RL-GHSAI-------GALTVFFD---TVPNNSLPILWH---N--E------G---------------NWVPLFP----
 WP_046133446.1/29-290           KLDLRRWLG------------NF-----E----------------N--AEQEFALRLAN-AFC----YFSDDAVDALFRA-SVQRY---FNVL-A-----------------------SRKTLSA---TQPL------HR-------------LAFVPVEGE-----------TP-------------NTTDS-GHLFARRL---------------------------------------------------------------------------KKKMGV-------PEARILY-------------PANVIQSH---------------------------------------------S----NY--D-TIIFVDDFVGSGNQM-EETF---R--R---S---YEGQ--------------SFW-E-----------LAH----S-RQMTFGYCACVFTEKGL-N-----RLRT-N-----------L--P----------M---LDLSPA------HVT----------------------GED----YNLS--------------L-P-----S----S-----------------------------------------SFWSGL----------EPS--AI----------EAFLR-SASARA---------G------F---TR---------EDHS-----------E-E-------D--WR-GFHGL-------GLGVGFSH---GIPDANLALFWS---Q--R------N---------------DWKPLV-----
 MBN1461338.1/259-517            SRHLQPWLE------------QF-----P------------------EELRGVAIVITR-QIVER-YYIGDDRCYSALEA-MIQQS--GIPLG---------------------------------------------SR-------------VLIARW----------------------------QHMGQS-APRIGHAL---------------------------------------------------------------------------KNQARW----RVAGEIDFND-------------PTASFGRL-----------------------------------------H-G-G----VP--G-WLVVADDFVGSGDTL-SSAL---I--G---V---MAR---------------GLA-D-----------LLM----QNPGLQLRIVVLAGFRMGI-R-----KIRE-T-----------V--K--A-FRD---Q---VRICVP------ILF----------------------DEA----DRCF--------------S-S-----C----S-----------------------------------------RIIP-------------EP--DS----------RKRFE-GFCLET---------ARRHFKGL----------------------------RA-A-------D--YL-GWQGT-------GGLVVFPD---TVPNNTLPILWY---D--N------S--------------PSWRPLFP----
 HBE90560.1/5-268                --QTKAWLK------------QF-----S----------------P-GPEKTLALLILR-YLI----YRTISQLDSSFKQ-ALKAA---ATSF-IPP-------RF------------VREDIDW---RDVL------NG--K--VAGLD---FYYGPPKQE-----------FS-------------RPGKS-GEIVSRQL---------------------------------------------------------------------------KFCDLS-------SKFKLEY-------------PDQFTA---------------------------------------------L-K----PN--E-RYLLIDDGSFTGEQL-IGFI---Q--T---S--------------------GQFL-L--------------------QGNQSSIVVGLAHESAI-K-----ALAD-A-----------Y--P----------T---IPLFCG------EKI----------------------THQ----GCFE--------------V-A-----S----K-----------------------------------------NWIEDGL------WTYTGI--AP----------LDQYM-EIVDKA---------------KF---A-------------------------D-K-------L--PL-GYGNW-------GCMVAYEH---GVPDNSLQLLWD---R--S------A---------------RWNPLFVR---
 TET81397.1/33-281               SATVVDWFS------------NF-----G----------------T-PEEFELALKIFH-LID----YRTSKRTIETIK--TYKTQ---IKQS-ME--------------------------------SQKA------KN-------------LVLVSS---------------D-------------QNTDS-SNRFIYDL---------------------------------------------------------------------------GKEWGV-------AESNVFR-------------KSELTKEV-M-----------------------------------------Q-N----KD--N-FFIFFNDTHGTGNQF-VGEF---K--T---V---ID----------------DIG-Q----------------------SSCAIISITMTAIAL-E-----RFKK-E-----------F--S----------D---IALVQP------SFQ-----------------------------------------------S-I-----K----N---------------------------------------IEKHQD-----------ETTL--NT----------QDI---RLLKEL---------GKK----V---Y-------------------------S-K-------G--VL-GYKDT-------GLLIAYAH---QCPNNTLPIIWA---N--G------K----NN-EVDG-YAYPWSPLFEYKKV
 NQY20852.1/33-280               EQIVVDWFS------------NF-----G----------------S-EEEQKLSIKIFF-LMD----YRTHIHSINTIK--LHKNI---INKS-VH--------------------------------KLNC------KN-------------IILISS---------------D-------------ENTDS-SNRFIYDL---------------------------------------------------------------------------AKEWEI-------TKSHVFR-------------KSELTDNV-I-----------------------------------------K-D----KD--N-FFIFFNDTHGTGTQF-VREF---K--N---V---II----------------SIG-E----------------------QSCGIISIVMTGSAL-S-----NFKK-E-----------F--P----------E---IQLIQP------NCQ-----------------------------------------------S-T-----K----N---------------------------------------IDNYRD-----------EQEL--NS----------SDI---NILEKL---------GKE----V---Y-------------------------S-K-------G--IL-GYKNT-------ALLVAFSH---QCPNNTLPIIWA---N--G------I----NN-EVNG-KGYPWKPLFEYKK-
 WP_129502785.1/33-281           PKIVVDWFS------------NF-----S----------------D-EKQLNLALKIFN-LID----YRTNKKSIDTIK--IYKKQ---IDQA-MY--------------------------------KTKR------NN-------------IILVSS---------------D-------------EHGDS-SNLFIYDI---------------------------------------------------------------------------SKNWKL-------LESNIFR-------------KSELNEEI-I-----------------------------------------N-D----KN--N-FFIFFNDTHGTGNQF-VREF---K--D---I---IK----------------SIG-E----------------------NNCAIISITMTNIAL-K-----RFKD-E-----------F--P----------E---IALVQP------SFQ-----------------------------------------------S-T-----K----N---------------------------------------IQKHID-----------ENSL--ST----------SDL---ELLKQL---------GND----V---Y-------------------------S-K-------G--VL-GYKDS-------GLLIAYSH---QCPNNTLPIIWA---N--G------E----NN-EVEN-KAYPWSPLFEYKKI
 MBL8802966.1/3-266              ---------------------NF-----Q----------------S-HDDQLVAATLLD-NFV----FFSDRATNHLLAN-AYYRL---EDEL-L--------------------TGSLSFAGGL---HPTT------SS-------------LWFTPVEGE-----------QP-------------RPTDS-GNALCRKL---------------------------------------------------------------------------RNIVGV-------GDDRFVA-------------WDGALRNA---------------------------------------------A----NG--D-TVVFVDDFVGSGNQL-ISTW---T--R---K---HPQFGE------------SFE-D-----------VFN----R-RAFPAICLALICTATAI-E-----RVQT-N-----------F--P----------A---IHMRCT------HVL----------------------ERE----RSLT--------------G-I-----G----A-----------------------------------------PILSPP-------LDEYAT--QL----------DRFLR-CHTSRL---------N------L---PE---------FLAK----------SK-N-------P--QL-GFREL-------GLLIGFQH---HTPDSTLPVLWA---S--G-----RD---------------GWERLV-----
 MBQ9935171.1/27-273             AERIDKWLQ------------AF-----P------------------KEEQAFLLELLM-QFY----YYSEERIKDKVVE-LYEAF-----------------VKE---------------------YQGDA------KE-------------VVYTKIIKE-----------QG---------------VAC-SDVLFSNF---------------------------------------------------------------------------WLQNDLM------YSCSDNN------------------------------------------------------ILGL--LEA-G-Q----IP--K-ELAIVDDYSGTGKSF-IKTV---D--K---M---LH----------------TNE-L-----------V--------QNTNLYFLTLHITERAI-R-----QINE-Y-----------A--K----------GVG-INIKIV------SL-----------------------DCS----DEAF--------------K-K-----N----------------------------------------------YIYN-------------EI--EA----------EKKKR-QYAQICI--------NQN----M-----------------------------N-K-------Y--VL-GFEDV-------SSLVAFHY---NTPNNTLGLFWQ---D--L---------------------MDFSALFPRKKK
 WP_058689630.1/9-272            -NSVNQWIE------------QF-----D------------------LVDRYAAELLLQ-SLN----YVSFENFEKTILE-KVEGL---VNEL----------QIN--------------------------------NN--TS---------IAIFPIRKNTGNKFN-----KSKE---------YKAANDS-SGRIGHIL---------------------------------------------------------------------------KNLERK-------LQGRIEI-------------SPRVISMS-------------------------------------------Q-S----KV--R-NIIYVDDIIGSGNRF-LKFW---R--N---D---VSK---------------SIK-S-----------WVSG-----GYCKIWIVSHTIHQGGL-T-----KLTN-N-----------L--K--A-IDS-------SRVVCG------NLI----------------------KKS-----------------------------------------------------------------------------ALLS-----------------------------NVTLK-NLLIKY---------GAR----TN----------------------------KPD-------A--AL-GYNGD-------CSPVIFQY---GCPNNAPAILWA---T--G------NP---KV-NAAGITTGRWNAIFSER--
 WP_169721619.1/634-898          ---VRNFVK------------QF-----D------------------DDLTDLALRTVS-ETK----QISRDDVADATAA-FIDDH-------------------------------------------PDF------VG-------------ASLCAL---------------G-------------SPKDS-SSIYINFA---------------------------------------------------------------------------LDVAAKYG-VK----------------------ARTLSDAL---------------------------------------------A----AD--E-PILFVDDFIGRGSQT-KDII---Q--N---W---LAL------ETTE-----TLN-EERD------T-LTAADQDRLRARKVGFAYVAGLDEGR-P-----TLEE-F-----------L--A--E-HSI---D-----AKVH------VHI----------------------REA----DIPT--------------L-T----------------------------------------------------SVFG-------------DE--EK----------FERFE-GFMREA---------GARA---L---TNHH-------------GKTRSDQWRQ-D-------R--AL-GYGGH-------ALLFTSMF---NTPTAALTALWA---G--G------S-------------MSSWQPIFPRRSK
 KAB2921695.1/33-297             -----AWIE------------NF-----E----------------D--ADKKVAAQLLE-RFV----FYNQRLTDSLLVA-SFNSI---ADGL-----------NK---------GPSAPPREQL---LRAL------LN-------------AIFTPISGE-----------TP-------------NPTDS-GYFLCRRT---------------------------------------------------------------------------RQILNV-------DEAQIKA-------------TSEALAAA---------------------------------------------A----GG--Q-PIVFVDDFIGSGDQF-LSTW---Q--D---------SS-----SGT------SFE-E-----------IHR----Q-IGFCAIYVSLVGTDTGI-A-----RIAS-K-----------A--P----------S---VAVCVA------HKV----------------------DNR----GTLW--------------G-I-----Q----G-----------------------------------------SNS------------LLYQ--QI----------ETILK-KYATRL---------T------P---LD---------GYMR--------QD-N-Y-------L--VY-GYKNR-------GLFFAFEH---SVPDATLPIFWCR--G--T------N---------------NWEPLIERK--
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 WP_076617776.1/26-297           EFNSEDWLS------------NF-----L----------------P--EEKGVAERLLS-NFS----YFNERMTDALLEA-SIRKY---FASM-T--------------------HESGSALRFY---HDYL------PE-------------TAFVICEGE-----------DP-------------NPTDS-GHVFARKL---------------------------------------------------------------------------RDRLGV-------PEGQIFW-------------PKGALTQR---------------------------------------------K----RF--R-KYVFVDDFTGSGNQF-LETW---F--G---R---HVVNG----TPV------SFD-I-----------FSKD---K-CGATFSYCCCVSAKNAR-V-----NIKR-K-----------A--P----------I---VKLFPA------HQL----------------------TTR----HNVI--------------H-T-----D----T-----------------------------------------KIWDGM----------NAE--TA----------RNVIK-NASVRA---------G------Y---SE---------EDLG-----------Q-D-------D--WR-GFHGL-------GLALAFNH---GIPDASLPIFFS---Q--R------N---------------GWKPLIVR---
 WP_036094777.1/29-286           SSNGSMFIKRAIS----LYS-KL-----D------------------TKQRDSFLGLLE-QFD----FYQIKDYENFLVD-IYSQM-------------------------------------RW--GIEGL------EK-------------ILIIPLEKQ-----------GE-------------LNLKS-GSLVAYLF---------------------------------------------------------------------------RTTLIKY------IDERFFENKSLVIKVKHRLTIEDVNEYA-------------------------------------------E-N----PN--A-RIVFVDDFIGTGRST-TEVI---K--S---Y---------------------KLM--------------------GLNEENVLVLTFICLQASI-D-----RFNT-------------C--K--------------FRFMYSTK---GKTL-----------------------------SDVF--------------S-E-----K----AD---------------------------------------------------------LE--EK----------RMLFK-QISKKI---------NSP----------------------------------K-G----------YMSGYNKS-------EALLATIR----TPNNTLPFFWR---D--N------K-------------QKKIQSLFPR---
 WP_176587526.1/633-903          KRQAMAWLD------------QF-----E------------------TTDIEQALELLK-RSK----LLGRHDVVAMINE-FLAKN-------------------------------------------PEF------KN-------------ASIVGL---------------S-------------QGNES-SQIIQYYA---------------------------------------------------------------------------ADVSASFKF------------------------YATISEAA-K-----------------------------------------D-N----RD--A-PVIFVDDFCASGGQI-SNTL---G--S---W---FGN------DSLKKP---DLN-EQRR------L-ALDPERDFLRNHQLAFCFVAAWDDGL-G-----AVQT-A-----------L--N--K-LGL---T-----GIVY------THL----------------------HEK----DLPL--------------A--------------------------------------------------------FSDSAE---------EL--EA----------NKYFR-TRCEDI---------GRQLH------ADET----------------WDEKKVS-E-------R--LL-GYGNK-------SLLLFFPY---NAPAQSLTCMWK---S--G------TV---N--------GDEWYALLQRRKK
 WP_204392365.1/28-301           --DFESWLD------------NF-----Q----------------K-QEEKELAARILK-YFI----YFSDDLIDQMLRT-VIGRC---GYYF-M---------QN-VP--------------GWN-HDSFK------SE-------------CWYSFIQGE-----------NP------------DDATDS-GYIFTRKL---------------------------------------------------------------------------REVLNI-------PDNRIIK-------------FDTLFKKL-E-----------------------------------------T-S----TL--Q-NVILVDDFVGSGAQT-DKAW---N--E---H---KLGL-----KKK------TLS-E-----------LQS----R-FNHRIIYAPLVVNDMGL-L-----RIKK-Y-----------C--S----------N---LHLEYI------YHL----------------------GLE----YNLL--------------N-I-----D----G-----------------------------------------LCWAGD--------YSLYA--RF----------LNMMN-RIAKEQ---------K------I---PV---------TGGD----------SV-N-------D--IM-GFAEQ-------GLALAFHH---GIPDACPAFFYW---N--T------D---------------NWKPLKKRP--
 WP_139187887.1/35-307           TFDPRGWLK------------NF-----R----------------A--EEERHALCCLN-AFI----FVSAEITDALLVS-AFHNL---SAHK-Q---------LI-E-------RHGSQHRDQW---RAFR------DK-------------LVATYVEAR-----------NP-------------NASES-GPHFARLA---------------------------------------------------------------------------RHKLDL-------PQSQIFT-------------PEAALRVM-----------------------------------------A-V-E----PD--R-PVLLLDDFIGSGDQV-TSAW---T--H---H---RDVWPG---ETS------TYR-D-----------VVA----Q-HNSTIVYCPLVSTFEGS-E-----VVRR-E-----------C--P----------S---LLLMPA------HEL----------------------DAR----ENFV--------------H-E-----D----S-----------------------------------------LFWPPG----------MRD--SG----------IEFIR-AASARA---------G------I---PD--------------------------S-------E--CF-GYKGQ-------ALALAFEH---GVPDATLPIFWH---E--S------E---------------NWQPLIRRR--
 WP_216926556.1/39-307           EIDPSGWLE------------NF-----A----------------P--EDRHVAVALLD-TFM----FFNGEMTKTLLES-ALASL---AAQP-----------------------EYSDSPHKW---ESFL------RR-------------ALITFPTGE-----------TP-------------SPTDS-GYMFVRIA---------------------------------------------------------------------------RQQFGF-------PESQIVD-------------PQGAVVKV-D---------------------------------------A-S-Q----EP--V-PVIFVDDIVGSGDQL-IETW---C--R---D---YPLREG---GFT------SLN-D-----------QWEG---G-EIESVHVVAPIVTWAAN-Q-----RLAE-D-----------Y--P----------Y---FGIGKA------HIL----------------------GPE----YSAK--------------N-S-----R----T-----------------------------------------VLVPEE----------LRT--DL----------TRVIT-KYSPKC---------G------F---SG--------------------------K-------D--AF-GHNEL-------ALNIAFEH---SFPDLSLPLLWS---E--S------S---------------DWKPLRKR---
 WP_203656749.1/25-298           DTNPQKWLA------------NF-----T----------------E--EEYDHAIALLN-AFV----YFDDEHTNQLLRS-AYHDI---SSRT-D---------KD-A-------SPVFPTRASW---AEYR------EG-------------LIVTFPTGE-----------TP-------------NPTDS-GHLFARRA---------------------------------------------------------------------------RQRLGI-------TESQLMM-------------PEDAVASL-----------------------------------------A-F-G----RR--R-PLMLIDDFAGSGDQF-IKTW---E--R---N---YPLLDG---REY------SMA-G-----------LANE---G-RLSSVVYCNAVSTSTAA-T-----RIAE-V-----------A--P----------Q---VHLACA------HLL----------------------AAE----ASVT--------------H-P-----E----C-----------------------------------------YLLPSD----------VRA--TI----------VDTIA-SASERA---------G------I---QE--------------------------N-------A--RY-GYKEL-------GLAIAFEH---SVPDATIPLFWA---E--T------P---------------GWTCLVKRR--
 NVK73217.1/797-1063             EDRVRAWLE------------QC-----G----------------L-FKEQRVLFNLLD-NVK----QFTQPEIRRYLAD-AHS-N---IQSK-LPVTVK----TV---------------------RNQRR------KD-------------ILIVYL---------------D-------------GEGKS-GQYYASKY---------------------------------------------------------------------------AEENKI-------STKCICS-------------SKDFLSKL-E-AH----------------------------------EDSES-I----TI--N-GVVIVDDIIATGHSL-INYI---S--E---F---LS----------------TNS-K-----------HLI----D-RSAKVFCVAISGTQSGK-I-----AVEK-A-----------L--E-DR-ADD--IE---VLLHVC------FEF----------------------CAE----NYAF--------------Q-Q-----N----P-----------------------------------------GIWK-------------SE--DD----------FGFAK-QLCLKL---------GKS----I---Y-------------------------K-N-------N--PL-GYGNL-------GLLVMFPE---TIPNNTLPILHS---S--S------S---------------KWSGLFSR---
 VVH63430.1/24-280               NDKIEVWLD------------NF-----Q------------------GEDKDMAHKLLN-HFV----YFNSQMTKEMLIS-LYRDF---IEYP-IRQKVL----NE------------VDVEKLF---KEEL------NQ-------------TRFLGM---------------G-------------NPAES-GTHLLYYF---------------------------------------------------------------------------RQVNNI-------NKDLFID-------------QSKV-------------------------------------------DLS-D-T----QI--K-RYIYIDDMSITGKQV-CEYA---N--T---K---AK----------------EIS-E--------------------KRIEVNCYLLCATKKAI-D-----KIKN-M-----------N--I---------FN----SVESV------FEL----------------------DES----FKCF--------------G-D-----S----S-----------------------------------------RYFL-----------------DD--AS------NRECK-EMVEKY---------GKR----L---Y-------------------------E-D-------H--VL-GYKNS-------QLLSGLEH---NTPNNTLPIFWS---E--K----------------------DWNPIFKRYGK
 WP_018623467.1/28-287           KLDPRGWLN------------NF-----E----------------P--EDKEIATILLD-HFI----FYSQRFTDKLLQS-AYDSL---GSIT-----------DI----------------------TDKI------NT-------------AYFTPVKGE-----------SS-------------SITDS-GYYIVRKA---------------------------------------------------------------------------RQLLEI-------PDDLLVD-------------TRKAIIHA---------------------------------------------E----NG--N-MVVFLDDFVGSGDQF-IKMW---K--N---T---EFY------NGV------SFE-K-----------VME----K-KPFCAVYVTIATTINGL-K-----EINK-S-----------V--S----------G---VQVIPC------HVL----------------------DDS----ISIK--------------S-I-----D----L-----------------------------------------KGYT-------------HL--EL----------DLFLD-KYSRRL---------Q------P---TE---------HYMA--------IK-E-H-------K--KY-GYKRI-------GLLIAFEH---SVPDATLPIFWAP--G--S------E---------------NWVPLFKR---
 WP_075336068.1/614-887          --RILTWLH------------QL-----P------------------DGLQQAALPALE-RIR----LFRRQDFVKDIEA-ARRTP-----------------------------------------AVASL------SR-------------PVWVPL---------------G-------------GPKDS-AARWGYYM---------------------------------------------------------------------------HDEALKS----PGSDVSAIE-------------VKPIEAAL---------------------------------------------R---VKN--A-PLVFFDDCFYSGGQV-ETVF---A--Q---W---LGEAG-------------KID-EEHV-----DP-LPADLRDELRRRDCVLVYALGREDRK-Q-----ELTE-R-----------L--Q--K-LGL---QV--KDIVVV------ESL----------------------SED--------G------------LA-S----------TM---------------------------------------------------------PE--EQ----------IEPLR-KHLRHV---------GESL---L---RSTK----------PTW----DEQRIQ-E-------R--AL-GYGNG-------GHLVAFQM---NVPTFTVTALWS---R--G------DY---E--------GRPWLPLLPRRSK
 WP_201630000.1/31-302           YSDVTAWLK------------NF-----D----------------E-PIEEYLALQILD-SLI----VRTSETTKASYSS-LFNSK---LRQT-LIE-------EG---------LISNMPIAEW---KMHL------KK--G--SLSRI---IQFSPVRK------------PN-------------DEGES-GSTIFRML---------------------------------------------------------------------------SEDLHT-------DRYSSLG--------------------------------------------------------------N-R-H----DP--R-VIVLIDDIIGSGTQF-VTGF---S--E--SF---------------------DLA-N--K--------I--------ETKKIIYCPLIAFEEGI-E-----NIKS-K-----------F--P----------D---ICIMPA------EYI----------------------YKS----DSIF--------------Y-G-----N----DN----------------------------------------DLFRND-------KKNTVG--EA----------KIVFN-SMREKY---------WPS----I-----------------------------DIN-------D--WY-GHESA-------CLPVVFEW---GCPNQAPRLLWW---Q--S------L----NN-------DFTWHQLFSRR--
 WP_070225664.1/791-1049         IAHVRAWLN------------QF-----Q----------------N-NKERKIAFKLLE-NIS----FYGEKTIREKLSV-IHE-A---IRRK-VIYTHK-----K---------------------SQKVR------RD-------------ILISCF---------------G-------------TGSKS-GASTLRMY---------------------------------------------------------------------------ASENKI-------TTHNIKN-------------FSDIKKTI-E-S---------------------------------------N-N----EI--S-AIVFIDDILATGGSI-ISGI---N--E---L---KE----------------QCG-E-----------IIS----E-RKIVVVIGVICGVSEGY-E-----NILR----------------Q--D-FGF---E---VETVVC------DVL----------------------PSE----CKVF--------------S-E-----A----S-----------------------------------------EVFT-------------ER--EE----------RQYAQ-SICTKY---------GSQ----L---Q-------------------------K-M-------H--PL-GYQDS-------QLLVVFKD---NCPNNSLPILWS---S--S------N----RP---------KWIPLFNR---
 WP_205146352.1/625-898          REVTYRWLQ------------QF-----E----------------N-NNDIGCALTMLE-HFE----IVNRKKTTAAFDA-LFDAH-------------------------------------------PEL------RD-------------AYAVSF---------------G-------------DPKDG-SVIQGYFA---------------------------------------------------------------------------DEQAHVLK-------------------------VVTLDQWSRE-----------------------------------------E-D----EN--R-PLIFVDDCCGSGSQV-CDVL---A--A---W---LER------DDLRE----DLG-EARD------A-LPKPVQARLLKTRIAFLFITAWDTGV-Q-----KIQE-R-----------L--A--Q-LKL---D-----AVVF------PYL----------------------SEA----DIPF--------------V-E----------------------------------------------------RNLKDAVG---------NA--LD----------VDAFI-DRCRQI---------GTQI---L---ESNE----------------VSPEKVK-Q-------R--NL-GYGNK-------GMLLATLV---NVPTQTTTLIWE---S--G------VV---D--------GTPWEALLPRRKK
 TXI47114.1/31-295               GAGCQSWLR------------QF-----Q----------------D-LDCGLLGACLLD-NLI----YRSKAQTLALFRA-VMTCPH-LLPPS-------------------------AASDFAF---IKTL------QG-----TRDPR---IRLVPVIPG--------------------------PPTKS-GAYMLRLL---------------------------------------------------------------------------DRDLNL-------NGRWQIL-------------AENLGQLP---------------------------------------------A----AV--H-TVIAIDDFCGTGRQFVTRFL---G------L--------------------DTVR-Q-----------LRRD---R-PELRLIYMPAAAHQSGI-D-----AILA-A-----------D--P----------G---LQVFPG------ETL----------------------NSD----HHFF--------------D-G-----R----VL----------------------------------------ERYK---------MNGLRD--IL----------NDQYA-RILQAV--------------------PLGG----------------------G-V-------G--PK-GYGEL-------ALTYAFEH---TTPNNTLPIFWQ---K--H------E---------------RWFNLLER---
 PZQ58890.1/29-304               KIDPEGWLD------------NF-----S----------------A--AERPFALVLLS-RFT----FLADHLVDQLFRS-AFQNL---STML-L---------ED-W-------PPLSDAIDRW---RAFC------GE-------------ALITIVQGE-----------DP-------------NPSDS-GWLFARKA---------------------------------------------------------------------------RQTIGI-------DQKQLFE-------------PRDVIAKL-----------------------------------------A-G-G----FS--G-PVVFVDDFVGSGEQF-LATW---Q--R---L---YEHGS----GKA------SFK-A-----------LAA----S-SSASFFYCNAMTTEYGL-K-----RIHR-H-----------V--P----------G---VKISAG------NVI----------------------PER----YSLA--------------D-P-----A----S-----------------------------------------LLWPKT----------IRD--DG----------IALVE-AVGRRL---------G------Y---DA---------DDGG-----------E-D-------D--WR-GFHKL-------GLGLAFQH---SVPDANLPIFFT---E--K------N---------------GWKPLVRR---
 MBR3411642.1/20-292             EFNYENWIA------------NF-----A----------------K-GEEQEIARRILD-FFI----YIPDGQINQMLSS-VIGKC---GCYF-K---------QE-RG--------------CWS-DDDFK------NN-------------CWYSFIPGE-----------EL-------------SPTDS-GFIFNRKL---------------------------------------------------------------------------RDVIHI-------PENRIKN-------------YEILQSKL-----------------------------------------A-R-E----RN--Q-NVILVDDFVGSGHQT-YVAW---T--R---D---DND------SGK------SLM-E-----------TTI----E-NDHRIIYAPLIVNQMGC-D-----LIKT-K-----------C--A----------A---LGLTYI------HLI----------------------DKH----YSLF--------------D-K-----D----C-----------------------------------------PCWNGD--------ENLYK--RA----------VELIE-SKSKTL---------G------I---PS---------TKGG----------HV-I-------D--VK-GYREQ-------GLAIAFEH---CIPDACPPIFYW---E--T------D---------------EWKPLMKK---
 WP_058697634.1/33-298           VERIKQWVK------------QF-----Q----------------A-PEEKTLAWLILR-NLI----FRTNEQLQSSMRQ-ALKQA---TIHF-VDQ-------LG------------LRENVAW---NDAL------KR-----HAGLT---FYCGPPSLPTFGL-------PT-------------QPGKS-GDLIARLI---------------------------------------------------------------------------NQRYGI-------DKQY----------------PSDVK--------------------------------------------V-L-P----PD--E-RFIVVDDGTYTGVQL-ANFL---R--G---W---------------------DID-F--------------------SHGRVAIAVAMAHKTAC-E-----HLKK-E-----------F--P----------N---VPLIYG------ELL----------------------TAD----MCFQ--------------S-L-----S----Q-----------------------------------------KWIETGQ------WSYE---KSP----------LEVYD-DVHKRN---------Q-----PF---A-------------------------NGN-------G--GN-GYGNI-------GALVAFEH---GVPDDSIQLLWD---V--S------P---------------SWKPLVER---
 WP_188746066.1/36-295           RNKLNRWLS------------SF-----K----------------N-PEERYLAAFILD-NLT----FRSESQTKAMIFQ-IILRK---IPQL-LQE-------EE----------YFSKYRDKW---PETL------TK------SGTP---IRLVPVLRK-----------ND-------------GPYKS-GQIVSREY---------------------------------------------------------------------------ITQVGV-------NKRIIIS-------------PDQIDKSI-------------------------------------------K-D----GA--K-LFIFIDDFLGTGNQF-SEFY---E--E---N--------------------QKII-E-----------V--------NNITTLYVPLAAHEYGV-E-----KVKS-K-----------F--P----------N---LRLAAS------EIL----------------------SEN----NGLF--------------F-S-----D----N-----------------------------------------GMLP--------DNINTCD--AA----------KALYL-SISQSLL--------GTG----F-------------------------------S-------M--PL-GYEDL-------SLTYGFNH---ATPNATLPLLWS---D--KI--------------------------------
 WP_157377079.1/24-294           ELDIEGWRA------------NF-----E----------------N-GPDVEIADELLE-AHV----HLNEEQITHAVAA-TIRSL---STLP-R-------------------FGTANHRRAEW---KEYL------SR-------------VIVSFPLAQ-----------DG-------------DPTGS-GYIFARLA---------------------------------------------------------------------------SEKLGF-------PERQVQT-------------PEQLIRGL-T---------------------------------------S-S-E----EP--I-DLLMLDDITASGTQF-GRSW---N--R---R---TQTSR----GRF------SLA-D-----------MEAS---G-KISTAYYLPVVATAHAK-S-----SIES-A-----------C--A--------------VQVVPT------YLL----------------------TPD----YSVV--------------D-A-----E----T-----------------------------------------RLVRAD----------LRP--LV----------GDFLS-RYSPRT---------G------C---DQ--------------------------Y-------G--NA-GYGDL-------GLALSFHH---GCPNNTVPVLQW---APKT------T---------------DWTPLV-----
 WP_095974095.1/36-300           SNDLDNWLG------------NF-----T----------------E-PEEKLLAAILLE-SLI----SRSEAQTASILTS-ALQCS---LPNA-KYN-------NP----------LEIFEGIDY---LKVL------IS--K--NIIEP---IRIVPVIRD-----------LD-------------PPTKS-GPSIARMY---------------------------------------------------------------------------KRQLGI-------NENYMIW-------------PWLIKDHV-------------------------------------------D-K----GI--T-SFVFIDDVLASGQQA-SEFF---T--L---Y---------------------ELN-K-----------Y--------PDIHFSYIPLLAHEDGL-R-----RIKE-E-----------H--P----------H---INVSPV------EKI----------------------GNE----SSLF--------------N-S-----E-----------------------------------------------------------RFSKIQ--DL----------ETLYL-KVAKKYI--------NKR----L----------------------------FS-K-------M--AT-GYNSL-------ALTFSYHH---ATPNASLPLYWY---E--S------D---------------SFYPLVRR---
 WP_107802949.1/36-300           YDNLDVWLS------------NF-----K----------------T-SEEQLLSALMLD-NLI----YRSAGQTKALLLY-ALDSA---LTNA-VYP-------TP----------WDVLHGDNY---LEIL------SR--R--GSGNP---IRLIPVIRD-----------LD-------------PPSKS-GPSVARLY---------------------------------------------------------------------------KRELNI-------SDDYMSW-------------PWLIGDMY-------------------------------------------R-N----GI--R-QFVFIDDVIASGEQF-LEFL---K--K---H---------------------IDS-T-----------L--------VDAEFYYIPLLAHETGI-A-----NVKK-E-----------F--P----------Q---VKIHPV------ETV----------------------NDS----DSFF--------------N-S-----K-----------------------------------------------------------KNLEIK--DL----------KQLYL-DVEKKFV--------NKR----L----------------------------RG-S-------V--SL-GYKEL-------SLCFSYYH---STPNATLPLYWY---E--D------D---------------VFQPLVRR---
 MBN8600344.1/26-297             TLDFQGWLQ------------NF-----E----------------E--DEMETAVLLLS-HFI----YYSNELTQQLFRY-AISKL---VSQV-C---------D----------FSMPSAQAQW---DEFT------KN-------------VLVTHVTGE-----------DP-------------NPSDS-GYHFSRMS---------------------------------------------------------------------------RQIVGV-------EPTQIVT-------------NEEAIERL-----------------------------------------S-F-G----DS--R-AVIFVDDFVGSGKQF-CETW---D--R---T---HGFGNP--ARHE------SFS-T-----------VTENA--Q-VDVATFYCPVICTWKGN-A-----AIKR-R-----------A--P----------R---VNVLAA------HDI----------------------DES----YSVF--------------S-E-----A----C-----------------------------------------RFWPAE----------YVQ--KI----------ESDIR-KASKRA---------G------I---GR----------------------------------D--WR-GFNDL-------GLTIAFEH---CIPDATIPLFWH---E--S------R---------------NWVPLKKR---
 WP_197145745.1/28-304           -ISVEPWLS------------NF-----E----------------R--DDRPFAAHMVS-QFL----YLNDQIVDAQFLA-AFQNI---SNLM-R---------TD-W-------IGFTQAHQSW---HRFM------DN-------------CLIVPVQGE-----------QP-------------NPSDS-GYIFARKA---------------------------------------------------------------------------RQILGI-------DPCQLIE-------------LEDAIHLL-----------------------------------------S-H-G----SA--R-PIVFVDDFVGSGEQF-TKTL---T--R---T---SKKPHT---FGK------SIY-K-----------LCA----A-NNTNIYYCNVAVTKLGH-D-----RILR-D-----------F--P----------N---VILSTG------NLI----------------------GNE----YNWI--------------S-S-----D----S-----------------------------------------GMWPND----------KRN--QG----------IAIIE-KYSKKL---------G------Y---TD---------SNGD-----------E-N-------D--WK-GFHEL-------GLGLAFEH---STPDASLPIFFT---E--N------D---------------NWKPLVTRR--
 WP_100013706.1/25-301           -LDFENWLA------------NF-----T----------------N-DEDYEIATHVLK-FFI----YLPDCMVNQLLRT-VVGRC---GYYF-S---------NH-DL--------------TWT-HDSFK------TN-------------CWYSFIQGE-----------KK------------DDTTDS-GYIFPRKL---------------------------------------------------------------------------RDELNI-------PADRIVS-------------FRQLYEML-E---------------------------------------T-S-T----TP--Q-NVILVDDFVGSGAQT-DSAW---N--N---H---RFGH-----WGW------TLY-E-----------HVT----S-FHHRIVYAPLIANEIGL-N-----RIAY-K-----------C--S----------G---LHMEYI------YKL----------------------TQE----YNLL--------------N-P-----N----G-----------------------------------------LCWKGD--------NAKNA--KF----------IDLLN-RIAKAE---------G------I---PI---------QKGA----------HV-N-------D--ML-GFGCQ-------GLALAFSH---GIPDACPAFFYW---E--T------A---------------TWKPLKKRSY-
 MBL8216468.1/34-309             ILDSQGWLT------------NF-----R----------------D--NELPYAIRLLD-FFM----YFSERVVDALLYS-AFQRL---SSVS-P------------D-------HSGPMTGLEW---RSFV------DT-------------ALLTYVTGE-----------DP-------------NVTDS-GFTFARKA---------------------------------------------------------------------------RQVLGV-------SEGNVVA-------------PDAALQRL-----------------------------------------L-Q------AP--R-PVVFVDDFVGSGSQC-IRTW---L--R---P---YPAFAN---STR------SFA-D-----------IAQ----L-TTSKFYYCPVVSTAAGM-R-----NVRR-Y-----------C--H----------G---LHLAPA------HVL----------------------DGR----YSVL--------------S-A-----K----S-----------------------------------------LAWDSA----------TRQ--HA----------IDVVR-KASQRA---------G------I---PD---------TRGR----------DV-N-------D--WQ-GFHKL-------GLAIAFHN---SVPDATIPLFHW---A--N------N---------------GWIPLVRRR--
 OQA00755.1/807-1069             ADHIRAWLD------------QF-----G----------------N-HENQRLIFKILQ-KIS----FYSENNIRDKMKV-AHG-I---VVRH-FIERVEEK--EK---------------------GKRKK------SN-------------ILISYL---------------D-------------GIGKS-GAYYAKIF---------------------------------------------------------------------------ADENEI-------YYQNIVE-------------RKEIKNVL-S-E---------------------------------------K-P----DI--Q-ALVFIDDFVGTGNSA-CEYF---K--K---L---DQ----------------ECG-D-----------TLK----N-TNLIIFFIVVSGFQESQ-M-----EIKG-F-----------L--D--K-LSL---P---IKVHIL------DPL----------------------DES----AKVF--------------S-D-----K----S-----------------------------------------LIFT-------------DQ--VD----------RHKAL-NICQQY---------GAR----L---V-------------------------K-D-------A--PL-GYGDV-------QTTIVFAD---NCPNNSLPILWA---E--S------K---------------EWKPLFKRQ--
 WP_194478584.1/669-944          PKSVAAYLS------------QF-----P------------------IDLRDAMADSLL-AIT----VFDADAIVAGIQP-ILEGL----------------------------------------------------ET------------GADVVAF------------------------------SATS-GYQVHAML---------------------------------------------------------------------------KRELRG--------QGDLRF-------------PADIAAAL-A-----------------------------------------H-E----SD--D-PIVFVDDNSASGVQA-RAQL---L--N---L---LGVDRADWPIECQDE--HDLL----------SP-LSQEQVSLLKTRDVHLIVCAGSPAAN-K-----AIKA-E-----------M--K--K-NDF--DS-F-KGLRYS------IRI-----------------------------DRAF------------------------------------------------------------------------------------------QW----------KSKLK-NYLSEV---------GQSV---I---ASTL-YQRN-FSELTPS----QKAKCR-E-------R--AL-GYGNV-------GALVATNS---SVPTSTVSALWC---P--G------VH---R--------GEPWVPLLLRSSK
 MBO9687085.1/635-905            HHHIQAWLR------------QF-----D----------------N-DAHVDCALTVLN-SIR----VIGRDDLVKALKK-FINAH-------------------------------------------PEF------RG-------------AWVVPL---------------G-------------SLKDS-SAVQAYFA---------------------------------------------------------------------------ADLRPE----------YISR-------------CANLEEAA-A-----------------------------------------A-T----ER--P-KVIFVDDFVGSGGQA-REIL---T--T---G---FGQ------LSLHK----PLG-EERD------M-FSGGVQELLLNTDVGFVFAAAWDDGL-A-----QVRE-I-----------C--N--T-IKL---K-----AEIM------AYV----------------------SEA----EMPF--------------A-R----------------------------------------------------AVLQRAKH---------EA--DD----------VTSFL-SRCSEI---------GRAL---M-----------------------VNEEKVE-E-------R--LL-GYGNR-------GLLLATAL---NVPAQTLTALWA---E--G------QV---D--------GVDWTPLIGRRKK
 WP_188746669.1/34-296           INQLNVWRK------------NF-----K----------------T-DEEKYFSACVLD-SLI----YRSNQQTFSLINT-ILNKA---LNNT-FRQ-------IG------------LKEMATF---PLNM------QS--K--ITDPL---VRFIPVITT-----------DD-------------PVTKS-SFEILRFF---------------------------------------------------------------------------KRHFGI-------QEKWMIY-------------PSDIKRSV-------------------------------------------E-N----GV--K-AFIFIDDFLGTGVQF-DETL---V--Y---A---------------------NIY-KE----------I--------EQGCFIYAPLIAHEIGI-S-----QVKH-S-----------A--K----------N---MHITYA------ELL---------------------VTEA----HSFF--------------N------------------------------------------------------NYFG-----------GEQD--EA----------RRFYK-DLMTDR---------A------I---PFD-----------------------P-V-------T--PF-GYGNL-------EITLSFEH---AAPDNSLQILHY---Q--S------D---------------NWISLFH----
 WP_146050077.1/12-289           -INVEQWLS------------NF-----D----------------E--VDKPFALHMVS-QFI----YLNDQLIDAQFLS-SFQSL---SNLV-C---------SD-W-------GPFDETKKKW---NTFL------NT-------------CLIVPVQGE-----------TP-------------NPSDS-GYTFARKA---------------------------------------------------------------------------RQIIGI-------PQEQLVD-------------LDEAIASV-----------------------------------------D-A-G----RN--L-PIVFVDDFVGSGEQF-TKTL---K--R---R---SKRVGI---EGK------SIE-N-----------LWPT---H-PDLKVYYCNVTMTQKGM-E-----RING-D-----------F--P----------G---AALASG------NVL----------------------GRE----YSWV--------------S-K-----E----S-----------------------------------------GMWPDE----------RRD--DG----------IAMIE-KYSKQL---------G------Y---ID---------DDGS-----------E-S-------D--WR-GFHCL-------GLGFAFEH---STPDATLPLFFS---N--E------N---------------GWKPLVSRR--
 WP_056509576.1/638-915          ----ENWLR------------QF-----D----------------H-DDDVECAVRAIQ-GLR----MISRRDTVNAVGD-FIAQN-------------------------------------------RQF------EG-------------AIVVPF---------------G-------------SARDS-AAIQGYFA---------------------------------------------------------------------------ADLQGT----------RVSG-------------CLTLAEAV-I-----------------------------------------K-T----NG--H-PILFVDDFMGSGGQG-RDML---A--A---G---FGR------KDLRV----DLN-EERD------L-FSHDIQNFLRRSSVGFVFTAAWDAGM-E-----QFQQ-T-----------A--T--D-IGL---D-----AKVF------RHI----------------------DES----GIPF--------------L-A----------------------------------------------------DVLSDL-----------PE--AQ----------VSGFI-ERSHRI---------GVAL---L---DGSNRQRSG-------ESQQDRHARLS-E-------R--AL-GYGNR-------GMLLASPF---NVPTQTFTPVWA---E--G------KV---N--------GAAWVPLMPRRKK
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 WP_111716774.1/22-303           DNIEDDYLQ------------NF-----RNKFGKFLSQEGLK--EN-DEIKQEILSIISNDYS----YYSEEYTVKYLSK-LYSKL---IEHL-----------EG---------------------NELTI------ND-------------CHFSVILNK-----------DP-------------EVYNS-SDVLTSLF---------------------------------------------------------------------------MSINNI-------PNNLCKS-------------FSRAVNYY-YSDEP-----VDINIEKQLYID---------------FENI-L-G----EK--T-YLILIDDYSGTGKSI-NDFL---N--A---I---QK----------------YIK-N-----------L---------YIEILIFCAHITEEAK-V-----EIEN-N-----------L--K----------DNG-IEFSIL--------------------YI---------NKT----GKYF--------------K-N---------------------------------------------------------------------KE--EL----------EKKFV-TFERKV----------------V---ESG-----------------------K-K-------N--TL-GFKKT-------QSLITNYR---NTPNNTISLFWY---E--S---------------------INWKPLFKRNSK
 OGV59066.1/33-301               ELRFKGWLN------------NF-----K----------------S-EEEQYFSACILD-GLI----YRSKDQVIAMIEQ-LFQRT---LPDL-QAE-------HP----------MPFNEITDW---IEDL------KK--D--ANKLP---LRLVAVKGE-----------HD-------------PGTIS-SNNILRHM---------------------------------------------------------------------------EKEFGT-------NTGIMIE-------------ADQIKRCI-------------------------------------------N-S----GI--K-TFIFIDDFMGTGTQF-QELC---D--E---I---------------------DIK-T-----------IL-------RDNYVAFTPLVSHVEGL-Q-----SLSR-Y-----------A--L----------D---LKIKPV------EIL----------------------NES----HGIF--------------S-P-----Q----S-----------------------------------------SCFY----------ENTGD--DA----------EEFYC-DLVTSR---------GLK----L-----------------------------P-V-------D--RT-GYGKL-------EILYAIEG---VAPDNCLPILWH---S--E------P--------------GKWNPLFAR---
 WP_139430251.1/34-303           KEKLLAWAK------------KF-----Q----------------T-QEEMYLAAAILN-TLI----YRSKAAVESLGAN-IFHIV---LPQI-LSE-------EK---------IYEITSISDW---ENRL------KNPSL--CRELP---FRFSAIESV-----------DS-------------RPGKS-GSVIYRAL---------------------------------------------------------------------------RRKF-F-------DTNLGVN-------------VSDFSSID-------------------------------------------S-D----KI--K-AVIFFDDMLGSAGQF-DSFA---E--K---Y---------------------SLD-S--------------------MGFKIIYIPLAGHVNGI-E-----LIQK-K-----------Y--K----------N---IIVSPV------ERL----------------------DCN----HSFF--------------S-A-----E----N-----------------------------------------RLLNSK-------NISSLN--EF----------ETFYK-AFCKKQ---------K------F---K-------------------------L-K-------D--TT-GHDGM-------ALTYCFYD---STPNNNLALLWY---K--D------E---------------HWPEFFTR---
 WP_143710595.1/33-305           LERMVGWFS------------GF-----T----------------T-IDERYFAACLLD-SLV----YRSPTQFSACITS-LFGGP---CSLA-VQS------------------HLRINDDVDL---IKLL------RD--K--FKDPG---VRLVPVICD-----------SD-------------PPSKS-GPLVIRRI---------------------------------------------------------------------------KKQLGI-------ADRWMIW-------------PSQIGAAV-------------------------------------------E-A----GA--K-VIILVDDFLGSGKQA-EGFC---K--K---Q---------------------QVR-E-----------M------A-GKAKVIYAPVVAHEKGI-E-----HLSK-F-----------W--P----------E---LTVISA------EKL----------------------TED----HHFF--------------S-Q-----K----TW----------------------------------------DFLS--------DGQIKAS--DA----------EDFYIKKMLPLT---------G------F---VPG-----------------------KII-------P--AT-GVGEL-------ALCFGFSH---STPNNSLPILWF---D--R------E---------------GWCSLLER---
 MBX3214343.1/492-774            PARIASFLR------------QF-----R----------------T-EARARAALRMLE-SIE----FKNRDFFVEALES-RLSAA-----------------------------------------REGGF------DV-------------HAVCPL---------------G-------------GTGDS-SALLGYLM---------------------------------------------------------------------------NDVEVDLR-----------------------RPVAQLELAL-------------------------------------------E-N----HD--G-DLLLWDDFCGAAGHA-VTTL---C--Q---W---LGI------TDERR----MLD-EHLA-----DP-LSPERLESFNQRRVIVGFAAARASGI-A-----NLRS-F-----------L--S--E-RRI--EN---VEVLEP-----HEEV----------------------AET----GELF----------------P-----S----A-----------------------------------------SIIS-------------DT--AA----------REDLR-AFLAYA---------ADKA---F---EPRR------RREHRPW----DAKKCS-E-------R--LL-GYGNG-------GHLLVFFY---NVPSITLTPLWV---K--G------E----N--------QGDWMPLFPRREK
 HAV3441516.1/32-313             FFNPRGWVQ------------NF-----R----------------K--SEIPYALRLID-NMT----YYSDEMSKALFKS-AFHRL---CKII-L---------QN-ET-----CVHYNQASINW---QTFK------NS-------------AYIIPISGE-----------TP-------------NPSDS-GFRYARYA---------------------------------------------------------------------------RDLCKI-------EEANILS-------------LEQAIRTI-----------------------------------------Q-N-G----RP--A-KLIFVDDFLGSGEQF-LKTW---S--K---K---FDIGG----SYK------SLA-N-----------SVCS---N-SRIEIYICTIISTQYAI-E-----NIHQ-V-----------L--P----------N---AVISPA------HIF----------------------TPY----HSVL--------------S-E-----H----S-----------------------------------------YIWRDD----------MKT--EG----------PQFIQ-EISSRL---------G------I---PD---------LNGELGE--N----DE-I-------C--WR-GFKKL-------GLCVAFQD---SIPDASIPLLNF---S--S------E---------------EWQPLI-----
 WP_196122628.1/32-304           ISDLNAWLD------------NF-----E----------------S-DEEKYFASGILL-SII----YRSNKSINTFGAN-IIQIK---LPNI-LKK-------YD---------IYSIECIESW---EEDL------KK-GQ--TNKLP---IRFSAIEGI-----------DG-------------KPGKS-GSALYRAI---------------------------------------------------------------------------CNKY-F-------HSRLGIL-------------CNEVSTKL-K---------------------------------------S-D-D----NF--K-VLVLFDDILGTGTQF-RNYI---D--K---F---------------------NID-N--------------------LGIKIIYFPFAAYQQSI-D-----SIHE-D-----------Y--K----------N---IIVCPV------EVL----------------------TES----ESLF--------------S-E-----D----N-----------------------------------------LAFFNKF-----HRENTSE--EL----------KEFYL-KMCKKK---------N------I---K-------------------------T-K-------D--TL-GFGEL-------ALTYFFSN---SVPNNNIAALWY---D--S------E---------------TWTQLVGR---
 TNM60542.1/660-943              PNSVGAFIS------------QF-----P------------------PRFRKEVLGLIS-SFS----MFGRSELAGSISN-GVGSI------------------------------------------------TLGGKR-------------GFITAL---------------S---------------PDS-GNAVRTIV---------------------------------------------------------------------------EHELSA-----GLKERGWEF-------------KKGIRDIF-GE----------------------------------------A-Q----PG--D-HIVLCDDNVTSGSQA-ICQF---L--A---W---LGVPKEKWTEEQRLE--RGIE-S--------AK-LDDRDIELLRELKLTIVVTSGSKAAE-E-----NIRN-A-----------L--T--L-LGF---DFF-LGIHFQ------RTI----------------------GDH----------------------------------------------------------------------------------------------PV--DV----------SSNLR-LFLEDV---------GANV---L---AWCR-HQSKDLSALDDA----EREKCK-N-------D--SF-GYHGA-------GALMCSPL---NVAVGTITAFWA---P--G------YY---N--------GAPWVPLLLRR--
 WP_123850227.1/32-301           EHRLEGWIG------------CL-----Q----------------N-QDAELLGAYLLD-NLC----FRSRDQFYSMLDS-LFLDLP-AFPSA-------------------------PGRGGRL---TTRL------RSRPKL-DDDAP---VRLAPVIGM-----------ES-------------PPTKS-GPYILRLA---------------------------------------------------------------------------QRRYGI-------HSDWLAW-------------PHLLERND--------------------------------------------------KL--S-DIVFVDDFCGTGKQF-VDFA---G--S---I---------------------RLR-E-----------LHSQ---K-TSIGITYLTAAAHEDGI-R-----KIHD-E-----------L--P----------F---VEVRCV------ERL----------------------GPV----TSVL--------------G-D-----D----CF----------------------------------------ARYQ---------IDGFRE--LV----------LEQYE-NVTKRC---------G------L---PTTG------------------------K-------F--AK-GFGEL-------GLAYAFAH---ATPNNTLPIFWW---E--T------D---------------DWTPLLER---
 WP_087208178.1/22-295           TLNYKQWLE------------NF-----T----------------N-DEELDIAQRILD-FFI----YIPDSMINQMLAI-VIGKC---GYYF-K---------RQ-IG--------------KWT-DDDFK------NN-------------CWYSFIPGE-----------EM-------------KPTDS-GYVFNRKL---------------------------------------------------------------------------RDKLGI-------PEERIIG-------------FNELQEIL-----------------------------------------V-N-S----SN--Q-NVILVDDFVGSGHQT-YVAW---C--K-------QRY------KGW------TLQ-Q-----------LAF----I-KKHKVIYAPLIVNYKGY-N-----SIIS-E-----------C--D----------G---LGLTYI------HLL----------------------NKQ----YSIF--------------E-Q-----N----S-----------------------------------------LCWGGD--------VKLYN--KA----------MDLIF-EKSKML---------N------I---PF---------TNGG----------HV-N-------D--VK-GYREQ-------GLALAFEH---GIPDACPPIFYW---E--T------G---------------DWKPLMNRVY-
 MBN2286894.1/36-305             VFRLETWIN------------NF-----K----------------T-PKERYFASCVLD-SLI----YRPEKQTVSMMFQ-LLERE---LADL-IRL-------DP----------PKKNTCINW---YLGL------KS-----NIDHQ---IRVVPILPSR-------------------------SMTKS-GSVIARLY---------------------------------------------------------------------------RRKLQI-------KDKWIIN-------------PSSIASEM-------------------------------------------K-Q----GV--N-CFLFIDDFLGTGVQFHTEFM---P--M---Y---------------------QLQ-N-----------LP-------NDVYVVYAALAAHVEGI-R-----YLKS-Q-----------H--P----------N---LRIIAA------DVL----------------------DET----HDLF--------------S-E-----K----S-----------------------------------------NCFS---------GQCTAV--AA----------KEFYY-SLLERN---------N------F---PQDL---------------------F--E-------K--RR-GFGCL-------GLAYFFNH---AIPDNCLPILWL---K--T------D---------------MWEPLQER---
 MBQ6791354.1/27-297             ADDAKQWLN------------NF-----H----------------E-DEEKEIAKQIVD-FYI----YLSEPMISHMLAA-VLGKC---GLYF-R---------TF-KD--------------AWS-DNDFI------TN-------------CWYSYIPGE-----------DR-------------GEICS-GLEFLRKI---------------------------------------------------------------------------QTLFGI-------PNERLLT-------------YADMERKM-----------------------------------------K-E-T----NY--E-FFILVDDFIGSGHQV-EEAW---C--K---Y-----------PIGL------SLK-E-----------ICK----S-HFHKVVYAPLIVNELGY-N-----NVLN-T-----------C--E----------G---LHVEYI------HKL----------------------PAE----YSLF--------------H-P-----Q----C-----------------------------------------PCWKGN--------QESYA--QG----------VELLV-RKSKEL---------G------I---PE---------TNGM----------LT-T-------D--MK-GYKNQ-------GLAIAFQH---GMPDACPPIFTK---E--T------L---------------DWKPLFKR---
 WP_024590866.1/801-1069         NHIIRDWLS------------QV-----P----------------S-HIHQRLLFKLLK-HTR----FYKESEIRSSLKD-LHN-K---VRRK-LDVVVQ----KS---------------------KSQRR------KD-------------IWITYV---------------D-------------GAGKS-GSQFAACY---------------------------------------------------------------------------AEENLI-------SSTCVKD-------------ITEIDHIL-Q-KK----------------------------------LAV-P-E----EI--S-TILIVDDFIGSGTSL-SENI---K--S---F---YQ----------------RNG-S-----------VLH----D-ANTTILLGVVCATTKGE-D-----KVRK-V-----------L--T--D-LDE---N---SDLIVC------ETI----------------------SNT----HYAF--------------N-E-----H----N-----------------------------------------TIWE-------------NN--EE----------MLQAK-ELCMRL---------GSE----I---D-------------------------K-Q-------R--PL-GYEEQ-------GLLVVFSR---NCPNNSLPVLHS---S--G------R----GN--------NQWKPLFERVK-
 MBI1930750.1/791-1057           PSHVRSWLN------------QF-----N----------------D-NTERRLMFRLLQ-HFR----FYNEPRIREKIVD-IHR-K---VQSE-LAQMDASR-SGD---------------------RRRRR------QD-------------ILLSSF---------------G-------------QPSKS-GSSYTRIY---------------------------------------------------------------------------AIENKI-------AVDNVAW-------------LQSIPEAL-E-K---------------------------------------N-E----RI--K-AIVFIDDIIASGDSA-VEFL---D--N---L---NS----------------TCG-E-----------LIA----E-TQTKVFISAICGFRIGV-E-----KLEA-A-----------I--E--K-IPF---D---AEVIVS------DIL----------------------TEV----DQCF--------------S-E-----E----S-----------------------------------------EIFP-------------SA--VD----------RGKAK-QIALAY---------GKK----I---Q-------------------------S-K-------Q--PL-GYQDS-------QLLVVFHD---NCPNNTLPILWS---R--A------T----GK--------ITWTPLFERN--
 WP_183436539.1/660-928          SEEVRTWIE------------QV-----E----------------T-QRDQRLLFKLLA-NIT----FYSEIQVRELLRT-AHS-V---IRKA-LPPPVY----RA---------------------RGNRR------DD-------------LVVLYV---------------D-------------GEGKS-GQFYASRF---------------------------------------------------------------------------ADENSI-------SPKSISS-------------TRGFAALM-T-SR----------------------------------SKD-G-K----ST--H-GIALIDDIIASGRSF-SRNI---T--N---F---IE----------------SNQ-E-----------LLR----E-IKVPVIAFALTSTAQGD-G-----FVRD-S-----------L--S--K-YDW--LD---WDLRVG------SYL----------------------DNN----SYAF--------------G-E-----S----S-----------------------------------------TIWT-------------NG--DE----------SDRAK-ALVSDL---------GSR----I---Y-------------------------F-D-------H--PL-GFDDQ-------ALLIVFPE---TCPNNTIPIIHS---G--S------KL---GQ--------KNWRPIFRR---
 WP_186912353.1/35-306           HFQLRAWLN------------NF-----E----------------S-TREQYLAAHLLD-AMI----YRSDDMLKSMLRH-LLEME---LPAA-LEE-------CG---------YDTSSSMRNF---LDSL------SS--A--SDNGS---IKFVALDGEF----------DR-------------VPGKS-GAAIIRDL---------------------------------------------------------------------------RDSGLV-------NKIKTVR-------------PENVVTLP---------------------------------------------D----KI--K-YLVMIDDFVGTGSQF-EKFA---N--H---Y---------------------DIE-S-----------W------A-KKFKLIYLSYMAYEDGL-K-----SIKD-K-----------F--P----------Y---ITLRCG------ELL----------------------STA----NNFF--------------A-A-----S----KI--------------------------------------DSNLWGRD-------SYNSVD--DV----------KKFYD-GVLKKK---------G------I-------------------------------S-------D--TV-KLFDL-------GLTVVTSM---SVPNNTLKAYWS---D--K------G---------------QWSPIRSR---
 WP_061250476.1/32-302           DIRLSRWIN------------NF-----Q----------------D-DSDKYFACRILD-NLI----YRSDVHFKAYLRE-MVYTS---LPAI-LNQ-------NY-GI---------KENGKKL---HDKLI-----AN-----DNEYK---LRFVLSKGP-----------ND-------------HLSKS-CFNVARQL---------------------------------------------------------------------------DKNLRI-------NKGIILN-------------PSDLLTSF---------------------------------------------D----PD--C-KYVICDDFSGTGNQF-IKNI---E--D---N---GER---------------YIS-------------LIH------DNKNIIFHPMVIHEDSI-K-----KINQ-V-----------Y--P----------K---IIFGYI------EKL----------------------TQV----NNVF--------------S-I-----E----N-----------------------------------------GIFE--------DGENNIE--DI----------KNHYL-KMIDQY---------K------I---T-------------------------G-V-------D--NF-GFCSQ-------GLILAFED---AAPDNSIPLIWY---S--G------E---------------RFSPLFNR---
 WP_173286474.1/34-305           KLAFDTWLR------------NF-----N----------------T-DEEKYFAAHLLD-ALI----FRSDKMINSSFFE-IFYQT---IPRI-LKY-------KG---Y--------VSLLDDY---HEKL------KI-----KEPYS---IKFVTVEKD--------------------------SPGAS-GDLFIRNF---------------------------------------------------------------------------KKSLRI-------HKSHIIS-------------LAKAAEIV---------------------------------------------D----QI--D-VLVFIDDITGTGTQF-SACL---N--K---V---YGKKG------------QRLC-E-----------IY-------SEKLIIYCPLVGHTKAL-A-----KISK-------------F--P----------S---VYVSPV------EVL----------------------SDE----HSFF--------------Y-S-----K----N-----------------------------------------GLFR-D-------GINSVS--DA----------LEFYK-NIFISR---------G------I---K-------------------------L-S-------G--PL-GFKKQ-------ALTCFFSN--ASVPNNSLPIFYY---D--E------D-------------EAKWKPIFRR---
 WP_211399085.1/672-955          EESAAAFVR------------QF-----P------------------VGLRREVFDLLL-NGE----MLGRGNVREAVDK-LCLAF------------------------------------------EE-NHK----KK-------------PIICRF---------------S---------------PNS-GNLVGMLL---------------------------------------------------------------------------EQERRA-----EYGARGWKF-------------ARSLAELE-G---------------------------------------HLA-E----GA--N-SAVFVDDQFATGGQA-EAQL---F--H---W---SGLPREDWPPEIRDE--QNID-L--------TP-LPSEVRKLFQNGPVELQFVYGTMAGK-K-----RIES-A-----------A--A--H-LGF--RG---LTAKFA------NEL----------------------NPA----------------------------------------------------------------------------------------------SM--QM----------TKELR-GLLENI---------GQEL---L---RGIR-FPDG--SPPSAD----EVARLR-A-------D--AL-GYNGV-------ASVMVTPF---NVPSHTITAFWC---P--G------VV---G--------GEAWIPLFLRRG-
 WP_163909404.1/34-304           KYELQRWLN------------NF-----E----------------G-DQGYYLAAHLLD-ALI----YRSSDMLKSMRRH-MLEMQ---LATK-LQH-------SG---------YESPDCMVDF---LKGL------KN--G--DLALP---LRFVAVDGDF----------EA-------------TPGKS-GAVLVRDF---------------------------------------------------------------------------RQDGLI-------NKSIIIR-------------PQDVLGLP---------------------------------------------D----HI--K-WLVLVDDFVGTGSQA-EKFF---K--Y---Y---------------------DVA-A-----------W------A-KSRNVILLSFMAHAKGV-K-----KITE-E-----------Y--P----------F---VLFDCA------EVL----------------------TSA----HGFF--------------S-P-----S----A---------------------------------------ASGLWSRD-------GYNSVE--DV----------ISFYR-DALKLK---------G------I-------------------------------N-------Y--KH-KKFDL-------DLTISFSR---TIPNNTLKAYWS---S--Q------G---------------TWCPLINR---
 WP_135794929.1/34-306           MLSFSAWLR------------NF-----K----------------T-DEEKYFAAHLLD-ALI----FRSNKMIHSSYFD-IFNQR---IPKA-LRD-------SG---L--------QNLIRDY---SNNL------RR-----NIEFP---LKFVTVEKS--------------------------SPGAS-GDLFIRSF---------------------------------------------------------------------------RRHLRI-------KQHHVIS-------------LDTAVQQA---------------------------------------------D----TI--D-VLVFIDDITGTGRQF-SKCL---N--K---V---YANSD------------RSLY-E-----------IF-------RHKLIIYCPLIGHTKAI-N-----KIDA-N-----------F--P----------S---VQTLPV------EIL----------------------SDE----HGFF--------------Y-S-----T----N-----------------------------------------GKFR-D-------GVNSID--DA----------KNFYK-DIFYRR---------G------L---N-------------------------P-G-------Y--TF-GYKKQ-------ALTCFFSN--FSSPNNSLPIFYH---D--E------D-------------LDKWNPLFGR---
 WP_155639427.1/28-306           RFDPEGWLQ------------NF-----T----------------A--EELPFAVRLLE-GFT----FFSAELVEAMFLG-AFHNV---SQLV-V---------QN-K-------ENYFSASTQW---SRFI------DS-------------LVVVRVEGH-----------RS-------------SDADS-GYIFTRHA---------------------------------------------------------------------------RDVLGI-------DESQILS-------------PAQALERL-----------------------------------------R-Q-S----PK--G-NIIFVDDFVGSGEQF-EDTW---V--K---V---HELSGY---SYA------SFK-S-----------TVAAI-GS-NTVGFFYCPLVATETGR-D-----HIRN-V-----------C--P----------L---VQIFPA------HVL----------------------PES----YSAL--------------S-P-----Q----S-----------------------------------------VIWRDD----------MRE--SG----------PQFIQ-RVSNRA---------G------I---PD---------MDGG-----------E-G-------C--WR-GYRKL-------GLALAFSH---GWPDAILPIFTL---D--D------G---------------KWKPLLK----
 BCV34022.1/0-266                -IDPAGWMS------------NF-----D----------------E--EDRPVAAALLE-SFV----FFNDEMVSSLLRS-ALASI---ASHP-----------------------DFEAGIAAW---EGFL------DQ-------------VLVSFPTGE-----------EP-------------SPTDS-GYHFVRKM---------------------------------------------------------------------------RQ-FGF-------DEDRILD-------------PQGMANRI-E---------------------------------------H-Q-Q----NS--V-SLILVDDIIGSGDQL-VASW---N--R---D---YPLRSG---GYT------SLA-A-----------HWEE---K-KIDAVYVIAPVVTWEAK-R-----RLGE-D-----------L--P----------F---MRVRAA------HTL----------------------GQE----YSAL--------------S-E-----H----T-----------------------------------------LLVPGI----------LRK--QL----------KDVVI-KYALRI---------G------F---SE--------------------------D-------E--AF-GHGRF-------GLNLAFGH---STPDLTLPLIWS---T--A------E---------------GWKPLRRR---
 WP_184204696.1/652-937          RESVHAFVT------------QF-----P------------------PRLRKELLPALK-RIQ----ILDRARLAEAMDK-NLDRL------------------------------------------AEQH------PK-------------AAFVIT---------------G-------------FSPDS-GSLTRMLF---------------------------------------------------------------------------EQELKS-----KADKNGWTI-------------CKSIEDAL-DA----------------------------------------M-K----SE--S-LLVLCDDNIVSGSQA-SCQL---R--S---W---MGVPREEWPAEMRSE--RGIF-Q--------HA-LRPQDQIALRKIPWAAIVAVGTQEAE-D-----RLKE-V-----------A--A--E-IKI---GNF-KGLYFH------EGL----------------------DSN----------------------------------------------------------------------------------------------CL--EA----------DCELS-HYLEEV---------GRNV---L---SWTR-ANAVAFDNLTPA----DKESCA-R-------D--AL-GYDGK-------RGLLATIF---NIPVSTCTALWC---P--G------IH---R--------GQPWVPLMIRR--
 MBB5757409.1/658-945            KERTHGWLR------------QF-----E----------------S-DEHIECAVKVLD-SFK----ILTRSDTTNALKN-FISEN-------------------------------------------PEF------NK-------------AWVVPF---------------G-------------EAKDS-GAIQSYYS---------------------------------------------------------------------------ADLQGT----------LISG-------------CKVLNDIG-Q-----------------------------------------L-R----DD--D-AIIFIDDFIGSGGQA-TDIL---A--A---G---FGI------SSLRK----PLG-EHRD------L-FEHHIQERLRNSSVGFVFTAGWDSGL-A-----EMTE-T-----------V--G--S-IGL---S-----AKIY------RYL----------------------AED----SLPF--------------A-D----------------------------------------------------KELKSEF----------DD--EV----------ISSFF-EKCRSI---------GKDL---I---LEDIKRQDL--KRGTRTKIAARNKKSD-D-------R--AL-GYGNR-------AMLLGTPF---NVPTQSLTAIWA---Y--G------EV---D--------GIPWMPLMRRRKK
 SPE50928.1/38-310               HVRLDTWMR------------NF-----A----------------T-DTERYFGACVLD-ALI----YRSDRQTVALMEQ-LFQRN---IPDL-VRR-------FS----------PNGDSRLSW---LDKL------REPFQ--MTSPQ---IRIIPVLKL-----------TD-------------PPTKS-GLLLARLY---------------------------------------------------------------------------RRGLGL-------NEAWMLW-------------PWQIEAAK-------------------------------------------R-V----GI--K-QFLFIDDFLGTGDQF-CEFA---D--Q---F---------------------SLL-KN----------L--------EGCYGVYAPLTAHVDGI-A-----KVRK-E-----------I--P----------T---LGVVAV------EVI----------------------DHK----YSLF--------------S-S-----Q----S-----------------------------------------NWFN--------DQTNTPA--SA----------RAFYD-NLVGRV---------Q------F---PIK-----------------------P-E-------A--NR-GYGKL-------ALAYAFNH---ATPDNCLPILWA---E--G------R---------------NWKPLLPR---
 WP_072963657.1/665-943          TKSLQQFLV------------QI-----P------------------PTLRQNAISLIE-SIK----VLDRATLQRAFTN-HFKVI------------------------------------------EEGI----NSEN-------------VFYIPL------------------------------SESS-GKSIKGIV--------N---------------------------------------------------------------------------FKSLSGESLHG-------------IREASDRI-------------------------------------------E-S----DR--D-SVVIYDDNIVSGTQA-ASSI---K--F---W---LGESSEK------TE--KNIS---------YIK-LNESQIIKLRSANLIFAFHVATDIGF-K-----KIES----C--------L--V--S-AGFDMRK---VKFVST------CKL----------------------EEMRG--SHVI------------------------------------------------------------------------------------------------------NDALR-DELALI---------GEQV---L---TKKY-QKDG---------MPDAKEKAA-N-------R--RL-GFDNM-------EAIYVTMF---NVPTACYTALWC---P--G------TVI-RQG------REEPWIPLLIRNSH
 WP_158638426.1/26-302           ESNLTDWLQ-----------GNF-----K----------------D-PEGKYLAVKILL-HSL----YYSEENLIELLRHGIYHEI---IGEE-IKSNLI----AS-----NNIFVPQSVTEAEV---RQKV------DK-------------ILFVPLLDK------------N-------------RPNES-GNAIIRYL---------------------------------------------------------------------------TTKLSI-------SPSNTIF-------------HFNIKDSD-------------------------------------------L-D----NI--E-KIIIVDDCIGSGDQL-NTFW---N--T---TFL-------------------DVK-N-----------KAL----A-KGVDIYYLALIGYENQV-L-----DLQL-TG---------DL--V----------G---LRVVIC------DKL----------------------EER----NKIY--------------S-S-----Q----N-----------------------------------------IIWNSD---------EEMN--FA----------ITYFD-DIGSKY---------G------V---------------------------------------P--RV-GYAGL-------DFSLFMHN---SVPDWTLPIFWT---E--N------Y---------------DWKPLLKRKNS
 WP_092790103.1/33-305           KYQLKSWLE------------NF-----K----------------T-DEEKYFSVCILD-SLV----FRTKRMIDASINE-IASSK---IPKF-LYE-------IG---------HPLNQCIESW---LTSL------ST-----GQNVP---VRFISIESV-----------DK-------------KTGKS-GPVVIRQL---------------------------------------------------------------------------KQTLDL-------AGHLSLK-------------IDQIPNMP---------------------------------------------A----TV--K-AIVIVDDFSGTGEQF-VGFY---Q--K-------------------------QLK-N-----------IL-----P-DGVKVLFIPLAAHVEAL-A-----HIQQ-Q-----------L--P----------E---VKVSPV------ELL----------------------TLE----DSFF--------------Y-P-----I----N-----------------------------------------GYFRGD-------KTNTVD--SA----------IAFYK-KLCSNK---------G------F--GK-------------------------E-N-------Y--LF-GKGEQ-------GLCFAFYL---STPNNNLKILYH---R--K------N----G---------LEWDNLLYRN--
 WP_139159600.1/24-298           ELNAEQWLG------------NF-----A----------------E--HELFIAERLLS-HFT----YFNRTMTDALLKQ-AIQNF---LTSK---------------------WLVADFGQPPS---SADL------SS-------------VRFVVSEGE-----------DP-------------NATDS-GNLFARKL---------------------------------------------------------------------------RDIIRI-------PEVYIRT-------------PEKALREA---------------------------------------------S----AA--K-HFVFVDDFVGSGNQF-IATI---E--R---Q---YSNTG----KYS------SFE-Q-----------LLA----T-PGYSISYCPCVATAYAQHQ-----RIAV-R-----------F--P----------T---INLFPA------HLL----------------------TSS----HNCT--------------L-P-----S----S-----------------------------------------RVWHGM-------SSGDLT--TA----------LSSLR-AISLRA---------G------F---SE---------DDGG-----------Q-D-------S--WH-GFHRL-------GLSLAFDH---GIPDASLPIFFS---E--R------N---------------GWKPLIGR---
 WP_182740159.1/34-306           EHELSAWIN------------NF-----L----------------S-EEEKYFAAVLLN-SLI----YRNSSAIKTFGAQ-LFHII---IPNY-LEE-------KG---------IYEIESIDSW---LRLL------NQSGS--RGVLP---FRFTTVEAI-----------DN-------------KPAKS-GATIFREL---------------------------------------------------------------------------KRHF-F-------DSDLGVG-------------CQSLSQMV-K-----------------------------------------N-P----KI--N-TLIIFDDVIGTGEQF-ETFV---K--K---Y---------------------NVN-Q--------------------LGYNILYCPLAAHKSGI-E-----RIQK-S-----------Y--P----------N---IDIKPI------EIL----------------------TEL----HSLF--------------S-A-----K----N-----------------------------------------KLLEIG-------NATQHI--EF----------LSFFK-TLCDNR---------QFK----I---D-------------------------S-D-------N--YL-GKGEL-------ALTYLFKD---STPNNNISAIWY---G--D------E---------------NWTRLAKR---
 WP_076152530.1/35-308           YERFKRWTQ------------QF-----N----------------T-DEERYYAAYLAK-QLI----YYNNKDFISLINY-SFAMV---IKKI-LQSTLK---------------TNEYAEDLIW---AKKMEE--VRRN-------------TLVCPLTF---------------------------DAAAS-GSMTVRIL---------------------------------------------------------------------------RNLSII-------SEEEICN------------SETELINKL-Q-----------------------------------------R-R----DV--H-GVIFVDDMIGSGTQV-LESL---I--H---R---KEIGN----SYC------SLQ-DK----------ILEL---R-PSAQIFVCVAVAPEESL-R-----LIES-D-----------T-------------N---LQVSVA------EVL----------------------DTK----QEVL--------------N-D----------------------------------------------------GFWDPGH----------YE--NA----------MKFLS-NLNAKE---------N------I------------------------------------------PLSGFSDK-------SWALTFEH---GAPDLSSPFYYK---E--Q------A---------------GWTSLIPYRG-
 WP_173119970.1/34-307           IDRFKRWRK------------QF-----T----------------T-EEQLYYAAYLAY-QLM----FYNKRDVIALINH-SFTES---IREI-ALASIN---------------DSSYKQKDIW---REIILQ--TKQK-------------ILVCPLATD--------------------------SAASS-SFMIARIL---------------------------------------------------------------------------RDQNII-------TETELCN------------NVQDMIYKL-R-----------------------------------------R-R----EV--K-AIIFVDDMIGSGTQA-IEFY---T--N---R---TDLGE----KYI------SIR-DM----------IAEI---K-PDIPVYLTVAVAPHDAV-L-----DVID-K-----------T-------------G---LRVIAA------EIL----------------------TEK----NDVQ--------------K-E----------------------------------------------------SFWFPED----------FT--NG----------IEFLN-DLETEK---------N------I------------------------------------------PSKGYREK-------SWAVTFEH---GAPDVSCPFYYK---E--H------S---------------EWISLIRYR--
 MBQ3523286.1/27-309             KQDIDKWFL------------NF-----R---SL-----------D-TDEIKLVYKLLV-NII----YFSEKDVTDALRYGVLNCL---SYSD-ILEKQK----ET------SFALSPKALLNIY---NEKL------NK-------------SCFVPLLDS------------D-------------SPHES-GNSISRLL---------------------------------------------------------------------------VQQGIV-------TDDCSMF-------------IDKVPEFF-K-----------------------------------------S-R----VV--E-NLVIVDDCVGSGDQL-TTFW---T--G---TM--VDDGE----GAI------TIK-E-----------LCE----K-YNVKANYLTLFGYNKNI-D-----SLRD-N-----------F--K----------D---LNIHCV------RLL----------------------NDS----HRVF--------------S-D-----L----S-----------------------------------------YVWESK---------EERD--SA----------FSLFE-SLTKNA---------G------I---------------------------------------P--LL-GYKEL-------DFAFIMHR---TIPDWSLPLFWK---E--N------N---------------DWKLLLRRKNS
 WP_108172005.1/32-312           SKSLLNWLS------------NF-----K----------------R-KKEKLAAYHLLD-NFI----FYSEDDIIRLLKFGVFEKI---FKRK-ILKEEI----KH------NYSLDNDHLEELR---IDFL------KN-------------LFFIPLTK-------------G-------------KPSES-SGAMVRYL---------------------------------------------------------------------------TNNLNF-------PEENILN-------------PMRLESKT-------------------------------------------L-N----KA--N-NIIIIDDFIGSGKQI-LDFY---NFKK---I--TLDS------EEL------TMR-E-----------ISN----KFPNIELEYFCLVSTLDGL-H-----KINNPE----------NF--P--Q------NN---LRITYS------ELL----------------------DER----YKVF--------------G-S-----S----S-----------------------------------------YYFPKDK----------VE--DF----------KNVLE-DLCELN---------N------I---------------------------------------E--LL-GYEGL-------DYALAFHH---SIPDCSLPLFYK---K--N------N---------------NWFPLFLNK--
 MBQ2922593.1/27-309             KAAIDSWLS------------NF-----R---GL-----------S-HEEQELVYKLLT-NLI----YFSENDVTDALKVGVFNCL---SYFD-ILDRQK----SS------GFSLSTNTLKNAH---KSNI------NK-------------SCFVPLLDS------------G-------------APHES-ANNICRTL---------------------------------------------------------------------------VQQGII-------PPEKSKF-------------IDQVPNLL-K-----------------------------------------A-G----QI--N-NLIIVDDCVGSGDQL-RTFW---E--G---TR--IDVDG----SSL------YIK-E-----------LCQ----R-YGARANYLTLFGYNKSI-D-----ELRK-E-----------F--P----------D---LNIICV------REL----------------------NDQ----HRVF--------------S-D-----T----S-----------------------------------------YIWKDD---------EEKE--KA----------LALFD-SLAKNA---------G------I---------------------------------------P--TY-GYKNL-------DFAFIMHK---TIPDWSLPIFWK---E--N------S---------------DWKLLLRRKNS
 WP_218724698.1/28-316           -----KYIK------------NF-----SNRFAKFLAQQPLK--SN-PLIKNKVIECIEKDYQ----YYSYENIVGYLKS-FHNKL---ETLL-----------RD---------------------NHEDI------ED-------------CYFSNILNK-----------NT-------------FRNNS-SNEMVTLY---------------------------------------------------------------------------INVNSI-------PNRTYVH-------------FNDVIDLE-VKRQRS---PEGGTDDKDYYSNEVCRQKE-----DW--ARR-L-S----EK--S-YLILIDDYTGSGSTI-IDFL---E--M---I---LK----------------YLK-S---------------------DIKIILFCIHGTTKAY-D-----CISL-F-----------V--K----------EQG-LVCDII--------------------FA---------DKS----EKYF-----------------------------------------------------------------------LN-------------SP--DN----------EELFR-EFQYHY----------------V---TSK-----------------------K-K-------Y--VL-GFKET-------ESVLSTYR---NTPNNTLSLFWE---E--KL------------------ADVGWQPLFPREEK
 WP_087340358.1/30-312           KMDIDQWLS------------NF-----K---NL-----------S-PDESLLVYKLLA-NLI----YYSEADVIEALKEGVHKCL---YYDS-ILKKQI----DT------GFSLSQKALSNVI---QEEL------EK-------------SCFVPLLDS------------D-------------SPHES-GNYVTRTL---------------------------------------------------------------------------VQQGII-------PQERSLF-------------IDKLPEYF-S-----------------------------------------S-G----SI--S-KLVIVDDCVGSGQQL-STFW---K--C---AT--IIDGN----SVI------TLQ-D-----------LCA----K-YGVEAHYLTLFGYDANL-R-----KLQN-T-----------F--S----------N---LKIHCV------RML----------------------TDA----QRVF--------------S-D-----N----A-----------------------------------------YIWKDS---------KERT--EA----------LKLFG-ELCQEA---------N------I---------------------------------------P--LY-GYANL-------DFAFIMHR---TIPDWSLPLFWM---E--N------A---------------DWKLLVRRKNS
 WP_126309160.1/31-313           KVEVEQWLS------------NF-----R---DL-----------N-LQEKYLVYKLLT-NLI----YYSEKDVLDALREGIFNCL---FYEI-VLSKQI----SA------DFGLSQQALSNII---RNEL------RN-------------TCFIPLLDS------------N-------------SPHES-GNYVTRLL---------------------------------------------------------------------------VQQGLI-------HTDQSMF-------------LDKVVSAF-Q-----------------------------------------S-R----VF--S-HLVIVDDCVGSGDQL-RTFW---N--E---AQ--VSVEN----RPV------LLK-T-----------FCS----D-NNINANYLTLFAYDQSI-V-----TLKQ-E-----------C--P----------N---LKICCV------RTL----------------------SDM----HRVF--------------S-D-----S----S-----------------------------------------YVWASE---------AERQ--AA----------YELFS-GLTTNN---------G------I---------------------------------------S--LY-GYKGL-------DFAFIMHQ---TIPDWTLPLLWQ---E--N------A---------------DWKLLMRRKNS
 WP_099780545.1/622-902          INSITTFIN------------QF-----P----------------I--ELQPVSLDFIT-YLK----LYDEDCLTDKIND-VINAY------------------GN-------------------------------DNK-------------IGLSYI---------------G-------------NNTDS-GSLFPYHL---------------------------------------------------------------------------RGKLDF-------NNEKIM--------------LSDLNDNL-------------------------------------------I-K----NC--D-RIVLFDDNINSGLQL-VNVF---A--E---L---FGV-------QLPEE--SRLS-ESHLF----EL-TDEESKNKLKTIKKYFVFTVGFEGIE-E-----KLKN-I-----------L--F--DNFGVEKES---VKVFLY------EEI----------------------KED----NKIF--------------S-G-----K----N-----------------------------------------SPFD--------------S--NN----------KIKLR-KFLEKM---------GEKL---L---KSE---NK-------------SDEKIA-T-------C--KL-GYANA-------ESMVVFPY---NVPTMTVTALWC---E--G------KV---D--------DRKWIPLVYRRRR
 WP_168825378.1/34-308           KVSLLNWYN------------NF-----N----------------D-GAEKYLACAILE-SII----YRSQDAEKAFFTH-LLQVH---LPQI-LED-------NS---------IYEIKDISTW---MNDI------SSSDA--RSNIP---IRFTTIESV-----------DH-------------QTAKS-GQTLLRNL---------------------------------------------------------------------------QRNY-F-------DKSLILS-------------IDRINSSDFQ-------------------------------------KTA-K-T----IV--K-AIIIIDDMLCTGEQL-ETFI---K--K---F---------------------NIE-S--------------------SPFFFIYCPLSAIENSY-L-----YLNN-K-----------Y--E----------N---IKIHPI------EII----------------------NNG----SNFF--------------N-E-----N----N-----------------------------------------EMLTVK-------SKDGHL--KF----------KKIYL-ELCKTI---------NKK----I-------------------------------N-------N--PL-GFGEE-------ELTYLFNN---STPNNNLTLLTY---K--D------E---------------HWKNLAVR---
 WP_014795731.1/30-313           KAEIDQWVN------------NF-----K---GL-----------N-PNELLLVYKLLA-NLI----YYSENDVIDALREGVYNCL---FYNI-LLDKQK----SA------KFGFSAHALSSVL---KDEL------KK-------------TCFIPLLDS------------D-------------SPHES-ANYLARLL---------------------------------------------------------------------------VQQQLV-------DAHQSMF-------------LDDAVGPI-E-----------------------------------------T-G----RY--S-RLVIIDDCIGSGDQL-RGFW---N--D---TAK-LSIDG----IEI------SLD-E-----------FCK----L-NSVDISYLTLFGYDKSI-D-----QLKR-E-----------I--P----------Q---LNICCV------RML----------------------SDS----QRVF--------------F-E-----N----S-----------------------------------------YIWTNE---------EERH--QA----------QTLFS-ELTKEH---------G------I---------------------------------------P--LF-GHGDL-------DFAFIMHK---TIPDWSLPMFWK---E--R------P---------------DWKLLMRRKNS
 WP_008224318.1/32-308           LNKFDRWIG------------QY-----K----------------S-NDEKILAALILE-SLV----YRSKEHLSALIEH-AIYKS---IPQA-LFE-------YS----------GDEAEFRNI---ERVC------NY-GK--NLPHE---IAIVPVIRD-----------AD-------------PPTKS-GPLVARLF---------------------------------------------------------------------------KRLGKV-------NDKLMYW-------------PWQISSLK--------------------------------------------------DI--S-TIIFVDDFVGTGNQF-IKFI---N--N---H---------------------VVK-N-----------V------DLSKFKVVYCPLTATEVGL-D-----NISK-T-----------M--P----------E---IILCPI------ELV----------------------SDS----NNFF--------------N-F-----C----A-----------------------------------------KNFA--------MTDDELT--KL----------NEVYF-SYLKKV---------K------L---DRLG---------------------RK-TVD---GDM--SL-GYGSL-------ALTYAYEH---ATPNASLPLLWA---N--S------D---------------NYMSLFER---
 WP_009593322.1/34-309           VDRFRTWQK------------QF-----E----------------T-EHELYYAIYLAQ-QLV----YYSKKDILSMISY-CIANS---IKGF-ILNQTE--------------TLDQSYTKLEW---NSLMND--TKRN-------------TLVCPLFID--------------------------SPAAS-GYLISRML---------------------------------------------------------------------------RDQGLI-------AEDELCN------------SYEQLIYKL-K----------------------------R------------R-G----NI--K-GIIFVDDMMGSGEQA-KSAF---K--D---T---IDLDG----KET------SLK-RY----------LEE----NFPEIPVTICVAVTPAQTL-Q-----DVEE-E-----------L-------------G---CIVIAG------EVL----------------------TGK----HDVL--------------S-S----------------------------------------------------LFWGEKR----------FD--EG----------QRFLQ-KMQQNY---------------RI------------------------------------------PLTGHGTN-------AWSVTFEH---GTPDNTSPFYYA---S--P------N---------------GWTSLIRYR--
 WP_147445358.1/30-306           RIRPQAWLR------------NF-----E----------------D--NDRAAAALLLD-RFT----FFSDEVTDRLLKS-AYALL---VQSL-A---------SA-Q-------ATTNSRWINY---NKLI------NS-------------AYITRTEKE-----------EP-------------NPAES-GNLFCRKA---------------------------------------------------------------------------RQVLRL-------DGEKIID-------------PALAVLEA---------------------------------------------V----HG--K-PIIFIDDFIGSGEQF-IKTW---H--R---P---YRSS-----HPR------SFD-E-----------AFK----V-SQFKAHYVCPVATLYGV-L-----RIGK-E-----------I--P----------Q---INIHTT------HLL----------------------DHK----YSLH----------------P-----E----T-----------------------------------------ICEPTE-------QADAIK--KI----------DLLIN-KYAQGL----------------I---VD---------DYLM--------KN-T-Y-------R--QY-GFHNL-------ALAIAFEH---SVPDSTVPLLWAQ--G--G------P---------------KWTPLIER---
 WP_217033337.1/34-310           LDRFKRWTS------------QF-----K----------------T-IEDKYNAAYLAY-NLI----FYNKKDFTSLITW-SIGEA---IKKI-TLLKNG---------------TITYKTDTEW---KGLLTN--SIQK-------------TLICPLITD--------------------------SAAAS-GFMVTRLL---------------------------------------------------------------------------RDQGII-------PEVNTCV------------SKEEVFEKL-I-----------------------------------------R-A----EY--E-AVIFVDDMIGSGDQA-ITSL---H--E---K---QNIGG----MRT------SVI-EK----------LHEL---R-PDINILIAVAVSPLRSI-E-----KIES-T-----------T-------------G---VTVIAA------EIL----------------------TER----NELL--------------N-G----------------------------------------------------SFWSQNEFG--------FQ--QG----------IDFLK-KIKKES---------N------I------------------------------------------PYKGYNDS-------SWVLTFEH---GAPDITSPFYFK---E--Y------K---------------EWTSLVRYRG-
 HBI47846.1/28-301               VPTIDEWLN------------NF-----K------------------EEEKIMGLHLLA-NFL----YYNEMDIKSLCKT-LCSTF---YRYA-IFEKIT----AS----LKKDENDWEIIENIF---KEKL------KR-------------TRFLGI---------------G-------------NPSES-GWHILYYF---------------------------------------------------------------------------RQENSL-------PLNLFNQ-------------LFEVEQRF---EE--------------------------------------N-G----DI--D-IVVLIDDFIGTGSQA-KKFW---N--Y---L---NK----------------KES-N-----------I------L-KCKNIYYLSLFGTASGI-K-----EIEN-N-----------T--S--------------LQVHVA------EVF----------------------DES----YKCF--------------S-T-----T----S-----------------------------------------YVIN-----------------DD--AK------KKAWE-IICQSY---------GEK----L---Y-------------------------PVD---DYGAH--PL-GFNDS-------QLLVGFHH---NIPNNTLPIIWS---D--N----------------------NWIPIFMRKDK
 NOT92265.1/27-306               YSDFDKWLS-----------DNF-----Q---------------ND-IEGRYYVTKILL-HTV----YYSKKDMEKLMHYGLYEKI---YGKQ-VKADLV----AK-----EDIYLSTSVAEGIV---HQLK------ES-------------TFFIPLLDS------------D-------------KPSES-GNGIIGDL---------------------------------------------------------------------------VHKMNV-------SENQVDF-------------HRNVTEGK-------------------------------------------L-S----GY--K-YLIFVDDCIGSGNQL-KKFW---N--S---AP--IK----------------QIR-D-----------ICE----K-LSIKIYYIVLIGYDNNI-E-----KLKL-AD---------DL--Q----------G---LEVVVC------DLL----------------------TDK----NRVF--------------S-E-----G----N-----------------------------------------IIWDKD--------TNEKE--AA----------IAYFE-KIKKQK---------G------I---------------------------------------N--FL-GYKKL-------DFAVILHD---RLPNWSLPIFWK---K--N------S---------------LWSNLLQRKTS
 WP_201573770.1/22-305           YFAPDDWLD------------NF-----T----------------G--EEIPYAKRLLK-SFI----YFSDDMVTQMFKS-NFMAI---SKSI-IPN-------SK-K-------SNYVDTDLEW---SNFL------DN-------------CYIVKVTGE-----------DP-------------SDADS-GYIFTRMA---------------------------------------------------------------------------RDILNI-------PENRLKT-------------VSEAFEII-----------------------------------------L-S-G----IK--A-HFVFVDDLVGSGNQF-VDFW---Q--G---Y---FNTAH-------------CFE-S-----------LAE----D-TLCTFHYIPIICTENGK-V-----RIEE-E-----------C--K----------K---VELIAS------HFV----------------------GKE----YSAL--------------N-N-----D----S-----------------------------------------YIWKG-----------FKA--GG----------PEFVR-NASIRA---------G------I---PQ---------TNGGVKD--NGNGTKE-V-------S--WE-GFHKL-------GLVIGFKH---GTPDATLPIFYF---N--K------N---------------GWKPLINRD--
 WP_113959649.1/633-925          VADVTAFVG------------QF-----P------------------QELQPSALMLCD-RFE----IVYPIQVGKLVSE-VFHDA------------------------------------------SDQL-----SGK-------------VAIVPL---------------G-------------NLADS-ANHLIYSW---------------------------------------------------------------------------KNN----------ADEKIRT--V-------GNKVTMLADSV-------------------------------------------V-R----TS--E-TIILFDDNINSGYQA-LNIL---A--E---W---LEV------DLPENV---KLA-EHHV-----DP-LGKVAQKRLKQINLIFVFGVGREQSE-Q-----EFRA-A-----------L--HL---VGVDSDR---VKVTMG------RCL----------------------RSE----ERIL--------------S-G-----S----G-----------------------------------------SILE--------------E--AK----------RLQLK-SYLSKV---------GAQI---L---LPDV-YEAAA-PGEKEL----MRNAAK-R-------R--AL-GDHET-------EGTILFPY---NTPSMTIAAFWC---T--G------MF---E--------GQKWIPLFERRRN
 WP_178861935.1/34-312           KTQLRAWLN------------NF-----S----------------T-DCEEYFAAHLLD-ALL----YRSNRMIESSFFE-IAHQI---IPRE-IEK-------TS---N--------SNLINCY---RNIL------GK--K--KCGNK---IKFCTVPKL--------------------------NAGAS-GESILRSF---------------------------------------------------------------------------FRATGI-------DDKLGVR-------------SDKISSVL---------------------------------------------E----KA--E-VLIFIDDISGTGKQF-KDYL---N--N---P---LEKNG------------KPLI-E-----------LL-------QNKIVIFSPLIAHQEAL-K-----NIGG-E-----------FLHQ----------D---VFVKPV------ETI----------------------SEK----DSFF--------------Y-S-----A----D-----------------------------------------GFFRGD-------GYNSVC--DA----------KTFYE-DFLVKK---------GFQ----I---K-------------------------N-E-------N--KY-GRLGQ-------ALTCVFNN--FSCPNNTLPIYYH---D--N------G-------------SADWKPLFKR---
 WP_101965260.1/29-310           KLDPIGWIG------------NF-----Q----------------P--DEQKLARRLLK-NFL----YFSQIMTEEMFKS-NFQSL---SKYI-L---------TD-K-------SNFEECVQQW---NNFL------NN-------------SYIVRVTGE-----------EP-------------SDADS-GYTFSRWS---------------------------------------------------------------------------RNLLGY-------DESQLLT-------------PEKALEVL-----------------------------------------E-Q-Q----PERLN-NFIFVDDFVGSGNQF-VDFW---H--R---R---WF-------KNL------SFS-N-----------FEG----K-TPSNFFYIPIFATKLGH-T-----NITN-N-----------C--T----------G---VQIVTC------HVL----------------------DNT----TSAL--------------D-T-----N----S-----------------------------------------YIWKDI-----------DF--DG----------ISKIQ-EISRRI---------G------I---PM---------TNGQVID--HGNGTKD-V-------S--WN-GFHGL-------GLALAINH---SCPDATLPIFYF---S--S------E---------------DWKPLIK----
 WP_029077504.1/704-986          ESTVRHFLN------------QF-----P------------------PAMREDAKSLLL-SLN----FLNRETASRTLWT-AVRNT---VEDI-----------RK-------------------------------ADQPAS----------IHLVAL------------------------------AGTS-ARMMLELV---------------------------------------------------------------------------KQENRP-----QLATLALQD-------------RSSIHELL-GV----------------------------------------A-K----AG--D-AVIFVDDNVSSGTQF-SAQM---L--A---W---LGVRDQSDDPAVLRE--AGIE-A--------NR-LQPNEIALFSQLNVRLATCVGKPGSD-Q-----SIRS-K-----------L--A--P------AD---QSIRFGGSLF-GERL----------------------DAG----SATL------------------------------------------------------------------------------------------TL----------RAPFL-EFLRKA---------GAGC---I---QTSG----------------LKEANAE-K-------D--AL-GYENS-------EGRTVTLW---NVPTSTYTALWC---P--G------IV---D--------GEPWFPLFIRRG-
 WP_044422768.1/22-304           QFAPQEWVI------------NF-----D----------------S--DEQRFARRLLE-KFT----YFSEDMVRQLFKS-SFISL---SKYV-L---------KD-K-------NDTNLSAREW---EEFL------DN-------------LYILKVTGE-----------NP-------------SDADS-GFIFTRMS---------------------------------------------------------------------------RDILGI-------PESRLLN-------------ASSFIETI-----------------------------------------Q-S-N----PK--A-NFVFVDDFVGSGNQF-VTLW---N--D---Q---EIA------EGV------TFN-S-----------LYQS---Y-SNHRFFYCTAICTERGY-D-----HINS-R-----------C--P--------------VEVIPA------HLY----------------------TDL----HNAL--------------N-P-----N----S-----------------------------------------YIWRDF-----------SK--DG----------PSFIR-DMSIKA---------G------I---PELPYAGVQVHDDGN----------KI-V-------S--WQ-GYLGL-------GLTLAFNH---GWPDATLPLFYH---N--E------G---------------GFKPLLKK---
 MBR9907539.1/34-315             VIELKRWLA------------NF-----E----------------T-DEEKYLAAHLLR-ALI----YRSNAMLKISCQQ-IATFV---LPNI-IKR-------KK------------NTSIDEF---IVDLC-----RQ-----DNPLK---VLFAPVEPSKQ---------NDKTS----DE-IKKLPGKS-GQSILRML---------------------------------------------------------------------------IKEVGL-------HENSTVH-------------VDDSGAMP---------------------------------------------R----DI--E-YLVFVDDMCGTGKQF-CSFY---R--D---Y---------------------NLK-D--------------------VSTKKIFIPLFAHEKGI-E-----KINK-T-----------C--P----------D---VIVSPV------EVL----------------------TSK----NNFF--------------R-A-----E----SSS------------------------------------GHPPLWAMD-------QSNTVR--DV----------KSFYK-NLLKKY---------E------I-----------------------------EIG-------S--PF-GFGGL-------GLTFFSSE---STHNNGLHIFYT---NLNS------R---------------NWKPLLKR---
 MXW50236.1/30-311               GMEVQRWLQ------------CF-----D---GR-------TGLAA-EEESVQMLFLLS-NFL----YFGEAEVKELLRA-LYRDL---FRYR-IVSAIR----RE-----NGDGGDDSLLRHQF---TEEL------SR-------------TIFLAE--------------GG-------------SEASS-GPHLLYPF---------------------------------------------------------------------------RQVNDL-------RHKNFLS-------------PKRSLTER-V-------------------------------------QYD-T-P----RV--K-HCVFLDDFSGSGQQA-MDYA---A--K---A---AA----------------QVL-K-----------I------R-PDVNTYLFFLVATEKSL-H-----RIRK-D-----------G--C---------FT----HVDCV------LEL----------------------AED----FRAF--------------S-K-----E----S-----------------------------------------LYYI-------------DPP-EE--IV------QKLGQ-KVAKEY---------GQQ----L---E-------------------------P-S-------S--PL-GFKNG-------QLLLGFEH---NTPNNTIPILRS---R--R------A---------------GWKPPFPRKR-
 WP_098732785.1/29-312           QNRFNKWCD------------EF-----K----------------T-PEEETLLAFLLD-SLV----YRSQGQISGLIHQ-MIDVD---LSSS-IDW-------KD--------ILDLDNKHPTL---FDLLSD----KY-PQ--NLQKR---IALVPVIKI-----------SD-------------PPTKS-GPLLARII---------------------------------------------------------------------------HKH-KI-------NNKFMCW-------------PWDSNRLH-------------------------------------------N-E----DL--R-VVVFFDDFVGTGDQF-TDFF---N--Y---F---------------------NKV-E-----------AFGN---S-SKIQYIYIAFSGTQEGV-S-----FIEN-H-----------T--K----------NQ--VKVYVA------ELI----------------------KDS----NKFF--------------S-G-----F----P-----------------------------------------IRYEKLKNIIDISVNEYRD--NL----------KNTYT-NFMQNK---------G------I-----------------------------R-R-------E--IF-GYNDL-------ELTHVFSH---GTPNGTLPIFWC---T--N------P---------------SYTAPFTR---
 WP_108008356.1/29-312           IQDLERWCD------------EF-----K----------------T-PQEHELLSFLLD-SLV----YRSQNQITGLIHQ-LFDTQ---LSQA-INW-------KS--------DLDSSSDNKSL---FEILTL----QY-PN--VRADK---IRLVPVIKN-----------ED-------------PPTKS-GPLIARIL---------------------------------------------------------------------------NKH-KI-------NHKYMCW-------------PWDEEKLK-------------------------------------------S-K----NL--I-YTVFFDDFIGTGEQF-VNFF---N--H---L---------------------IHN-N-----------IIDT-----TQSLFYYIAFSGTQSGI-E-----YIER-E-----------T--K----------GL--VKVYVA------ETI----------------------KES----NKFF--------------C-G-----F----S-----------------------------------------TRYEKLGEYLDISLDSYVD--SL----------KQTYL-EFLHSH---------N------V----------------------------KN-K-------E--LF-GYGDL-------ELTHVFAH---GTPNGTLPIFWS---S--N------A---------------NYHALFQR---
 WP_157328001.1/25-309           RVEIDAWLS------------SF-----S---ER--------GSSG-VNERLHMLHLLS-NFL----YFGIGEIRELLRA-HFQYA---CQRP-VVTKIR----QD-----NADTIDIDFIDHQL---RIAI------SR-------------TRFLAV---------------G-------------NPSES-GQHLLYYF---------------------------------------------------------------------------RQENNL-------PAGLFPN-------------QFELPGFP-G-AS---------------------------------DTHG-K-S----SV--D-RYFFIDDICGSGQQI-EKFS---R--N---V---IQ----------------TLS-K-----------A------H-PDAKITYCPIFATSDGL-D-----YTRK-N-----------T--A---------FS----DIRCL------MEL----------------------DAS----FKCF--------------S-P-----T----S-----------------------------------------RFYE-----------------DP--AL------RSEAE-KICFHY---------GRI----L---H-------------------------A-R-------D--PL-GYKDG-------QLAIGFNH---NTPDNTLPIFWA---E--H------P----TS-------LPGWSPIFRRYMK
 WP_129085749.1/39-324           SERLQDWQS------------NF-----N---GQ--------VKDS-KIELHNAMFLLS-QFM----FFNDKTIRNFLQS-IYKDL---IVKP-IIDSIR----RN-----NENTIDLTFIQENL---NTKL------SL-------------IKFIPI---------------G-------------KISGS-GAMISYLF---------------------------------------------------------------------------RQATDI-------SEEQVIL-------------ASDLYNSS-G-------------------------------------NLN-F-P----EI--E-HYILIDDLAGSGTQV-CDFV---T--K---HK--IL----------------NLKIE------------------N-KHIQISYLPIFSTSIAI-E-----KIKK-S-----------T--F---------HQ---IYVNPL------FEL----------------------DES----YQVY--------------S-Q-----K----S-----------------------------------------RYFS-------------NVK-KHKYIG------RLMSK-YIFKKY---------AKN----L--------------------------NFIE-E-------N--SL-GYSNT-------QLMLAFSH---NTPDNTLPLFWE---D--S----------------------KWNAIFKRYNK
 WP_153423780.1/27-313           EPDVRHWLE------------QF-----E---AS--------AAVE-DDEQLQALFLLS-NFV----YFGQREIRELLRS-LYRDL---FKTP-ALHSIR----RA-----HGDTKDIGVLNHQF---NVHL------SK-------------TRFLGM---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENQL-------NSNHFIN-------------THEIFARD-A-KA-----------GS----------------PTL--RIR-H-A----EI--T-DYVFIDDLCGSGTQA-AEYS---Q--D---I---ID----------------PLR-A-----------L------N-PTLKVHYLVLFATQRGL-E-----FIRS-L-----------D--R---------YD----TVAAV------YEL----------------------DDS----FKAL--------------E-P-----E----S-----------------------------------------RIFN-------------AAN-VD--FD------REKVK-ATCQKY---------GAR----L---W-------------------------A-G-------H--PL-GYKDG-------QLLIGFNH---NTPDNTLPIFWA---D--A----------------------PWRPIFKRYHK
 WP_158062991.1/27-313           KNKIDIWLS------------NF-----K------------------EEERENLLFLLT-QFI----YFSKLQIDNMLIS-IYRDF---YKYV-IVENYR----LS-----NNNTTDIVSIKNHF---KESE------RK-------------SRFIPI---------------G-------------NPSES-SSSLLGEF---------------------------------------------------------------------------RKINNI-------RKDLFIE-------------RSELLNF------------------------------------------T-L-G----DI--E-HFIFIDDICGSGHQA-YHEN---Q--A---Y---IS----------------HIR-T-----------K------F-PNSKIHYYSLVGLEEGL-E-----FLNG-N-----------N--Q---------YD----FLESV------LRL----------------------DKT----YKCF--------------S-S-----E----S-----------------------------------------RIFK-------------NNE-DN--IK------QDDLK-QICESY---------GLQ----L---YESIVIRQGG-N----------PYYAA-P-------H--KL-GYNDS-------QLLIGFHH---NTPDNTLPIIWY---N--E------D----MI---------TWNPIFPRANK
 MBK8945386.1/626-908            LNRILTFVN------------QF-----P------------------QELQRACLDFLQ-HLK----VYNESLLKIELDK-VLEKI------------------GS-------------------------------GKK-------------IGFAFL---------------G-------------GVADS-GNRLVYHL---------------------------------------------------------------------------RESI---------ESYSLDE-------------PSKIDDAL-------------------------------------------I-N----NS--D-CLLIFDDNVNSGLQL-INII---G--E---L---LNE-----KDKIDIE--LILN-EAHI-----NPLTTERAKKRIKEMDIYFVYIVGKNKSD-K-----QIKK-H-----------L--N--KFFGFDEDK---IHFSIN------TIL----------------------KDE----DRLF--------------T-G-----S----N-----------------------------------------SDFN--------------H--EK----------KKELR-VYLEEI---------GEKL---L---RNEG----------------KNKDKID-R-------C--KL-GYSAA-------EAMVLFPY---NVPTMTITALWC---K--G------NL---DE-------DIPWFPLAERRRR
 MBQ7674632.1/627-928            LTTIVSYIK------------QF-----S-RFKEKL--------GDYDVFVKGCIELLK-NVL----IISKKEIIKSLTN-NIKEV----QKL----------------------------------SKVDF------SE-------------IQICSL---------------G-------------TLQDS-GSQIAYHL---------------------------------------------------------------------------NEVNDI-------LKRQLTEDFGV------VYKVKSLNELQ---------------------------------------------E---GDI--KPVMLFIEDAFSSGKQI-TSIF---E--E---L---MGV-------DASKR---QTQ-ESHG-----RE-LPDDIKNKLKQSKLYFSFIFYDKQNE-K-----DFIE-R-----------L--K--E-LGL--TD---VHLIQY------KDF----------------------------PESYF--------------K-R----------------------------------------------------ADVQ-------------NR--AD----------YQLTK-SYFEKA---------AELL---L---HDKAIDEEG--NYRANW----NEERLK-S-------S--LL-GYNDA-------QKLIVFPW---NTPTYTITALWL---S--S------R-------------KENWFSLFQRI--
 WP_064697786.1/28-316           EPEINQWVS------------QF-----E-R-AS--------DDIA-SDEQLHALYLLG-NFI----YFGQEEIRELLKS-LYRDQ---YRTP-AIHAIR----RA-----NDDTSDSALLEQKF---KSYQ------EK-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQVNNL-------PRSLFIH-------------THQIFDRD-T-SA-----------SV----------------PTM--RVR-D-N----DI--D-TYVFIDDLCGSGTQA-EEYS---R--D---I---VD----------------PLR-K-----------L------K-EDVKIHYVVLFATTAGL-E-----AIRR-L-----------D--R---------YD----EVSAI------YEL----------------------DES----FSAL--------------E-P-----A----S-----------------------------------------RLFS-------------HPD-TP--FD------RLQVK-KTCQKY---------GST----L---W-------------------------P-G-------H--PL-GYKNG-------QLLLGFNH---NTPDNALPIFWR---E--T------P---------------TWRPIFKRYHK
 WP_050459352.1/28-315           WYVIEKWLE------------NF-----T---GY-------SFSTP-ECEKLMALHMLC-NFN----YFSQDMVRQMLKS-CYEDL---LIIP-LKQEIR----KN-----NNNTLDVDLINYEL---SKEI------EA-------------TRFLGA---------------G-------------NPSES-GSHLLYYF---------------------------------------------------------------------------RQINDL-------DVKYFCD-------------YYAIFQED-Q-SG------------------------------NI--ILK-D-T----TL--K-RVVFFDDLVGTGRQL-NTFI---K--E---R---IK----------------KIR-A-----------S------L-PDLEIQFISLFATYNAF-N-----KINH-A-----------E--S---------FN---EKAKTL------FIL----------------------DET----YKAF--------------G-R-----K----S-----------------------------------------RYFA-------------NR--EF--PS------RSKIK-TFSRKY---------SQL----L---GCGIR---------------------D-V-------H-----GFGYS-------QLMLGFSY---NTPDNTIPIFWK---T--G------P---------------HFTPIFKRYSK
 WP_076053582.1/36-326           WPSINQWLG------------NF-----S---GL-------TGASP-SVEKLHALYLLS-QFM----YYGNREIRVLLRA-LYSEL---FLLP-LVRDAR----KK-----FPKLVD---FKAEL---ASEL------SA-------------TRFLGV---------------G-------------NPSES-GMHLLYYF---------------------------------------------------------------------------RQENQL-------SKNDFMD-------------TAQIYRVD-R-S-----------SGT----------------SLR--VPR-H-P----DI--K-RYVFIDDICGSGETA-VRYS---N--D---L---LP----------------DLL-S-----------A------A-HDVEVHYLCLFATADGL-D-----RVRR-D-----------S--V---------FG---RNSGAV------HEF----------------------DGT----YKWC--------------A-G-----E----S-----------------------------------------RYLY-------------SID-AA--LD------RRLLV-QLPGLY---------GRR----L---L-------------------------P-H-------H--PL-GYEDG-------QLLLGFSH---NTPDNTLPIIWS---D--A------E----NA-------GVDWYPIFRRYPK
 WP_093322664.1/24-312           WSYLNEWIN------------NF-----N---GQ--------VFDM-EIEQQYARYILT-KFI----YFSKPMIREMLKS-LYRDY---FASP-IKQEIR----KL-----EKDPLDFISIKNKF---EIEL------SK-------------TKFIGI---------------G-------------NPSES-GAHLLYYF---------------------------------------------------------------------------RQVNKL-------KKDFFAD-------------LTSILLAN-G-ND----------GDK----------------IDY--IIK-D-K----NI--E-RLVFFDDIVGSGSQI-RCYL---G--D---I---IK----------------KIR-I-----------H------N-PHIKILFFSLFSSSEGL-I-----LLNN-E-----------N--M---------FN---GKAFTI------YEL----------------------DKT----YRLF--------------D-D-----N----S-----------------------------------------RFIN-------------SA--DS--LE------LNKLK-KMIKHY---------GDL----L---S-------------------------P-K-------F--SF-GWNNS-------QLLIAFSH---NTPDNVPIVFWA---D--M------K---------------NWKPAFKRFGK
 WP_156372319.1/29-319           RPDIEAWLA------------NF-----S---GD--------VFSV-QRERIFAIVLLA-HFT----YFGDRELRVMLRS-LYRDL---FRYP-LIQSIR----TD-----RGGTTDANDVNAAF---QLAR------AR-------------TRFLGM---------------G-------------NPSES-GAHLLYYF---------------------------------------------------------------------------RQENRL-------PKNLFVH-------------QHEVLRAA-P-RQ-----------------------------DVP--AID-I-P----DL--D-RLIFIDDVLGSGKQA-LEYS---E--K---I---LS----------------KYR-E-----------AANH--EG-RDLSIHYYVLFAKQGGL-D-----VARN-------------G--L---------FD----EVNAV------HIL----------------------DES----ESAF--------------S-G-----T----S-----------------------------------------RLLA-------------NLA-ND--IS------LDDLE-TFARHY---------GEK----V---L-------------------------T-G-------H--GL-GYRNG-------QMLLGFHH---NIPNNTLPIFWM---D--E------L----GP---------HWQALFPRYQK
 GFD93123.1/35-322               RTKILDWLS------------NF-----E------------------ENERLNSLFLLT-EFI----YFNKHLVKQMLVS-IYRDL---YKYR-EIEKIR----KN-----NSDTLDEEFIKSEF---KIAL------SK-------------TRFLII---------------G-------------NASES-SGHLLYPF---------------------------------------------------------------------------RQENKI-------SKSLCQT-------------DED------------------------------------------------Y-E----DI--E-HFVFIDDFCGSGQQA-VDYS---I--D---I---LP----------------EIK-N-----------D------F-PNAKISYFMMVSTKEGK-Q-----NIIE-N-----------S--S---------FD----IVDCV------LEL----------------------DNS----YKCF--------------S-K-----D----S-----------------------------------------RIFK-------------NKD-DI--IN------IEDIK-QFLGKY---------GKE----L---IESILLREEP-EI-PIE---EKEELME-I-------N--KH-GFNDG-------QLLIGFEH---NTPDNTMPIFWY---D--E------E----MI---------AWTPIFKRYNK
 MBH1833449.1/37-327             AEVITSWLE------------NF-----D---GR-------TGNAT-ADERLGALYMLS-QFM----YFGSREIRVLLQA-LYRDL---FLLP-LAHEVK----AR-----TGSVSD---FNSEM---NSQI------SK-------------TRFLGL---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENLL-------SKSDFID-------------AAQMYKNV-E--V----------AGE----------------RRR--VAR-Y-D----DV--E-RYIFIDDMCGSGETA-VRYS---N--D---V---LP----------------DLL-D-----------Q------K-PGIEVSYLCLFGTRAGM-D-----RVRG-E-----------S--R---------FG---QNAAAV------FEL----------------------DES----YKWC--------------S-K-----D----S-----------------------------------------RFKA-------------GIP-VG--VD------PKILD-SIALTY---------GSG----L---S-------------------------I-H-------H--PL-GYLDG-------QLLLGFFH---NTPDNTMPVIWA---D--A------Y----NG-------GTSWYPAFRRYPK
 WP_186100814.1/37-328           GPAIESWLG------------NF-----V---GN-------TGATV-DNERLHALFLLS-QFM----YFGAREIRVLLRA-LYRDL---FLLP-LAQRVR----AQ-----VKDAAE---FEGLM---RQEN------EA-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENKL-------SKTAFLD-------------SAQIYKVE-E-Q-----------GGI----------------RKR--VAR-H-A----NI--K-RYIFLDDMCGSGETA-IRYS---Q--D---L---LQ----------------ELI-A-----------G------A-DEIEVHYLALFACKDGL-D-----RVRR-E-----------T--V---------FG---KYCSAV------YEL----------------------DDS----YKWA--------------G-D-----E----S-----------------------------------------RYLS-------------GLP-SA--LD------KDLLA-TLPNTY---------GRQ----I---F-------------------------P-D-------H--PL-GFLGG-------QLLLGFFH---NTPDNTLPIIWG---D--R------E----NG------SNAPWYPIFRRYPK
 TRZ50402.1/25-314               LPMVEGWLD------------NF-----Q---PD-------DPGSP-RSERLHALHLLA-QFM----YFGSREIREMLRA-VFRDL---YKYP-IVDTIR----RK-----NNNTRDINFIKAEF---SKHL------QS-------------TRFLGV---------------G-------------NPSES-GTHLLYYF---------------------------------------------------------------------------RQENGL-------PKTQFIH-------------SHQIFKRY-G-QQ-----------------------------EQT--VLR-S-P----EV--R-RYVFLDDFCGSGTQA-SDYS---N--E---I---VK----------------DIK-E-----------L------D-SSIEVDYYMLFATRSGR-D-----FVKN-N-----------T--M---------FD----RAECV------LEL----------------------DDT----FKCF--------------G-D-----A----C-----------------------------------------HYFL-------------EQH-EA--ID------KAFSL-TTCRNY---------GLR----L---C-------------------------P-E-------H--PL-GFNDC-------QLLIGFHH---NTPDNTLPIFWY---D--A------P----GP--------LPWTPLFKRYMK
 HAV5964872.1/31-321             WGEIESWLN------------NF-----S---GK-F----ISFEQR-DKEKLLALHLLS-NFN----YFSQDMVRQMLKS-CYEEL---LVIP-LKQKIR----RE-----NADTLNIELINNKF---EVEL------SQ-------------TKFIGA---------------G-------------NPSES-GTHLLYFF---------------------------------------------------------------------------RQMNEL-------STENFCD-------------FHESFIED-H-LG------------------------------NI--KLR-PLN----TT--K-RFVFFDDLVASGEQL-TQFT---V--N---R---VK----------------KIK-E-----------S------H-PHIEIHFMSMFATAKAL-K-----KINA-S-----------E--A---------FN---GNAKTL------FIL----------------------DES----YKAF--------------G-R-----K----S-----------------------------------------RYFK-------------NR--TT--PS------KAKLK-GFSGLY---------SQL----L---VGS-----------------------E-R-------H--KH-GYNAS-------QLMLGFSY---NTPDNTLPIFWK---E--K------E---------------YFVPIFKRFRK
 WP_169327714.1/28-317           TIHLNEWLD------------NF-----L---QA--------EKPE-NCERTHALFLLS-NFM----YFGVREIRELLKS-IYRDK---FFNP-LIQEVR----KR-----NNDTKNIKDIENEI---VSEL------AS-------------TRFLGV---------------G-------------NPSES-GTHLLYFF---------------------------------------------------------------------------RQENAL-------GKDDFIH-------------THEILNYR-R-DE----------NDS----------------LQV--SLK-N-E----DI--K-RYIFIDDVCGSGTQA-IEYS---E--E---L---IK----------------ELK-N-----------L------N-PNIKVYYFSLFSTSHGL-E-----NIRN-N-----------T--L---------FD----KVECV------FEL----------------------DNT----FKCF--------------S-E-----S----S-----------------------------------------RYFK-------------GSPNSP--IS------KEFTE-QFCRKY---------GTQ----L---F-------------------------G-A-------D--AL-GYKDG-------QLLLGFSH---NTPDNSLPIIWG---K--S------H---------------TWNPIFKRYNK
 WP_032001776.1/30-318           WPEIEEWLK------------NF-----T---GR--------CFSK-EEEHLLALHLLT-HFI----YFGNSTIREMLKA-CYEEQ---FIIP-LKQEIR----RN-----NNDTTNNYLINACL---NDEI------EK-------------TLFIGA---------------G-------------NPSES-GAHLLYYF---------------------------------------------------------------------------RQMNNL-------SKERFSD-------------FYGAFYKD-Q-NS-----------------------------NNL--YPH-S-S----SI--N-RYIFFDDLVASGTQI-SGYL---K--D---R---LA----------------QIR-S-----------A------N-PSIKLQFMCLFATTIGL-E-----ALNE-S-----------D--M---------FN---GNAHCL------FHL----------------------DDS----YKAF--------------G-K-----K----S-----------------------------------------RNFK-------------LL--KR--PS------RRKLK-KFCKYY---------ATY----L--------------------------NFQD-P-------H--KL-GYKDC-------QLMIGFSY---NTPDNTLPIFWA---K--D------S--------------IYWTPIFARYSK
 MBL9144021.1/31-323             RLKVDRWLS------------NF-----K---GE--------ATAV-EMERLHAMHLLA-QHI----FIGRREIDECLRV-LFEER---IAYP-FVQKHK----DS--------LRTADAVNEAL---QRHLC-----AT-------------TRFVGM---------------G-------------NPAES-GTSLLYRF---------------------------------------------------------------------------RQVNRL-------PLKVFST-------------PCDAVEIT-A-DE--------TTHDK----------------VAV--LLE-P-P----EL--N-HLIFLDDFCGSGTQA-TRRV---K--K---L---VK----------------ALR-S-----------H------Q-KSVRVSYFLLFSTQSGL-D-----ALES-S-----------G--L---------FD----EVRPV------IVF----------------------DED----YKAF--------------C-S-----A----S-----------------------------------------HYYR-------------SAL-NN--IS------REVAE-QTMEHY---------GKK----L---VEN-----------------------P-D-------D--AL-GFGEC-------QLLMSFEH---NTPNNTLPVIWA---D--Q------P----EI---------PWHAIFPRVDK
 WP_025211323.1/24-316           WAEIEAWLN------------NF-----D---GS--------FLEK-SEEQLYAIFAIS-RYM----YFGKRLVREMLKS-LYRDH---FYSP-MRQRIR----RN-----FNGTHDHRIIDNAY---TLEL------NS-------------TRFIGV---------------G-------------NPSES-GAHLLYYF---------------------------------------------------------------------------RQVNYL-------SRDLFVD-------------LAAALTYQ-VSRD----------RSE----------------ILY--DIR-E-K----KI--T-RLVFFDDIVGSGTQA-SEYL---T--P---Y---LS----------------GIK-A-----------T------N-PSIDIRFMSLFATSAGL-S-----KLNE-S-----------K--L---------FD---GKAMCL------FEL----------------------DNS----FKAF--------------D-A-----D----S-----------------------------------------RYFS-------------TSP-PW--FD------RQKMF-DLTEDY---------GKK----L---W-------------------------P-N-------H--PF-GYKNG-------QLLISFSH---NTPDNVPPIFWA---V--S------G----QI---------PWAPAFVRYHK
 WP_011381523.1/26-316           WADIEMWLS------------NF-----K---GS--------FESG-DEEKRYVLFLLS-RYM----YFNKRLIREMLRS-IYRDH---FESP-MLQRIR----RN-----LNGTKDFLLVRQQY---HSEL------RA-------------TRFVGI---------------G-------------NPAES-GAHLLYYF---------------------------------------------------------------------------RQVNNL-------QKDLFAD-------------FTSAFEPC-R-DN-----------NQ----------------QGY--RQK-D-P----TV--T-RFVFFDDLVGSGTQV-AEYL---E--P---Y---LN----------------LIR-K-----------G------S-PNVEMRFISLFGTTTGL-T-----KLAS-P-----------A--L---------FG---SHVSCL------FEL----------------------DNS----YKAF--------------S-S-----D----S-----------------------------------------RYFR-------------SAP-AW--FK------LEQLK-KIAVGY---------GKE----L---N-------------------------R-K-------W--PT-GYRHG-------QLLLAFSH---NTPDNAPPIFWY---N--G------E----NI---------PWHPVFVRYEK
 WP_099795049.1/24-315           WPQIEQWAE------------NF-----I---GT--------AFDQ-ERERDHGLFALT-RFM----YFGRRLVRELLRS-LYRDH---FEAP-LMQRIR----RN-----YGSETSGAVLRSAY---SSEL------AS-------------TRFIGV---------------G-------------NPAES-GAHLLYFF---------------------------------------------------------------------------RQVNHL-------SKELFSD-------------IHEAFVVR-L-DE----------SGR----------------ERY--EQR-N-G----GV--S-RYVFFDDLVGSGDQV-SQYL---K--T---S---LR----------------AIR-Q-----------G------T-PEVELRFLSLFATSAGI-D-----RLNE-K-----------Q--L---------FD---GKAFCL------FEL----------------------DDS----YKAF--------------D-A-----N----S-----------------------------------------RYFS-------------GAP-EW--FV------LNDLQ-QLARVY---------GSA----L---Q-------------------------P-R-------R--AL-GYKDG-------QLLLGFSH---NTPDNTLPIFWD---E--G------I----RH---------PWSPVFQRYDK
 TMJ18651.1/44-337               WPAVQAWLA------------NF-----D---GR-------SGIDM-RVEKLHALFLLS-QFL----YIGNIETRVLLQA-IYRDL---FMIP-LIQEVR----QS-----LGNTRDEAQIEEGV---QLAL------SR-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENQL-------RKRLFMD-------------SAAVFVNE-Q-LP----------DGS----------------HRR--ALS-Q-P----DI--N-RYVFVDDICGSGKTA-IDYS---T--N---I---LA----------------DIL-A-----------L------N-SNAKLHYLSMFASTDGL-Q-----NVRD-Q-----------T--K---------FG---QNCGAV------FEL----------------------DDS----YRCL--------------T-E-----G----S-----------------------------------------RIMR-------------AAP-AH--ID------GAVLR-EIALWY---------GNL----L---R-------------------------P-L-------H--PG-GYDNS-------QLLLGFHH---NTPDNTLPIIWA---E--G------S----ES--------EAWTPAFRRYPK
 WP_152987909.1/34-326           NDAINRWLE------------NF-----T---GR-------TGLDP-EIERIHALYLLS-QFM----YFGSREIRVLLRA-IYNDL---FLAP-LIQETR----QA-----LGNTRDLGQISQAL---NVEI------SK-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENGL-------SKLQFAD-------------NAQIITRD-Q-ET-----------------------------QQR--VLR-Y-P----EI--E-RYVFVDDVCGSGETA-VRYS---N--D---F---LK----------------EML-N-----------L------S-DKVKIYYFCLFANADGM-K-----VVRD-D-----------S--A---------FG---NNCGAV------YEF----------------------DKS----YKCV--------------D-D-----D----S-----------------------------------------RYFK-------------STP-RG--ID------LASAR-KVADVY---------GQL----L---C-------------------------P-G-------H--PR-GYLDS-------QMLLGFTH---NTPDNTLPIIWM---D--S------E----NH------AGTAWTPAFRRYPK
 WP_152486665.1/23-315           WPTVERWLS------------NF-----T---GK--------FEAE-DQEKMHALYLLT-QTM----YFGQNLIREMLRS-VYQNL---FRYP-LVIHIR----RA-----NNETLDPNIIESAF---CNNL------RN-------------TRFLGI---------------G-------------NPSES-GPHLLYYF---------------------------------------------------------------------------RQINEL-------PKDLFID-------------AAEILSIG-R-DN----------EGK----------------PCV--TLR-D-P----NI--E-RYIFIDDLLGSGTQM-KEYL---T--D---I---FR----------------EIR-S-----------V------A-PQVEFHYYALFATTSGL-E-----AANS-P-----------D--L---------FN---GNVQCI------FEL----------------------DDS----FKCF--------------G-Q-----E----S-----------------------------------------RSFK-------------NVG-AP--ID------QKIAE-TVAAGY---------GNE----L---M-------------------------P-G-------H--PL-GYKDG-------QLLLALSH---NTPDNSLPILWF---D--F------P----KN--------AKWAPVFKRFAK
 PWI46301.1/26-316               NPVVEQWLN------------NF-----T---GE---------LPD-SKEKIHALYILS-CFM----YFGDREIRALLKT-LFYEL---FKCR-IISDIR----TR-----NNDTSDLDLINKEF---KKEL------KA-------------TIFLGV---------------G-------------NPSES-GCHLLYFF---------------------------------------------------------------------------RQENSL-------DINLFAN-------------DSDILKIS-R-NS----------KGE----------------PIP--KLR-H-P----EI--K-RYVYIDDFCGSGQQI-IEYL---Y--E---R---TK----------------LIK-E-----------L------K-SGVELCYYVLFGSLSTL-Q-----TIKS-A-----------G--N---------FD----RVDTV------CEL----------------------GAS----YKCF--------------Q-S-----D----------------------------------------------RYFK-------------EYG-DK--LD------KHFAK-NMCQTY---------GDK----L---F-------------------------P-A-------H--PL-GYKGG-------EFLIGFYH---NVPDNTLPIIWS---E--G------N----GD-------DIKWHPIFKRYPK
 WP_161543719.1/35-335           DETKEEYLE------------NF-----RLRLGKFLSQKSLNLPEN-LAVKNIIFKCLKEDYR----FYSEAEIIKYLKS-FHKQF---SDEL-----------FN---------------------RGLNL------DD-------------CYFTDVLNK-----------NT-------------IKTNS-SDMLTHLY---------------------------------------------------------------------------LKENRL-------SNNHFIR-------------LNKMVEIE-VKNQNH----NNNFENYEYYTKKIYETERKYELADK--HKL-L-N----NK--K-YVIMIDDYSGTGSTI-KDFI---G--I---I---KK----------------YIP-K---------------------HIKLIIFCIHITEDAR-K-----VLED-F-----------V--D----------DEK-IACQII--------------------SV---------ETS----KKYF--------------H-N-----DP--IN--------------------------------------------------------------------------KDLIK-KFEEDF----------------V---KPKR----------------------K-K-------D--IL-GFKET-------QSVLTTFM---NTPNNTLSLFWN---E--SI------------------ADDGWRPIFARKDK
 WP_150059445.1/24-314           WNEIEGWLD------------NF-----K---GF--------FNPE-EDEKMHAVYSIT-EYM----YFGKRLVREMLKS-LYRDY---FASP-LKQRIR----RN-----FGDTLDYELIKKYF---AMEL------AS-------------TRFIGV---------------G-------------NPSES-GAHLLYYF---------------------------------------------------------------------------RQVNNL-------SKELFSD-------------ISSVVQAR-K-DR----------NNS----------------IIY--ELV-D-K----KI--N-RIVFFDDIVGSGTQA-SSYL---G--D---Y---IR----------------QLK-K-----------N------D-PKLDIKFMSLFSTTDGL-N-----RLNS-D-----------K--V---------FN---GNAMCL------FEL----------------------DDS----YKCL--------------S-G-----N----S-----------------------------------------RYFK-------------NPP-KW--FD------SAIMQ-SVLMDY---------GSA----I---F-------------------------P-E-------Q--PL-GYKNG-------QLLISFSH---NTPDNVPPIYWC---S--M------P----E----------LWSPAFLRYHK
 WP_201565789.1/28-321           NVDIDKWLD------------NF-----T---IT------NFDTDI-DKQKLHALYLLS-CFM----YFGNREIREMLKS-VFRDK---VKHP-LIKSIR----KS-----NSNSNNFQLINSQY---LNSL------RK-------------VRFIGV---------------G-------------NPAES-GTHLLYYF---------------------------------------------------------------------------RQENNL-------SSKLFIN-------------QSEIFNFT-N-NE----------NGV----------------VGV--TIQ-D-M----SI--N-RYVFLDDLSGTGTQV-IKRT---A--E---T---IK----------------TIK-A-----------Q------N-SEAVIQYVALFATKEAI-N-----KIKE-K-----------V--D---------FN----DVACI------FEL----------------------NDT----FKCF--------------S-T-----D----S-----------------------------------------RCFP-------------TTVNPS--ID------KSYLE-KMSRTY---------GKK----I---S-------------------------R-N-------HVDAL-GYNDS-------QLLLGFTH---NTPNNTLPIFWS---V--R------K---------------QWQPIFKRYSK
 WP_033080595.1/28-320           GISLNKWLE------------NF-----Q---TN--------DDPS-KCEQTHALYLVS-NFM----YFGTREIRELLKS-LYRDK---FLKP-LVQTIR----RQ-----NQDTKLLRDIQSSI---KKDL------SE-------------TRFLGI---------------G-------------NPSES-GTHLLYFF---------------------------------------------------------------------------RQENNL-------SKDDFLH-------------SHEIISMA-R-SP---------VNQQ----------------VTL--RLK-N-S----KI--R-RYIFLDDVCGSGTQA-IEYS---K--T---L---LS----------------EIK-A-----------L------D-PTIKICYFSLFSTAHGM-K-----NIRK-N-----------T--H---------FD----EVGCI------FEL----------------------DES----FKCF--------------S-D-----E----A-----------------------------------------RQFK-------------GEAELP--IS------KDFAK-AFCEKY---------GIN----L---LNS-----------------------Q-E-------H--AL-GYKSS-------QLLLGFAH---NTPDNTLPIIWG---E--T------A---------------TWTPLFKRYQK
 WP_080426691.1/24-315           WPYIRAWLE------------NF-----T---GA--------CFDV-DAERRLALFALG-RFM----YFSRRMVREMLRS-AYRDH---FEAP-MLQRIR----RN-----SQHSWDFEAIKKLY---AREL------ST-------------TRFVGV---------------G-------------NPAES-GAHLLYYF---------------------------------------------------------------------------RQVNYL-------PKGLFAD-------------LAGAFFPA-S-DV----------SGN----------------ISY--KAR-E-P----SV--T-RYVFFDDLVGSGTQV-TKEL---K--P---H---ID----------------LIR-A-----------S------N-PGVELRFLSLFATTKGL-V-----TLSD-P-----------N--F---------FG---EAVSCL------FEL----------------------DES----FKAF--------------E-E-----T----S-----------------------------------------RYFG-------------LGQ-SW--FS------IDDLK-RMAKMY---------GKK----I---Y-------------------------P-N-------W--PL-GYKDG-------QLLLGFSH---NTPNNTAPIFWN---E--G------V----RA---------PWNPVFLRYDK
 WP_017270730.1/28-319           GADIKRWSE------------QF-----S---SS--------ITVH-DNEQLQALFLLS-NFI----YFGQVEIRELLKS-LYRDL---YRTP-AIHSIR----RL-----NGDTAEWSLLQPAF---ETYR------QK-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENAL-------PKSLFIN-------------SHEIFSRD-T-TT-----------AV----------------PTL--KIA-D-D----AI--E-TYVFIDDLCGSGTQA-SAYS---K--Q---I---VE----------------PLR-A-----------L------K-PNVKVHYLMLFATTDGL-E-----AIRA-L-----------K--R---------FD----RVEAI------YEL----------------------DNT----FKAL--------------E-P-----T----S-----------------------------------------RIFT-------------SID-TA--FD------RVKIR-ATCQTI---------GSR----L---W-------------------------P-T-------H--PL-GYKDG-------QLLLGFTH---NTPDNALPIFWM---D--G------P----AT-------GQVWEPIFKRYHK
 MBN8807023.1/44-337             WPDVEHWLA------------NF-----D---GR-------SGIDV-DTERLHALFLLS-QFL----YVGSIETRVLLQS-VFRDL---FMAP-LIQEVR----AS-----LGGTRDAALIVPAV---ELAL------QR-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENGL-------SKAQFMD-------------ATAMFARS-Y-LP----------DGT----------------TVP--TLG-N-P----DI--D-RYVFIDDVCGSARTA-ISYS---K--N---A---LA----------------NLL-E-----------L------K-PDAKLYYLAMFALQDGL-D-----RVRT-E-----------S--V---------FG---ERCAAV------FEL----------------------DET----YRCL--------------S-P-----T----S-----------------------------------------RYLH-------------AAP-PH--IN------GDQLR-MMVRTY---------GAL----L---W-------------------------P-K-------H--PC-GFNDA-------QLLLGFHH---NTPDNTLPVIWR---E--D------G----AG--------VSWFPAFRRYAK
 WP_131148583.1/23-314           WPQVERWLN------------NF-----Q---GE--------VVDR-EDEQLYALYALT-RFM----YFGRSLVREMLRS-LYRDH---FEAP-MKQRLR----RA-----NNNTRDVQLLENLY---QNEL------HT-------------TRFLGV---------------G-------------NPAES-GAHLLYYF---------------------------------------------------------------------------RQENHL-------PKNLFAD-------------LSSAFEPQ-A-RN----------GQT----------------VGF--VPR-D-K----KV--K-RYVFFDDLVGSGTQV-SQYL---S--G---C---LP----------------SIR-A-----------E------A-PNVELAYMCLFGTKKGM-E-----RANE-A-----------D--L---------FD---GRAQCL------FFL----------------------DDS----YKAF--------------E-K-----S----S-----------------------------------------RYFQ-------------SSP-TW--FS------LDIMR-RIAEHY---------GAK----L---W-------------------------A-N-------D--PL-GYRDG-------QLLLSFSH---NTPDNAPPIFWD---E--N------F----YV---------QWAPVFLRYSK
 WP_185679114.1/41-334           WPSVLAWLR------------NF-----N---GR-------SGFDP-EVEQLHALFLLS-QFL----FIGGAETRVLLQA-VFRDL---FMVP-LIQEVR----RD-----LGGSRDCQAVAQGV---HAAL------AR-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENAL-------PKDLFLD-------------PAAMFTTT-V-TP----------DGV----------------TSR--QIA-D-A----NI--N-RYVFVDDVCGSGDTA-IKYS---R--N---V---LT----------------ELA-S-----------L------L-PDVKLHYLSMFATKAGM-E-----RVRR-Y-----------T--R---------FG---ENSAAV------FEL----------------------DET----YQCL--------------S-E-----R----S-----------------------------------------RILH-------------AKP-AH--ID------PATLA-KVALTY---------GAL----I---C-------------------------P-A-------H--PG-GFDDN-------QLLIGFQH---NTPDNTLPIIWG---E--G------S----LG--------MPWTPAFKRYPK
 KGF67816.1/20-310               LNHIEEWVR------------QF-----S---AD--------DNVV-DDERIHALYLLT-NFI----YFGQIEIRALLVS-LYRDL---FRTR-IIHDIR----RS-----NGNTTDVDFLQDEF---LRKL------KA-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENSL-------PKTAFIN-------------SHEIFDRE-T-MG-----------KS----------------QVL--SVR-D-K----NI--E-HYVFIDDLCGSGTQA-EQYS---K--D---L---VE----------------PLR-D-----------L------M-PDVKIHYLVLFATDAGL-K-----AVRD-L-----------K--R---------YD----YVASV------FEL----------------------DPS----FKAL--------------E-P-----E----S-----------------------------------------RIFS-------------NRD-GR--YD------RLKVR-ATCEKH---------GMN----L---W-------------------------A-K-------H--PL-GYKNG-------QLLLGFSH---NTPDNTLPIFWG---E--G------D----AA--------LPWTPMFKRHDK
 PHS53207.1/28-319               GESLERWLE------------NF-----S---NS--------DDVS-NCESSHALFMLS-NFM----FFGVKEIRELLKS-IYRDK---VRIP-LIRDIR----LS-----NGRTKNSVLIEDLF---KVEL------SA-------------TRFLGM---------------G-------------NPSES-GNHLLYFF---------------------------------------------------------------------------RQENQL-------PKELFIH-------------THEILSIN-R-DK----------NNF----------------KTI--ALK-N-E----NI--R-RYIFIDDVCGTGTQA-TEYS---E--D---L---IK----------------EIK-D-----------I------N-EDIEVCYFTLFATSKGL-Q-----NIRD-N-----------T--L---------FD----NVDCI------FEL----------------------DDS----FRCF--------------S-E-----N----S-----------------------------------------RYFK-------------GVDELP--IS------KEFAE-SFCRKY---------GHK----M---LFS-----------------------E-E-------H--QL-GYKNG-------QMLMGFSH---NIPDNTLPIIWS---E--D------Q---------------NWAPIMKRYSK
 WP_124160189.1/29-319           WDHVERWLA------------QF-----N---ST--------EDKR-DDAYLQMLFLAS-NFM----YFGVREIRALLRS-LFRDL---YQYK-VVEKIR----AA-----NNHTLDRTLINSAY---EGEL------KR-------------TRFIGV---------------G-------------NPSES-GSHMLYYF---------------------------------------------------------------------------RQENRL-------GKQYFIN-------------SLEVFSTS-R-RV----------FR-----------------HVS--KVK-D-P----NI--L-HYVLIDDLCGSGTQA-RQYC---E--S---L---VR----------------PLK-Q-----------M------N-KKAKVYYYTLFATTFGL-N-----EIRK-L-----------G--W---------FD----EVGSV------VEL----------------------DDS----FRCF--------------G-D-----D----S-----------------------------------------RVYK-------------NAS-AP--FD------KAKAK-SISLRH---------GHT----L---F-------------------------S-S-------D--PL-GYRDG-------QLLIGFFH---NTPDNTLPIIWF---D--D------P----DG--------TAWIPLFRRFPK



 WP_138425533.1/25-316           LKKLENWLE------------NF-----S------------------EEEKLQALYLLT-QFI----YIGEHQIKKMLVS-IYRDF---YKYY-QVEKIR----KT-----NDDVSDIGFINSEY---DKKL------KK-------------TRFVAL---------------G-------------NPSES-SSLLMYSF---------------------------------------------------------------------------RQENDL-------PKPYFIT-------------DNDIINCT---------------------------------------------E----PI--E-DFIFIDDMCGSGSQA-IEYS---N--K---I---VP----------------IIK-A-----------K------F-PEAVIHYYMLAATEVGK-M-----NIKR-N-----------S--Q---------FD----FVDSI------MNL----------------------DSS----FKCF--------------E-S-----N----S-----------------------------------------RIFK-------------NID-DC--ID------VDKIK-SFCDKY---------GKK----L---MLSVGRIMFP-ND-DES---DIDAWAE-E-------H--KL-GFGNG-------QLLIGFNH---NTPDNTLPIIWY---N--E------K----EI---------NWKPIFIRKNK
 WP_091267253.1/33-324           KNKIDGWLS------------NF-----K------------------EEEKQEALYLLT-QFI----YFNEFSVEKLLEA-LYRDI---FKYK-IIADIR----RN-----NDNTTDAKIIEPHY---RQQL------KQ-------------SRFVSL---------------G-------------NPSES-SATLMGLM---------------------------------------------------------------------------RKINSL-------PNDLFIS-------------EDKIAP-------------------------------------------E-L-G----KI--N-NFVFIDDLCGSGSQA-IDYS---T--N---S---LP----------------KIR-R-----------L------F-PDAKIWYLMLIATKEGK-H-----RIQN-M-----------A--D---------FD----YVDSI------HEL----------------------DNS----YKCF--------------N-E-----G----S-----------------------------------------RVFT-------------NKD-ED--ID------ILKIK-NFCGEY---------GKN----L---MESLLKKNDS-KI-DPI---ELEESCE-S-------W--KY-GFNNG-------QLLLGFHH---NTPDNTLPIFWY---N--E------K----ES---------DWYPIFKRFNK
 WP_194405638.1/31-322           EAHVNRWLA------------QF-----N---ST--------EDLA-DDAELQMLFLAS-NFL----YFGAREIRALLRS-LFRDL---YQYK-LLESIR----KE-----RSDTLDLSTIEEEY---KNRL------KN-------------TRFIGV---------------G-------------NPSES-GSHMLYYF---------------------------------------------------------------------------RQENRL-------GKEYFIN-------------SHQVLSTT-R-FL----------LKH----------------HTT--KVR-N-P----AI--K-HYVFIDDLCGSGSQA-KDYC---K--S---I---VE----------------PLK-R-----------L------K-SDVRVYYFTLFATSYGL-E-----QIRN-L-----------L--W---------FD----EVAAV------VEL----------------------DES----FKCF--------------S-E-----K----S-----------------------------------------RIYS-------------DVA-TP--ID------KEKAR-QISHRH---------GSK----L---A-------------------------P-K-------Y--PL-GWRDG-------QLLLGFFH---NTPDNTLPIIWH---D--D------P----EG--------HSWTPLFRRFPK
 WP_166335115.1/25-316           YKKVMQWLS------------NF-----E------------------DDEKIHALYLLS-QCI----FFNDFQIKQLLIS-IYRDF---FEYP-HIENIR----RN-----NANTLDDTIIQNEL---KKIL------NK-------------TRFVIV---------------G-------------NPSES-SARLMYDF---------------------------------------------------------------------------RTQNKL-------KKDLFIS-------------ESEIIT-------------------------------------------S-P-K----EI--E-HFVFLDDICGSGNQM-VSYT---K--K---V---IP----------------IIN-T-----------N------F-PSAKTYYFLLLGTKEGK-E-----YIRS-N-----------T--S---------IN----IVDSV------LEL----------------------DNS----FRIF--------------D-S-----N----S-----------------------------------------RVFK-------------SKP-DE--ID------VGKIH-TFTGRE---------GKK----L---IASIYNRAYS-IL-PSH---KRDALSE-R-------D--KF-GYKDG-------QFLLAFNH---NTPDNTLPVIWY---N--E------D----DL---------PWYAIFKRAHK
 WP_109585276.1/24-315           WPEIESWVA------------NF-----T---GE--------YYAV-EEERRLALLMLT-RFM----YFSRTLVRQMLRS-MYRDQ---IESP-IKQRIR----RN-----FGNTTDFELIARNY---EAEL------DA-------------TRFIGV---------------G-------------NPAES-GAHLLYYF---------------------------------------------------------------------------RQVNYL-------KKDLFSD-------------IAGAFQPA-R-DS----------KGE----------------IYY--KPR-E-V----SV--G-RYIFFDDLVGSATQA-TQYL---K--P---Y---IK----------------LIR-E-----------R------N-DKVEFKFISLFATREGL-D-----KLSE-P-----------D--F---------FD---GNVSTL------FEL----------------------DET----YKAF--------------E-P-----E----T-----------------------------------------RYFN-------------APP-DW--FS------LENLK-AMCKGY---------GSR----F---N-------------------------N-L-------H--PL-GYKNG-------QLLLGFAH---NTPDNVPPIFWN---E--G------R----KV---------PWHPIFVRYDK
 WP_101152318.1/25-317           WPDVESWLA------------NF-----K---GD--------FQAE-SDERLHALYLLS-QVT----YFGQDLLREMLRS-VYKNL---YRHP-IVSRIR----RA-----HSDTLDFNIIEPLF---KSEQ------DS-------------TRFVGV---------------G-------------NPSES-GPHLLYYF---------------------------------------------------------------------------RQINDL-------GKDLFID-------------SGDIYKTS-R-DA----------NGV----------------VRI--VQT-D-A----SI--K-RYVFIDDLLGSGSQI-EQYL---S--D---K---LK----------------EIR-L------------------F-QGVECHYYALFATSAGL-D-----VARR-P-----------E--Y---------FG---ENVSCV------FEL----------------------DET----FKCF--------------S-G-----E----A-----------------------------------------RAFA-------------NLP-DG--LD------KGIAE-SVAAGY---------GKR----L---MT------------------------E-E-------H--AL-GWKNG-------QLLLSFVH---NTPDNSLPIMWF---D--F------P----HL--------HPWAPIFKRFSK
 TYC63997.1/44-339               WNSVERWLE------------NF-----D---GR-------SGQSK-GVEQLHALFILS-QFM----YFGGREVRVLLRA-LYREK---IVVP-FVQRAR----SS-----QQNTRDLNTIEAQL---SVML------DN-------------TKILGI---------------G-------------NPSES-GPHLLYFF---------------------------------------------------------------------------RQENSL-------SKERFMG-------------ASEIIEAT-R-TQ----------DGS----------------FSR--TIR-H-P----DV--T-DYFFIDDVCGSGETA-CKFS---K--S---V---LE----------------EIA-S-----------MVD----A-SKVSFHYYAIFGTEAGI-K-----EIRD-K-----------T--V---------FG---ENCGAI------YEL----------------------DET----FASL--------------S-T-----N----S-----------------------------------------RFLK-------------NHP-DD--ID------PDIVR-RVCLFY---------GEL----L---W-------------------------P-G-------L--PG-GFDNN-------QLVLGFGH---NTPDNTLPIFWG---H--R------D----HT------AQIPWEPAFQRH--
 WP_144373900.1/24-318           WPHIEAWAK------------NF-----D---GS--------ALPL-DEEQQYVMLTLS-RFM----YFGKRLVREMLKS-LYRDH---FKSV-LMQRIR----RN-----YGNTKDQTLLQSLY---KQEL------EG-------------TRFLGV---------------G-------------NPSES-GAHLLYYF---------------------------------------------------------------------------RQVNYL-------GKKLFAD-------------VAASFSPQ-VDRT----------PGS----------------LGYIYVPK-E-V----GV--N-RYVFFDDMVGSGSQA-TQYL---S--P---Y---LR----------------DMR-K-----------L------N-ANIDLRYLCLFATTEGL-K-----RLNH-P-----------A--M---------FD---GNAACL------FEL----------------------DET----YKCL--------------E-D-----G----A-----------------------------------------RYFL-------------GAP-AW--FD------LSMLR-KIIETY---------ASR----M---S-------------------------K-H-------N--PY-GFGNC-------QLMLGFSH---NTPDNTLPIFWY---G--E------K----DA---------QWDPVFLRYDK
 WP_114724849.1/28-320           GISLERWLG------------NF-----K---SS--------DDYK-ECEQTHVLYLLS-NFM----YFGNREIRELLKS-LYRDK---YLKP-LIQSIR----RD-----NGDCKNIQQIDRII---DFEI------KS-------------TRFLGI---------------G-------------NPSES-GTHLLYFF---------------------------------------------------------------------------RQENGL-------GKENFIH-------------SHEILSFD-R-SD----------ENN----------------LKI--RMK-K-P----DI--K-RYVFLDDVCGSGTQA-IEYS---K--D---L---IS----------------DMK-A-----------V------D-SSIQVYYFTLFSTVKGM-Q-----NIRD-N-----------S--L---------FD----KVDCV------FEL----------------------DES----FKCF--------------S-D-----E----S-----------------------------------------RQFR-------------NESELP--IS------KLFAK-ELCENY---------GMK----L---LKGN----------------------K-R-------D--CL-GYKDS-------QLLLGFAH---NTPDNTLPIIWV---D--D------M---------------EWEPLFKRYNK
 WP_071088667.1/44-339           RPLVEEWLK------------NF-----D---GK-------TGNDV-ATERLHALYWLS-QFL----YYGSVEIRVLLKT-LFRDL---FLVP-LIQEIR----TS-----NGGSRDLGVLGPLL---TEKI------RS-------------TRFLGI---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENSL-------SKGNFLD-------------SGQIIERV-A-LH----------DGK----------------FTR--KIA-D-E----KV--E-QYVFVDDVCGSGQTA-IEYS---R--N---L---LA----------------DLR-D-----------L------K-SNAKFCYYSLFGTKAGI-D-----KARK-D-----------S--L---------FG---DNCSAV------IEL----------------------DDS----YRCL--------------S-D-----Q----S-----------------------------------------RYLK-------------VVP-SG--ID------AGILK-TLALHY---------GQL----I---C-------------------------P-G-------H--AG-GFEDS-------QMLFGFHH---NTPDNTLPIIWG---E--R------G----NG------AQVEWVPAFRRYPK
 MBL1319712.1/33-329             MTDIKAWVN------------NF-----R----------------K-PLHRFVAGYILD-RLI----YRSSDMARSSYRS-FLISV---MRDI-YFD------YKD---------FGHIDSVETW---QERL------NS--A--DPAIQIDDFFIVPVRLLT-------------------------DSGAS-GDTVCRLV---------------------------------------------------------------------------DVDSSY-------TKHITGEG------------FEQLNIGV--------D----------------------------------N-E--IPTN--T-VILLVDDLLGSGDQV-KTLI---K--E---K---------------------KLE-K----WC--------------EKNKVIYAPLMATEKGL-K-----KVTR-K-----------F--PF-------------LEVHPI------EIL----------------------EKE----QRIF--------------SFQ-----Q----NE----------------------------------------EIIIDG-------ESYPES--EI----------ISAYN-EMLDLF---------G-----ML---KRNE------------------KGKIQ-R-------I--CY-GRDKF-------ALPLAFEW---GCPNQTLALLWW---G--KA-----EVS-RDN-------APSLTQLFRRR--
 WP_124654544.1/24-316           WPQVSAWLD------------NF-----S---GD--------FLDR-SDERVYGLFALS-KFM----YFGRRLIREMLRS-LYRDH---FESP-LLQRIR----RN-----LRGSRDIKLIRDLY---RQEL------EA-------------TRFIGV---------------G-------------NPSES-GAHLLYYF---------------------------------------------------------------------------RQVNRL-------PKELFSD-------------IAGAFQPA-VDRK----------TGE----------------AFL--MPK-D-S----AV--T-RYVFFDDLVGSGTQV-ALYL---T--Q---N---LA----------------DIR-K-----------S------T-SNIDIRHMSLFSTTRGL-E-----KMNE-P-----------S--L---------FD---GNSICL------FEL----------------------DET----YKAF--------------E-P-----E----S-----------------------------------------RYFS-------------RPP-SW--FD------MADMR-NMVQGY---------GER----L---K-------------------------P-G-------M--SL-GYKNA-------QVLLGFTH---NTPDNSPPIFWD---E--G------H----LA---------SWKPVFLRYDK
 WP_117706977.1/34-329           DKIYNDWLN------------NF-----K------------DSSCE-EKEKLHALFLLS-KFM----YFGNVELRELLRC-VFRDL---FKYP-IVAEIR----RN-----NNNTKDISLINRMF---NDEL------SK-------------TKFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENNL-------EKGCFIN-------------THEIFKTN-L-IKEKDA--NDVDISR----------------IDI--KIR-N-N----NI--K-RYVFIDDFCGSGTQA-KDYS---K--D---I---VE----------------QIK-H-----------I------N-KDIEVNYLMLFGTEDGI-N-----SVKN-E-----------T--K---------FD----KVETV------FTI----------------------DNS----FKCF--------------S-D-----N----S-----------------------------------------RYFC-------------KPI-NE--IE------KDFCK-NMCEKY---------GNT----L---W-------------------------N-M-------H--PL-GYKDG-------QLLLSLFH---NTPDNTLPIFWV---E--N------T---------------NWTPIFKRFHK
 WP_164575080.1/44-339           WPLVERWLE------------NF-----D---GR-------SGHTS-EVERLHALYLLA-QFL----YYGSTEIRVLLRA-QYRDL---FLIP-LIQEVR----KA-----SGDTRDLDVIRARL---SEEL------NR-------------TRFLGV---------------G-------------NPSES-GVHLLYFF---------------------------------------------------------------------------RQENGL-------TKSIFLD-------------NAEITERF-V-DP----------GGV----------------VSR--RLQ-D-T----SI--R-RYIFLDDVCGSGDTA-LKYS---R--N---I---LQ----------------DIR-A-----------L------D-PDIEFSYFSIFGTAAGM-S-----NVRT-N-----------T--L---------FN---ARSAAL------IEL----------------------DTS----YRCL--------------S-N-----D----S-----------------------------------------RYLR-------------VVP-EH--VS------EATVR-DVALHY---------GNL----L---A-------------------------P-G-------H--AG-GFEDS-------QMLFGFHH---NTPDNTLPIIWR---E--V------S----NG------SPIPWTPIFRRYPK
 WP_087672987.1/25-318           WPDVQEWLQ------------NF-----T---GE--------YYPI-EVERSHAIFLLS-QVM----FFGQDLLREMLKS-VYENL---YRHP-IITKIR----RD-----NNDTLDEEFIEARF---AEEL------AA-------------TRFLGV---------------G-------------NPSES-GPHLLYYF---------------------------------------------------------------------------RQVNDL-------PKDLFID-------------SGDIYTIA-R-QP----------DSS----------------VKV--LQT-E-S----TV--K-RYVFIDDLLGSGTQI-SDYL---T--K---K---LN----------------EIS-H------------------F-PGVESYYYSLFATSKGL-G-----AARG-P-----------L--L---------FG---TRAACV------YEL----------------------DKS----FRCF--------------S-E-----G----S-----------------------------------------RTFA-------------NIP-DE--LN------FDIAK-AIASGY---------GKK----L---VHS-----------------------D-L-------H--AL-GYKDG-------QLLISFLH---NTPDNSLPILWF---D--V------P----KS--------ASWKPVFKRFDK
 WP_195882107.1/24-318           WPHIEAWLE------------NF-----S---GE--------VLDS-STERKYALFALS-RFM----YFSRRMVREMLRS-LYQDH---FKAP-MTQRIR----RN-----FRDTKDTTLLNKLY---TQEL------LA-------------TRFLGV---------------G-------------NPSES-GAHLLYFF---------------------------------------------------------------------------RQANFL-------MKDLFVD-------------FSSAFEAR-S-VK----------NGSN-------------TVISY--IPQ-E-P----GV--H-RFIFFDDLVGSGTQA-STYL---S--K---Q---LA----------------KIR-R-----------S------G-NHLDIRFMSLFATTEGL-E-----KLNE-P-----------S--M---------FD---GKAMTL------FEL----------------------DDT----FKAF--------------G-G-----N----S-----------------------------------------RHFA-------------NPP-TW--FD------PADML-KVAIHY---------GNK----L---W-------------------------F-P-------N--GL-GYKNS-------QLFLGFSH---NTPDNTLPIFWH---D--G------G----TP---------PWSPVFIRYHK
 MBK6741355.1/27-321             WVQVESWLE------------NF-----T---GL--------TGDV-DKERLHALYLLA-CFL----YYDNPEIRELLRA-VYRDH---FQYP-LLEAIR----RH-----NGDTRDLDLIQKAF---DAEL------SA-------------TRFVGV---------------G-------------NPSES-GAHLLFYF---------------------------------------------------------------------------RQENKL-------PKDLFID-------------TYAIFRRT-E-AT----------SSP--------------TRSRY--SLR-F-P----EV--K-RYVFLDDFCGSGIQV-CERL---K--E---V---IE----------------ELQ-T-----------V------N-SNLDIAFLTLFATSGAL-E-----HIRT-E-----------L--G---------TT---IRCETV------FEL----------------------DDS----YKTF--------------S-T-----D----S-----------------------------------------RIFK-------------VPP-PE--ID------PHFAM-ELAETY---------GRK----L---C-------------------------D-A-------H--PL-GWRNC-------QLLLGFFH---NVPDNTLPIIWY---E--E------S----EG--------SPWRSVFKRYSK
 ENU86601.1/31-324               MPEIEEWLS------------QF-----T---GQ--------ILSE-QEEKLYMTLALS-KFI----FFSQRMIREMLIS-LYRDY---FRTP-IIHELR----KK-----NNHTTNFELLNNLF---EEEL------KL-------------SRFISV---------------G-------------NPAES-GAHLLYIF---------------------------------------------------------------------------RQVNDL-------KKFLFRD-------------LYHAFKAE-S-DE----------NGK----------------IKW--IAR-D-I----NI--K-RYVFFDDFVGGGTQI-TGYL---K--D---T---LA----------------NIR-E-----------N------N-PHIQISFMSIFSTSQGL-E-----VLND-H-----------N--V---------FN---GNAVCL------FEL----------------------DES----YKSC--------------T-T-----G----A-----------------------------------------RYFK-------------KV--DW--FN------MENFK-KIIEHY---------GSP----L---Y---------------------------S-------N--PF-GHSDC-------ELLIGFSH---NTPNNTLPVFWK---D--G------YI--PET-------SNSWFPIFKRFEK
 WP_220437271.1/71-363           DKEIEKYLK------------KF-----QNKLGKFLGQENLK--KN-EKIKKEILNCIESDYS----FYPQSIIDKRLRS-LYDDI-----------------------------------------KINYL-----ADN-------------FICAPILNN-----------DT-------------TTSNS-SHDLVHSF---------------------------------------------------------------------------ININQI-------QNSKIFS-------------FNHYIDLL-NKKNEYK-SKKDTTPNIISYREESSKHLEK-EEKKI--KTK-F-Q----NI--S-SLILIDDYTGTGQTV-IDFI---L--K---I---EN----------------SLP-Q---------------------NVTIILFFIHSTKIAK-KN-I-YELKN-K-----------I--K----------N---DVIFVC------------------------------KDIT----DKYF--------------A-N---------------------------------------------------------------------NP--EI----------ETEFR-KFETNI----------------V---RPRR----------------------E-R-------E--VL-GFDET-------ESVVTLSR---NTPNNTLSIFWS---S--N---------------------IEWVPLFPRDEK
 MBR6124419.1/26-322             KPKIDAWLN------------NF-----E----------------D-ETEKEYALFLLS-KLM----YFNDSNIRRLLQI-LYKDL---FRYP-IIEDIR----KK-----NNNTLNEQLIEESF---IERL------NK-------------TRFLAV---------------G-------------DPSES-GGYLLYYF---------------------------------------------------------------------------RQENKL-------MKQLFVN-------------IDDVIANN-K------------------L------------------NEK-H-N----DL----NFVFIDDLCGSGMQA-TSNG---S--N---VKRCVE----------------KIR-C-----------W------A-SNAKVSYFVLFGMTDGL-N-----NVRN-S-----------R--L---------YD----SVEAV------IEI----------------------DES----YRCF--------------G-E-----R----S-----------------------------------------RFFE-------------LRD-EE---K------KQKIK-AMAERY---------GYK----L---ALDIAKREYW-V----K---DKEAEAN-A-------N--KL-GFRNC-------QLLLSMNH---NTPNNTLPIIWY---D--E------D----NC---------NWTPIFKRYNK
 OAV70513.1/694-1001             KLDVERFLK------------QF-----D------------------ATIQLPMLHLIS-NIK----VLSPEDVLPSIIK-NIKDE-----------------------------------------------K--INGK-------------IGVLPL---------------G-------------DFMNS-SSNLLKNL---------------------------------------------------------------------------KDTLESSKIV-----------------------SFNVNSEI-------------------------------------------I-K----DL--E-YILIIDDNVNTGIQC-LNIM---M--R---Y---LGYDKTILGEKEQEELWMDLE-SKRG--DIQEK-IHEDFSKELRKKKFEFIFIIGHETSE-E-----QLKS-Y-----------L--K--EHCKLKPGN---FNITII------HTL----------------------KEN----DKIL--------------S-S-----EYGGYSE----------------------------------------SIFGNIKKN--FDDVVKDR--EQ----------IQKML-DKLKTV---------GTSL---V---KNKT-------------IVKQYKQKAE-G-------N--SL-GYKNR-------ENLVVFAN---SIPKMTYTALWC---E--G------KY---N--------KKDWYPLIPRK--
 WP_034973600.1/32-329           DFLLENWSR------------NF-----D----------------T-EEEQVHMLFLLS-KFM----YFGNQEIRELLTT-IYRDL---FRYP-HIHKIR----ED-----NFDTIDESIIEKKF---SEVL------SK-------------TRFLGI---------------G-------------SPAES-GVHLLYYF---------------------------------------------------------------------------RQQNRL-------KKESFIT-------------LSEIFKFI-E-KD----------KSAGG------------KYVTV--EIK-D-N----KI--E-NYIFIDDFCGTGNQV-VSEL---A--D---N---LI----------------TIK-R-----------A------K-PDVKIHYFVMFGTNLGI-E-----KLKNIEY-LNITTNVMEK--V---------FE----DVKAI------FKL----------------------DDS----FKAF--------------N-G-----N----S-----------------------------------------RIFA-------------KVP-DE--VT------QKECE-AINKKY---------SGS----M-----------------------------S-F-------G--PL-GYENC-------ELMLSFTH---NTPDNSLPVFWN---E--E------N---------------IWNPFFKRFNK
 WP_051610663.1/26-323           RAKIDQWLE------------NF-----T---GR--------VADV-DVERLHALFWLS-QFM----YFGSREIRVLLRS-LYRDL---YLCP-MIQEVR----SS-----LPAEADLATLRAAV---KREV------AN-------------TRFFGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENRL-------DKSNFMD-------------AVQIFARG-T-GA----------DGK----------------ERR--ELR-K-P----DV--T-RYVFLDDICGSGQTA-IDYS---G--E---I---LA----------------DLV-S-----------L------N-PDASVAYYSMFATVDGL-K-----NVRN-E-----------T--L---------FG---ERCGAV------YEL----------------------DAS----YRCV--------------S-P-----T----S-----------------------------------------RYFT-------------TMEYPE--ID------PSLAC-RVAKEY---------GEF----I---G-----------------------FPS-Q-------H--AC-GYSDS-------QMLMGFPH---NTPDNTLPIIWA---D--D------T----VH------GGNKWFPAFRRYPK
 WP_104499305.1/32-327           KPQINKWLE------------QF-----K---GN--------VVSA-EEEKKYMIYALS-KFM----YFSQRMVREMLIS-LYRDF---IRAP-IIQDIR----RN-----NGNTTNIEELSKLY---SEDL------NT-------------TRFIGV---------------G-------------NPAES-GAHLLYIF---------------------------------------------------------------------------RQVNNL-------EKKLFCD-------------LHGAFDIV-A-DP----------DGG---------------TPHW--VAR-T-S----NI--K-RYIFFDDFVGGGTQA-SRYL---E--K---P---IA----------------SIR-S-----------N------N-PDIELIFISLFSTSNGL-S-----KLNE-V-----------Q--L---------FN---GKASCL------FEL----------------------DDT----FKSC--------------S-P-----G----S-----------------------------------------RYFE-------------KHP-SW--FS------IETFR-RIAEYY---------GTF----L---Y---------------------------E-------Q--PL-GHGDC-------ELLLGFSH---NTPNNTLPIFWK---N--G------SI--NES-------LMKWYPIFERFDK
 OSZ82925.1/32-329               DGIHNEWLG------------NF-----K---NV-------DDDIQ-QKERLNALFLLS-KFM----YFGNVELRELLKC-VFRDL---YKYR-VVKKIR----ED-----NNDTIDSVVIEQKY---KEEL------LK-------------TRFLGV---------------G-------------NPSES-GVHILYYF---------------------------------------------------------------------------RQENKL-------KKTFFIN-------------PLDVFQNQ-L-IKEVSN--CGKERSY----------------YEL--SLA-D-E----NI--T-RYVFIDDFCGSGTQA-KDYS---K--K---I---VE----------------LIK-T-----------I------N-PNAEVSYLMLFGTDTGI-D-----TIKK-E-----------T--Q---------FD----FVEAV------FTL----------------------DES----FKCF--------------S-E-----N----S-----------------------------------------RYYS-------------SNQYTE--ID------KDFTK-QFSQKY---------GQV----L---W-------------------------P-A-------H--PL-GYKDC-------QLLLSLFH---NTPDNSLPTFWC---D--N----------------------NWNPIFKRYHK
 WP_157255306.1/27-326           KPKIEKWLN------------NF-----S----------------T-EQEKSHALFLLS-NFM----YFGTLQIRQLLIS-LYRDL---YKYP-AVEKIR----QE-----NGNTTDLTLINEQF---FESQ------KN-------------TRFIGL---------------G-------------NASES-GAHLLYWF---------------------------------------------------------------------------RQENNL-------SNTLFPD-------------NQGIFINE-E-NG------------------------------EL--RLK-E-E----SI--K-HYVLFDDFCGSGSQA-IRYS---V--D---I---VE----------------KIK-K-----------I------D-PTIKVSCLMLFATKTGK-E-----KVIK-K-----------S--K---------FD----YIEAV------VEL----------------------DNS----FKCF--------------D-P-----N----S-----------------------------------------RYFQ-------------NCP-DH--ID------QEFMK-KFCMEY---------CEP----L---VRSLWTKDGY-E---GE---ALEKIVK-N-------T--TL-GFGDC-------QLLIGFYH---NTPNNTLPIIWY---D--E------E----EE---------LWVPIFKRYNK
 MBP5493774.1/31-330             GEKIDEWLA------------NF-----K----------------D-ENEKNSALYLLS-RFI----FFNERCINMLVKS-LYRDL---YRYP-IVASIR----KN-----NSNTLDDGLIESEY---DKVL------NQ-------------TLFACV---------------G-------------NSSES-SAHLQYQL---------------------------------------------------------------------------RKQGRV-------AKHLFEYY------------VYDPLTKS---------------------------------------RYI-N-R----NI--L-RCVFVDDFCGTGRQV-SEDK---KVVE---V---ID----------------EVK-S-----------V------F-PSAKISYYTLVATFDGL-D-----HARK-S-----------C--V---------FD----EVESV------IEM----------------------DDS----FKCF--------------S-D-----I----S-----------------------------------------RLFG-------------AD--SP--FD------KINVE-KICREH---------GEE----L---MKHFYTYVED-LTTNPT---AFNKYVN-K-------N--AL-GFLDC-------QLLVGFHH---NTPDNTLPIIWY---A--E------D----SK---------LWTPIFPRDNK
 WP_201668619.1/29-328           HGKVTEWLN------------NF-----Y----------------D-EEEKMHALFLLS-NFM----YFSGPQIKQLLIS-AYRDM---YKYP-IIENIR----KE-----NNHTLDIQFIESQF---EQIK------GS-------------TLFLGI---------------G-------------NVAES-GNHLLYKF---------------------------------------------------------------------------RQENKL-------PKNIFQD-------------TEKPLYSE-K-ND------------------------------EI--ISN-Y-G----DR--R-KLVYFDDFVGSGSQA-IEYG---R--T---N---LA----------------KIR-K-----------A------F-PQADISYILLFGTVKGI-K-----AIKE-S-----------G--L---------FD----KVDCV------VEI----------------------DDS----FKLF--------------G-L-----D----S-----------------------------------------RYFK-------------DPN-RV--IN------REFLF-NMCKKH---------GKP----L---MRIIAERLGH-E---NG---GADYFAQ-T-------N--SL-GFGDC-------QLLIGFDH---NVPDNTLPIVWF---N--E------D----ES---------IWTPFFKRANK
 WP_132053099.1/28-327           KKNIEEWLS------------NF-----Q------------------SDEEIHMLYLLS-QFM----YFGSTQMRQLLIS-LYRDL---YKYP-IIKQIR----KA-----NGNTLDSGIIEPEF---KRIQ------LS-------------TRFFGI---------------G-------------NPSES-GAHLLYFF---------------------------------------------------------------------------RQENNL-------SKRLFQN-------------TSEIFDRK-G--------------------------------GTL--ILR-D-P----SI--L-YYVFIDDFCGSGSQV-SSDT-SLS--N---T---IQ----------------ELK-S-----------L------N-PSISICYLMLFGTSKGI-D-----NVRK-A-----------G--M---------FD----YVDAV------IHL----------------------DES----FSCF--------------N-P-----K----S-----------------------------------------RYFA-------------NVV-AP--FN------IAIAE-KICRDY---------GVP----L---IQQIIESEGG-S---PA---EAMALAP-T-------H--AL-GFNNS-------QLLIGFHH---NTPDNTLPVIWY---D--E------D----AI---------PWRPIFRRYNK
 MBS6650705.1/24-325             RPRIDKWLA------------NF-----G----------------T-DQEREYALYLLS-RLM----YFNSSNIRNLLKA-LYRDL---YRYP-VIERIR----KN-----NNNTLDKDFIEREF---KKEL------YN-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENKI-------PKRLFVN-------------TDDVIERH-S-DG----------D------------------ITL--RDN-F-S----SA--T-RFVFIDDLCGSGSQA-TTDT------N---VRRCVD----------------DIR-K-----------L------K-PDAHISYLMLFGLSQGV-E-----VVKN-S-----------K--L---------YD----YAQAV------VEL----------------------DES----YKCF--------------S-D-----K----S-----------------------------------------RFFS-------------DGQ-----HD------KTIAR-EVAYKY---------GYD----L---MHAYSQLCGY-L---VH---EQDAVAK-K-------H--AL-GFGDC-------QLLISMHH---NTPDNTLPIIWF---D--E------I----EG---------LWEPIFKRYNK
 WP_163212302.1/28-330           NPSIEKWLS------------NF-----S----------------S-DKEKLHALYLLS-KFM----YFGAVPMRNLLKS-LFRDL---YRYP-LIESIR----KN-----NKDTLDVDLIEEKF---KEEE------KN-------------TRFIGV---------------G-------------NPSES-GAHLLYFF---------------------------------------------------------------------------RQENKL-------SKKLFVY-------------TDEILDRS-G--------------------------------ATI--KLK-F-P----EV--K-HYVFIDDFCGSGSQA-TSDD---N--N---IKPCVD----------------EIK-K-----------L------S-TDIQISYLMLFATSSGI-K-----NVKK-S-----------G--L---------YD----RVEAV------IEL----------------------DDT----YKCF--------------D-A-----N----S-----------------------------------------RVFP-------------QRD-NLY-FE------KDFTR-EFCYRL---------GRP----L---FYNINQKEGH-T---GD---KLEKLSD-Y-------A--AL-GWGDC-------QLLLGFFH---NTPDNTLPIIWY---D--E------D----DI---------DWFPIFKRYNK
 MBQ0754699.1/34-338             RYDIDRWLD------------NF-----T---GR--------IVNK-EKEKMVALFWLA-NFM----YFGSKEVRALLRS-LYRDV---YMST-LACQAE----DY-----LPVSAGIKERQEFI---DQQI------DK-------------TLFVSL---------------G-------------NPSES-GAHLLYFF---------------------------------------------------------------------------RQENRI-------TKRKFIN-------------ASELFNVE-Q-SG-YFF--RFFGIKK----------------NEI--KLA-H-K----EC--L-HYVFIDDLCGSGAQL-LRYS---D--S---V---AS----------------LIS-E-----------L------S-PQAKTYFFSLFGSKSGL-D-----KARS-D-----------G--R---------FT----YCESI------FEM----------------------DSS----YRAL--------------S-E-----N----S-----------------------------------------RYFH-------------GLD-GE--IS------RKDVV-DVVEGY---------GQL----L---D-------------------------K-T-------Y--AT-GWKDG-------QLFMGFSH---NIPDNCPAFIWY---D--T------S----IAS--AEEKDLDWVPIFKRYPK
 MBF1481007.1/24-330             RPRIDEWLN------------NF-----E----------------T-DEEKEYALYMLS-RLM----FFNSSNIRQLLKS-LYRDL---FQYP-IVEDIR----RT-----NADTLDANLIEDLY---REEL------NR-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENRI-------SKDLFVN-------------TDDLVIYE-K-DG----------NGN--------------LQPKL--REK-Y-K----EV--K-RFVFIDDLCGSGDQA-TNNT---S--N---VHRCVT----------------NLR-F-----------F------A-KEAKISYLMLFGTTKGI-E-----VVRN-S-----------G--L---------YD----DAQAV------VEL----------------------DES----YKCF--------------G-D-----K----S-----------------------------------------RYFN-------------DGI-----HK------RDVAE-EIALRY---------GRQ----I---WDKYLSLLGK-D---KA---VREKFAD-E-------F--AL-GFKNS-------QLLISMHH---NTPDNTLPIIWF---D--E------E----ES---------IWIPIFKRYNK
 MBR0500353.1/24-336             RPFIGDWLK------------NF-----R----------------E-EEEREEALFLLS-KCM----YFGHSSIRALLRE-LYRDK---YRST-VIQEIR----ED-----YDGTMDGEIIEEEY---KKRL------FR-------------TRFLGV---------------G-------------NPSES-GVHLLYYF---------------------------------------------------------------------------RQENKI-------PRKLFIN-------------TDELFAAD-C-GE----------------------------EVKL--STK-H-K----DV--D-RIVFIDDLCGSGSQA-TGDS-GVR--P---C---VE----------------KLR-K-----------L------K-NAPKISYLMMFGTSDGI-E-----VVRN-ATVKGSDV----K--L---------FD----EAEAV------MEM----------------------NES----YKCF--------------D-E-----R----S-----------------------------------------RYFK-------------EEE-QE--L-------REKTR-DMAYKY---------GKE----L---INNIIDRDYH-KKLEDE---RRAKLIE-H-------R--AL-GFGNC-------QLLLSMQH---NTPNNTLPIIWF---D--E------D----DT---------VWTPIFKRYNK
 NBK98600.1/19-340               IEILQIWKE------------NT-----T------------------ELEFEKLLEVCE-KLN----YYSATKIGDSFVD-AIESS--EYK------------FTE-------D--------------DGYI-----------------------VAPLRCA-----------TR---------------FET-SNALFFYFISATGIYENDLYKTYMDPIGDLFNHILAFEKYLESQIGQLDLLTNNME--------TLKINCSNTSDRAQLKSIMKQIKRLEF-KINDIYKNIVE-------------EGEYNKIY-L-EK----------------------------------------------I--N-CVVLMDDFIGSGKSV-KKFFDAHK--D---M---IY----------------DIK-E-----------Y------K-PDFYFIILVLECTVQGK-T-----MIEQ-Y-----------S--T----------E---NNISIR------IVN-----------Y----------SVA----RSIF--------------E-E-----N----------------------------------------------YIFG---------SRERVE--ES----------KSVLL-ELVQKK---------R------I---K--------------------------------------IF-SDYNM-------NLAVASFI---NAPNNNFPLLIT---E--N------H---------------RWTPLFKRKIK
 WP_002150848.1/26-348           LEILMKWEA------------QL-----E------------------KEEFKTILEICN-EFN----YYSERLTAQAYKS-VFEKN--ACS------------IED-------F--------------DTFI------EQ-------------SLFMPLRRK-----------DR---------------FES-AIGMFFSFINVNKINVN---RTYVNSPADYLKKYKASKEYFRKIDNEYSQEDDNQEATILSLQKELQAYNKNTKLSSKIK---KRISKLQF----SKARRKLR-------------LEKLIEDF-H-ENYF-------------------------------------------SV--K-NLIIVDDFIGTGDSV-VTLL---K--E---I---GR----------------IIG-D-----------S------V-ISINLFLWVIEASESGM-E-----EIEK-K-----------A--K----------E---LRIKIE------ISF-----------Y----------KIS----TDVL--------------E-E-----D----------------------------------------------IIF----------ARNNIN--GV----------KEMIK-KINKRN---------G------L---R--------------------------------------T--SRYCK-------NHAIASFV---NAPNNNLTVLSE---E--S------S---------------TWTALFLRTKR
 WP_036815499.1/26-348           IKILKQWEK------------EL-----N------------------QREFQTLLKICH-KFN----YYSESLAAEAYKN-IFEDQ--ASK------------RNN-------F--------------NEFL------QN-------------SLFFPLRRK-----------GR---------------IES-SIDMLSSFRLVNEIDAN---NIKVECVSEFLEKYKTNFEYTRDKVVENDSTVKELEKSIYVLRENLKIHSDNNRVRDKIE---KRISKLEE----DRKYRIDD-------------SESLGEIF-Y-EEFL-------------------------------------------SV--Q-NLIIIDDFIGTGDSV-IKFL---K--K---I---NN----------------VIS-G-----------S------K-IDINLFLWVIEASKSGL-E-----AIEE-K-----------A--I----------D---LNINIQ------VSY-----------Y----------KES----INVL--------------A-E-----E----------------------------------------------IVF----------SNEEID--DV----------KKLIR-NINEYY---------R------L---T--------------------------------------Q--SGYSM-------NHAIASFV---NAPNNNLTLLSE---E--S------S---------------TWTPLFLRTKR
 MBI3699177.1/28-328             VAHVERWVN------------QF-----D------------------EKVREPLLTELK-HVLSR-TYVSKLGVERFLSG-LVP------LQK-LAG-------NK---------------------PPEFW------NN-------------AKFLDIQD----------------------------RGKS-QKEFLSLF-----------------------------AVTL------------------------------------------KQQTGL--------------------------------DL----------------------------------------ANC-G-T----NP--A-CYIYLDDGIFTGMTL-IRSI---G--S---W---LKTV----------------P-T--------------------QKAIVHVIVIAGHLGGQ-FY-AKGELEK-I-----------V--K--G----LGKE---IEWHWW-A---LHTV-EDRKA-----Y----------TDT----SDVLRPT----S----LPE-D-DLTKAYA-KTL------R--------YP--------PVYRTA-GSLG--ALKIFS-------------SE--QG----------RDLLE-RQLLVK---------GAF----I---KDAA----------------------K-QLP-K-FAR--PL-GDMVL--ETLGFGSTFVTYR---NCPNNAPLAFWA---G--N------P----------------WYPLFQRKTN
 GJQ60956.1/25-335               SNHVQKWVE------------QF-----D------------------KNSQKVILQETK-NLLST-LYISENSLRKLFND-ILV------LKD-ITD-------GN---------------------PKGYW------KS-------------VSLLDIQS----------------------------GGSS-QKEMNKIF-----------------------------LEEV------------------------------------------DKKFNF--------------------------------KI----------------------------------------PKN-D-F----SK--K-NLIYLDDFLFTGNRA-LNDF---K--D---F---LPNN----------------K-L--------------------TNIKLEFIFMGWYRYGQ-YY-FGQRFEQ-Y-----------Y--K--E----LKRK---IDFRMW-SYQ-ELRL-ENRLY-----Y----------KNN----SESFWMS----E----VPD-------EFY-NEL------GVSK-----DE--------VKLREV-IQNP--SYRFFS-------------SE--TN----------RQIVE-EQFLKY---------GVQ----I---ISNC----------------------E-SPS-V-VMR--PL-GFSPF--RGFGFGSVVTSFR---NCPNNCPLVFWW---G--D------I----TK--SSGNALDNWYPLLPRKVY
 WP_015955209.1/31-346           PDHVDRWVC------------QF-----E------------------IEDQLIILSELN-SILKS-YYISKPIAQYILTR-ALT------SKK-IFG-------AN---------------------PAQII------PK-------------LKFLQIQR----------------------------KGNS-QKSILSLA-----------------------------DEIT------------------------------------------KSEYGI--------------------------------SI----------------------------------------DNC-G-Q----SP--I-GYVYLDDCLFSGNTA-YHDL---E--A---W---LADA----------------I-P---------------------RTTLYLIFLAAHTNGL-HY-LQNKFNP-E-----------A--E--K------KH---ISLIYK-Q---WYLF-NNRTY-----N----------KDK----YDCLWAR----Q----ITN-D-ELVDRFI-SRV------QERC-QGQNFT-------PRIFRPD-GTPE--QETLFS-------------SP--EA----------RDIVE-RAFLKA---------GAY----I---VSLP----------------------K-KPK-F-EMR--PM-GYEYL--ESLGFGAMFITYR---NIANNCPLALWW---G--D------S----SF--PPNHPFSKWYPLFPRKVN
 TLD42071.1/1-299                ------MGA------------AI-----P------------------RAVHDSILLEMQ-HVLSQ-SYFKRKSVIEFLNE-LIT------NEK-LTV-------GQ---------------------PDSFW------SS-------------VNFLNIQR----------------------------GGSS-QRYMLQQF-----------------------------DAIL------------------------------------------RNILGF--------------------------------GI----------------------------------------DSC-G-S----QS--G-PFVYIDDVIFSGNRI-RHDL---E--S---W---IKSN----------------A-P--------------------QSCIIHVIVIASHSSGE-WY-ATREIKR-A-----------A--L--A----AGKN---IKVYWW-R---CVEI-EDRKS-----C----------INL----SDVLRPT----L----IPD-D-VETQHYV-EKL------SNQG-----YP--------PLIRTVLDPPH--QSNFFS-------------SE--RG----------RQILE-QNFLIV---------GVR----I---RQIC----------------------P-FLP-E-QIR--PL-GYSLL--RTLGFGSVIVTFR---NCPNTCPPALWA---G--N------P----------------WYPLFQRKTN
 WP_146224897.1/26-321           VAHVERWLA------------NF-----D------------------EAVQIPVLNEIV-YTLGR-TYYSYERVCAELVR-ILS------LDS-L--------------------------------NRQFW------QN-------------VSLLDIQQ----------------------------GGNS-QHDIVGIV-----------------------------ARLV------------------------------------------FDRMGL--------------------------------RP----------------------------------------QIN-G------AS--N-TYIYLDDGIFTGKRA-EQDI---T--A---W---VNNA----------------A-P--------------------DGATLYVVAIWVHSYGL-FA-LKNALDR-V-----------N--A--A----SNKN---IAIRWV-H---GTVV-EDRKA-----Y----------TYS----SDVLRPT----R----PPA-D-VNVQNYI-DQM------I--------YA--------PVYRQD-GSAG--GLGFFS-------------SC--AG----------RDVLE-QEFLKA---------GAY----I---RAVC----------------------R-NLG-V-RQR--PL-GNSAL--ETLGFGAMMVTYR---NCPNNAPLALWV---D--A------P----------------WYPLFPRETN
 WP_218951771.1/35-333           VVHVYTWLK------------QF-----D------------------PDEQENLVRITA-NLLQK-AYIEKNYEQQFIEK-QFE------NEL-IRR-------GN--------------------------------LI-------------ATPLTIQR----------------------------NGES-QKTMVGFY-----------------------------NKL-------------------------------------------VEEKGL--------------------------------EY---------------------------------------------------DT--Q-NYLYLDDFMFSGGRV-FNDL---S--N---Y---IPLIK--------------------------------------RNITIIVLVIGWHTSGQ-YY-QANALGK-K-----------I--E--KHNKENNLN---IELKWL-SIE-NLRL-ENRLI-----Y----------NNR----SDVLWPM----EQ---TLD-L-PELMTRK-IPG-------------------------FKYRTG-FI----ESKIFD-------------NH--ND----------RIFLE-KICLKY---------GFK----I---IDRC----------------------T-NVH-K-TTR--PL-GNSKF---DYGFGGLIFNYR---NCPNNTPLIFWW---G--S------N----DP---HHFMSRQWYPLMPRRVY
 WP_215844594.1/28-328           PDHVEHWVQ------------QF-----D------------------AAVQLPILQEID-HVLKK-IYFSKEDVAKFLRG-VMR------TQK-LTG-------DR---------------------PDKFW------RS-------------ASFLDIQG----------------------------GGSS-QTDMLALF-----------------------------SEQL------------------------------------------EDEHGF--------------------------------GI----------------------------------------DDC-G-Q----GD--E-VFIYLDDGIFTGNRV-RRDL---E--N---W---IRDH----------------A-P--------------------AQAKVHVICIVQHSGGQ-YY-ASGKIQD-A-----------I--R--A----SGKT---IGITWW-R---AIEL-EDRRA-----Y----------STT----ADVLRPT----A----IPN-D-PAVQAYV-AAM------R--------YQ--------PTLRTA-GNPG--TANLFS-------------SD--TS----------KILLE-QEFLKT---------GVH----I---RQIC----------------------H-NLG-D-TQR--PL-GHMTL--ETLGFGSLIVTYR---NCPNNAPLAFWV---D--A------P----------------WYPLFPRTSN
 MBI9031341.1/36-359             KWHIIRWIN------------QF-----D----------------S-EDDRIFILKELK-HLLPN-SYLSRQDAEEFLIS-IVDDI----KDT-FSI-------GT---------------------TENFF------KE-------------VNFILVQK----------------------------EDKS-QQSLLNIL-----------------------------RRYS------------------------------------------IDNFNI--------------------------------AI----------------------------------------NCS-S-D--IGSY--K-YHIYIDDVVATGGTL-YKDL---K--S---F---IKINK--DS----------IF-K--------------------KGIKIIPFFICYHNWGL-KN-TFARLEY-S-----------S--K--EFH-----K---IMADYY-F---SYVILKNDPREE--ES----------NKL----YNLLYPI----K----SEI-G-QYFLDNI-GKY------FDRN-D-WRNE-------EYAFREE-HLPL--KEDFFS-------------SP--EN----------RLRYE-EILLKK---------GIE----I---MDKT----------------------V-SLSLK-SIR--PL-GCTLLSNKTLGTGTHFFTWR---NISNTCPLVFWY---S--G---------------------GDWKPLFKKRNY
 RWO75000.1/28-327               TDHVDRWVS------------QF-----E------------------CDVQMPILREMN-HVVQA-SYFTKAEVQTFLSG-LVR------NPK-LVG-------AN---------------------AEDFW------KG-------------LSFLDIQG----------------------------GGGS-QHDMLAAF-----------------------------DEIL------------------------------------------RHELGF--------------------------------GI----------------------------------------SKG-G-A----GS--K-DFVYLDDAIFTGGRV-KSDL---V--R---W---IGTD----------------A-P--------------------DKANLHVLVIATHH-GF-YY-NKDVIVK-A-----------A--K--D----AGKN---IEIGWW-Q---LATF-ENRRY-----Y----------RND----SDVLWPV----E----IPD-D-AVTKAYV-DKM------N--------YP--------PSLRSG-GNVG--PLKIFS-------------CD--SG----------RQLLE-REFLKA---------GAR----I---REMC----------------------Q-NLP-A-AER--PL-GHSSL--ETIGFGSTIVTYR---NCPNNAPLVFWV---G--D------P----------------WFPLFPRKTN
 RZJ98898.1/28-317               KQRIKRWIE------------QF-----E------------------EGDREFILTELK-NIFAK-RYCSKAKAKDFLKK-VVDKL----TED-LKY-------KT---------------------PHEFL------AR-------------TVFLDLQP----------------------------EGKS-QKTMLKLL-----------------------------RGIL------------------------------------------HSEYHF--------------------------------AI----------------------------------------PEH-Y-P---EDV--K-HFVYLDDVLCTGNTL-FQDM---K--E---W---CEGWYDEGT--KNID---AIK-H--------------------GTADFICAFIFIHEKNY-YK-KKAEMRH-K-----------I--C--NEI-----S---EKHKMY-R---MFEI-ENSES----DV----------NAA----LDFVFPL----E----ANQ-P-QIIYDYK-DRIVEQVDEYTKRYN-STSK-------EEFYRTV-SRPQ--TEKLFS-------------SS--DN----------RTRFE-NIMLKR---------GVE----V---LNKA----------------------N-TRV-K-NMR--AL-GFSL-----------------------------------------------------------------------
 MCA3642802.1/28-328             PGHVERWIS------------QF-----D------------------AAVQLPILREMD-HVLKQ-TYFSRKGTKKFHAG-LFQ------TEK-LVG-------DD---------------------PCTFW------KG-------------VKFLDIQG----------------------------GGAS-QKEMLALF-----------------------------SKVL------------------------------------------EKKCGF--------------------------------AA----------------------------------------SDC-G-A----AP--H-AFVYLDDAIFTGNRV-RRDL---E--T---W---IAKE----------------A-P--------------------AEAKVHIITIALHSGGQ-YY-ANGKIRE-A-----------A--Q--A----AGKG---INLTWW-R---AIEL-EDRRA-----H----------TTT----SDVLRPV----A----IPD-D-EGVKAYV-AAM------R--------YA--------PNLRTA-GNVG--GNGIFS-------------SD--AG----------RQLLE-NEFLKA---------GVR----I---RQMC----------------------P-HLN-Q-YQR--PL-GNMIL--DTLGFGSLIVTFR---NCPNNAPLVLWA---G--D------P----------------WHPLFPRTTN
 WP_143061819.1/28-324           EAHVNKWLN------------QF-----P------------------AESQMPLLRELN-YVLSR-TYLKKLDIVNFFKD-TII------TPN-I--------------------------------LSGIF------SN-------------TSLLDIQG----------------------------GGNS-QRDCIEMF-----------------------------NADL------------------------------------------HAVTQK--------------------------------KA----------------------------------------AIN-S-C----DA--E-HYLYLDDVIFSGQRM-RTDI---A--N---W---LVES----------------A-P--------------------QKCSLYIVTHTMHRLSL-WY-SEGFINK-K-----------I--T--E----SGKQ---ISIKFI-Y---KELV-EDRLY-----Y----------TYS----SDVLRPV----A----NNW-N-ETIVNYI-NSL------A--------KP--------PAYRHP-GSIG--DKAFFS-------------SD--YG----------RQLLE-NEFLAA---------GAH----I---REIC----------------------K-HFS-V-NHR--PL-GYMKL--ESLGFGTMIVSYR---NCPNNAPLALWA---G--D------P----------------WYPLFPRSNN
 WP_199369680.1/27-337           DAHVWRWIE------------QF-----D------------------IDERRIVLEETN-RILKK-NFISRESIDQLVDA-VIS------SRV-VYG-------EN---------------------KDNYW------SS-------------VSILDIQI----------------------------RGNS-QKELNDIF-----------------------------CSKL------------------------------------------SETYDI--------------------------------HN----------------------------------------IIN---C----ES--R-EYLYIDDFIFSGGRV-YSDL---S--S---W---LRDT----------------M-P--------------------DKCRICIVTIGWYIYGQ-YS-LERRLKN-L-----------I--S--E----LRLD---VELQFC-SFK-NRRL-ENRLY-----R----------RDF----SEVFWPT----SC---VEE-I-PEVVDYI-EKH------G--------YE--------PKYRVQ-N-GI--ENSVFS-------------R---LR----------REEYE-KILLKY---------GLK----I---LGLS----------------------N-QNS-P-VVK--PL-GYHQF--NEFGFGSTIFSFR---NCPNNNPLVFWW---G--D------P----EA--PDWHPFSKWYPLLQRDTY
 WP_215125591.1/25-343           KDHVLRWVD------------QF-----D------------------ENDRQFILEELY-HILPK-SYISKELVVREFEQ-IFDYL----AKY-NKY-------DD---------------------IKSFL------ND-------------SRFLSCQS----------------------------EEKS-QTKLLEFL-----------------------------TEIC------------------------------------------MKQFGF--------------------------------SI----------------------------------------NTS-N-T---DNI--K-FWIYVDDVLASGGTF-KRDI---K--K---E---VLAYGNQ-----------EFQ-N--------------------QGIKLIPIFFFLHTWGY-KI-VKYGLSQ-D-----------F--G--GVF---------SSLNFH-R---VHEI-ENDPRINYYNS----------NPK----FNHAYPI----K----PDD-C-DHWEKYL-QSL------EAGN-----HE-------KYAYRDN-KRPG--KEEFYS-------------ST--EN----------RNRYE-QILLNK---------GIE----I---LSRA----------------------E-NLS-P-STR--PL-GFGYPSYKTFGTGSHAFTWR---NISNTCPIIYWW---E--N---------------------HNWIPLFSVANR
 WP_215112985.1/25-339           YQHVETWLG------------QF-----P------------------LEEHELILTELN-NILSS-SYLSKVNVIEYFDD-LLD------SDI-LFL-------EP---I----------------------------EN-------------YCFINPQE----------------------------IGGS-QRDFMKIL-----------------------------DELM------------------------------------------QKKHGV--------------------------------SI----------------------------------------AEC-G-Q---KNI--T-SYIYVDDAIYSGNRV-IRDI---Q--K---W---SEKID-------------DLT----------------------SVNRLDIVVIAFHDRNF-DY-VLSKLEE-C-----------L--P--H-----------TTINIW-Y---GMKF-SNSLK-----N----------SHS---YFEGYWPS----EE---LEY-S-DSAIDYI-EAI------DDTR-SESQKN------KIPLLRET-GKPK--NDNFFT-------------SL--SN----------RRQVE-KIFFEK---------GVQ----I---VSYA----------------------S-NPN-H-NMR--PM-GYDYS--KTLGFGSYLVTYR---NIANNCPVVLWW---G--N------P----DS----LSGINNWYPLFPRIIK
 WP_146191043.1/22-344           SEHVLDWVS------------QF-----N------------------APDQGFVLEELQ-NIFQK-TYYSKAKCAQILKL-YIEQW----IKV-FKY-------PD---------------------VPTFI------AE-------------TVFLKLQP----------------------------DHKS-QCELLNLL-----------------------------DEIL------------------------------------------VKFYNC--------------------------------NL----------------------------------------GSS-G-L----VA--K-QYIYLDDVLSTGQTI-GRNF---N--E---W---FNLSNEFDKTKTNFH---YLK-D--------------------KQIKIHVCLLCGHSWGI-YN-TKYGLIK-N-----------I--G--IEV-----E---AILHIQ-A---YYII-ENNIK----QY----------NPK----LNNMIPV---------DNQ-D-PVIHEYL-NSL------KAVS-----KS-------EHAFRLS-TQPH--EENLFS-------------ST--VA----------RNRLE-ILFLTK---------GIE----I---LSRV----------------------G-ELRVE-QIR--PL-GYTVKSHKTFGLGTLFFTYR---NIPNNSPIVFWW---G--N---------------------NNWRPLFVLKNR
 CAG1014965.1/28-331             SQHVERWIG------------QF-----A------------------EDVQIPMLAELD-HVFEQ-MYLSRRIVTKFLSG-LVA------NKK-IAG-------DD---------------------PGSFW------KG-------------VRFLDIQG----------------------------GGNS-QKDMLGMF-----------------------------DAIL------------------------------------------QKKYDL--------------------------------EL----------------------------------------KKC-G-K----NA--R-TFLYLDDAIFSGNRV-RNDL---S--S---W---IETK----------------A-P--------------------NEAEVHVVAIALHSGGR-HY-ASTKIEG-A-----------A--H--S----AHKK---IEFSWW-R---CIEI-EDRNA-----Y----------INT----SNVLRPA----R----LPR-N-ARTKVFV-KML------EDAG-----YP--------PVLREA-GKMG--DENIFS-------------SE--EG----------RDLLE-QQLVQA---------GLR----I---REIC----------------------P-YLK-V-THR--PL-GYSVL--KTLGFGSLLVTFR---NCPNNCPLAFWA---G--D------P----------------WYPLFPRKIN
 AVB22717.1/42-341               EAHVKRWLA------------QF-----D------------------GDVQLDVLRETV-HVLEQ-TYFSKDKVEEIFSG-LIY------DDD-F-G-------DG---------------------AAEFW------SE-------------ACLLDIQQ----------------------------GGNS-QRDLVQMF-----------------------------SRLV------------------------------------------AEEFGE--------------------------------EV----------------------------------------SVN-S-C----DA--S-NYFYLDDAVFSGNRL-LADV---A--A---W---INDS----------------A-P--------------------RSAELYIVVIAMHSYGN-FN-VGKRLDK-V-----------I--A--E----SGKN---IRYHWR-F---VIEF-EDRLR-----Y----------NSD----SDVLRPK----N----APD-N-QDVTNYI-SEM------S--------RA--------PEYRVG-NNRG--GHAIFS-------------SA--AG----------RNLIE-QQFLIA---------GAK----I---RRIC----------------------P-NLP-T-RHR--PL-GYNSL--EMLGFGSMFVTYR---NCPNNAPLALWV---G--D------P----------------WYPLFPRSTN
 WP_093831867.1/28-356           KDGIQSWIN------------QF-----D------------------EVDRLIILQELQ-QIFVK-RYCSKNKMKEFLKS-IVEEL----TKH-FKC-------DS---------------------PVEFL------RN-------------STFLDLQA----------------------------EGKS-QKIMLQLF-----------------------------NDFI------------------------------------------FETYNM--------------------------------EL----------------------------------------TDC-G-T---VSK--K-YSIYIDDILCTGNTL-VRNI---K--D---W---SEIEFSAGK--SNKQ---AVS-D--------------------NSTILVIAYMFIHVKNY-YK-KKAEMKH-N-----------I--S--QDI-----S---NKHCMY-Y---ELDV-HNNP-----------------DST----LDIIWPL----E----ANQ-P-EIVHIYK-NKVMQLVDEYTKSKGYGTSV-------DEFYRTV-GTPN--NESLFT-------------NS--EN----------RSTVE-NAFLKK---------GIE----I---LNAS----------------------A-VNV-S-NMR--TL-GFSLPSHKNFGFGTLCFTWR---NVPNNTPLVFWY---L--G---------------------GGFIPLFKVK-R
 ENU09288.1/38-335               KNHISLWIS------------QF-----D------------------KSEQEFMVLIAA-KLLEE-RFITKEEEIDFIKN-LFS------NNI-LSK-------NK--------------------------------TM-------------PFPLDIQK----------------------------NGNS-QTRLIGHY-----------------------------NFF-------------------------------------------MSSFGY--------------------------------SY---------------------------------------------------AE--D-SVIYLDDFIFSGGRV-FEDL---S--N---W---IPLQE--------------------------------------KSYKIYVVVIGCHTNFW-R--IEKLLNE-K-----------I--N--HTNITKGIN---LSINFI-K---LNEL-ENRLF-----R----------KNQ----SDVLWPM----DH---FFR-N-ERYQHLI-DPS-------------------------FNYRDG-FIAT--PQSFFT-------------NN--DD----------RVRFE-NICLKY---------GFE----I---IQRC----------------------Q-NPN-R-TTR--PL-GIHRY---SYGFGGLVFSYK---NCPNNTPLLFWW---G--S------S----NP---ASPMYNQWHPLMPRRIY
 SFA95124.1/28-329               ATHVDRWVK------------QF-----P------------------GDTQDPLLAELA-HVFSK-TYFTRKNVKQFLNA-IVA------HEK-LTD-------GD---------------------PAAFW------KN-------------AGILNIQT----------------------------AGNS-QRDMLAVL-----------------------------DKAL------------------------------------------QKTCGM--------------------------------GL----------------------------------------AQC-GNA----PV--S-SYVYIDDALFSGGRI-KHDI---I--K---W---IREA----------------A-P--------------------QKAKLHIITIAYHRLGQ-WR-TETDIKD-A-----------I--K--E----EGKS---IELSWW-R---VLEI-EDRKK-----Y----------IDN----SDVLRPT----A----VPA-D-HATAQYV-AGL------K--------LD--------PVFRAP-GQLG--ALGFFS-------------SD--AG----------RSLLE-QQFLVS---------GVR----V---RALC----------------------P-HLN-T-YMR--PL-GNSMM--GTTGFGSMIVTYR---NCPNNAPLVLWA---G--D------P----------------WYPLFPRKTN
 WP_221443636.1/25-342           EEHVERWLW------------QF-----T------------------STDRLIIAREMA-HIVSN-FYLTKSETKTIIKT-ILQ------EKE-LFG--------D---------------------LKNAP------QK-------------TKFLNIQQ----------------------------NGRS-QIELLDLV-----------------------------NEIL------------------------------------------VEDYNT--------------------------------SL----------------------------------------DDL-G-S----TP--N-RYIYFDDCLFSGKRL-FTDI---R--H---W---VEEN----------------K-E--------------------LDVELQIIYIACYSRNY-FS-TKKRIEE-L-----------T--K--D------TQ---IKVKYF-E---WVEF-YNYHK-----ET---------LQK----YECCWAG----EP---GTH-N-EDLQNYI-AEL------HRQC-ESKNRG-------PRLFRGE-SIGF--EETIFT-------------SL--EG----------RNVVE-QAFLEH---------GSA----I---VRLS----------------------R-NNN-L-LMR--PL-GFESY--ESLGFGAMFITYR---NIANNCPLVLWW---G--D------T----TY--PPSHPFSKWHPLFPRRIN
 MCA1576365.1/28-328             PGHVDRWIQ------------QF-----D------------------ADVQDPILSELD-YVLTK-TYINKDKVLGFLGG-LLE------AKK-LVG-------AD---------------------PCSFW------RR-------------VNFLNIQG----------------------------AGSS-QREMLQLF-----------------------------GTLL------------------------------------------AEHCGF--------------------------------SI----------------------------------------ADC-G-A----TD--G-SFLYLDDASITGNRI-LGDL---R--A---W---ITNQ----------------S-P--------------------TEATVNIVTLAFHRYGQ-YY-ANREIIN-A-----------A--K--K----AGKA---INLKWW-R---QLEI-EDRQS-----R----------IDV----SDVLRPT----Q----LPA-D-ERVKAYA-EAL------K--------YP--------PKLRKG-DSRG--EHEFFA-------------SD--EG----------RQVLE-QELLKA---------GVF----I---RDLC----------------------P-YLN-E-YQR--PL-GNMVL--DSLGFGSTLVTFR---NCPNNTPLAFWA---G--D------P----------------WYPLFPRKIN
 WP_139730747.1/35-344           QEHVLKWSR------------QF-----D------------------E-DQTLVLQETN-RILQK-TYYNETKINSFIAC-VAG------SNE-ITG-------LT---------------------PALFW------QQ-------------VSILDIQQ----------------------------DGNS-QSYLVNKL-----------------------------SQKV------------------------------------------HADYNV--------------------------------QL----------------------------------------AVN---A----MS--S-HYIYLDDILFSGNRV-YNDI---I--A---F---ISSN---------------IF-R--------------------DNYRITILLLGSFTYGH-YV-TNKRIVE-F-----------I--R--E----RNKN---IIINIK-HWD-GHSY-ENRLI-----E----------KNR----SDVIWPE----QE---TID-T-LVNQHHI-NYI------D---------N--------FRYRVD-N-GA--LFNIFS-------------R---ER----------RSQFE-LAMLKA---------GSK----I---IGYC----------------------Q-NPS-R-VMK--PL-GFSVF--DGYGFGSVVFTYN---NCPNNNPLAFWW---G--N------P----EA--NLYSPLRRWYPLMRRRTY
 WP_069484690.1/27-336           TNHVKRWID------------QF-----D------------------QDEQELVLEETL-HILKT-QYITKDKFITFVSD-VIS------CKQ-ICG-------DN---------------------PKEFW------SN-------------ASLLQIQL----------------------------NGDS-QSQLNDIF-----------------------------CSVL------------------------------------------QEKYQV--------------------------------TN----------------------------------------IVN---A----DS--S-DYFYVDDFIFSGNRL-FTDI---K--N---W---LENY----------------D-P--------------------RNCRLNVVVIGYYTYGE-YN-TRKKLEE-L-----------L--E--------GRG---ISLYFY-RYD-ENIL-ENRLR-----Y----------KNT----SERFWPA----ES---VLN-E-PTIQAYV-TEK------G--------LS-------AFQYRNV-V-PH--TNKVFS-------------A---NR----------REEYE-KIMLKY---------GIK----I---VGFP----------------------R-NNN-A-VVK--PL-GYDTF--NSFGFGSTVFTFR---NCPNNNPLPFWW---G--D------P----EA--PEEHPFSKWYPLLQRSAY
 WP_148476574.1/25-340           QDDIQTWGE------------QF-----G------------------P-HTEFMLNEVL-HLLKQ-VYLSKADARKALQL-FVDNH----IQH-YKF-------PS---------------------FESYL------EN-------------TCFLQLQP----------------------------KGKS-QQVLLKML-----------------------------DELI------------------------------------------FDKNGH--------------------------------HI----------------------------------------QDY-A-D---HPK--T-LYVYLDDILATGGTI-RNDL---I--K---W---LEQDNHLKK----------IQ-E--------------------RTINLELSIICVHTWGL-NF-LLFGLQQ-K-----------F--G--TLT----------NLGYS-F---CYTI-QNHLK----FY----------NQD----LNIAIPV----K----EGQ-S-QEVIQYL-SKL------TAEK-----YE-------DYAFRNE-FQPK--QEVFFS-------------SP--EN----------RIKYE-NILLEK---------GLY----I---INQI----------------------R-GPIRP-NIR--PL-GLINPKYKTFGLGTHFFTWR---NVPNNCPLVFWW---Q--V------D-------------GHNWKPLFPAK-R
 WP_152214377.1/28-338           PEHVGRWID------------QF-----D------------------AGVQLPILREVN-HVLKQ-TYLSQEWIKGFFSH-QII------HKD-MTG-------DN---------------------AQRFW------SR-------------AHVLDIQQ----------------------------NGQS-QTHIRRLF-----------------------------GESL------------------------------------------LEKCGL--------------------------------DI----------------------------------------DAC-G-T----AG--G-AYIYLDDVIFTGGRV-KSDL---T--A---W---IRDA----------------A-P--------------------AKAVLHILVIAAHTLGE-WQ-CTKSLKE-V-----------A--A--A----AGKE---IELHVW-A---AARI-ENRKA-----Y----------RNV----SEVLWPA----T----VPD-D-PAVAAYL-AQQ------GR-------FP--------LEPRQP-GGKP--KIEIFS-------------SE--EG----------RQLLE-REFLRA---------GIR----I---RGFC----------------------Q-NPN-A-IMR--PL-GFGNF---GVGFGSTIVTYR---NCPNNAPLALWW---G--D------P----HA--HANHPFSKWYPLLQRRTY
 WP_101750931.1/28-342           PDHVGRWIS------------QF-----D------------------ADLRLPMLREMD-YVLQR-TYFSKREIEKELAD-HARVI-GDGGKD-LDD-------NA---------------------AIAFW------RG-------------TEILNIQQ----------------------------RGRS-QADINEIF-----------------------------EGAL------------------------------------------RERFGL--------------------------------RL----------------------------------------ADC-Q-G----GD--R-RFVYFDDILFSGDRV-QNDL---M--A---W---LDNT----------------A-P--------------------NEGHVSIVLLISHCLGK-WE-TERNLKE-A-----------I--A--R----SGKK---ITFDIQ-E---QIVL-ENRKR-----Y----------RND----ADVLWPT----E----LPD-D-DIVQEYA-AAQ------R--------FP--------FEPRAP-IPTP--HTNIFS-------------SE--AG----------RQLLE-REFLLA---------GLK----I---ISFS----------------------R-NPA-Q-RVR--PL-GYGRY---GLGFGSTLVTYR---NCPNNAPLALWW---G--D------P----NA--APGHPFRRWYPLLPRRTY
 MBA4685540.1/29-346             DEHVDKWVK------------QF-----D------------------KDSRVPILNEMK-HLINQ-LYIKKSDIKQYIDE-ILS------ETK-IFT-------NN---------------------PQNEL------KK-------------IQFLDIQS----------------------------KGSS-QTNLLKLL-----------------------------NDKV------------------------------------------FKSYST--------------------------------KI----------------------------------------NIN-N-S---TQI--S-KYIYIDDGLFSGSTL-RHDI---E--K---W---VETA----------------N-E---------------------NTELHIIFLCVYSNGY-WY-SEKKIKE-L-----------C--A--P------HN---INVNFW-W---CAKL-DNFTK-----NNYG-------ILN----YDCFWPQ----QV-----S-D-ENCDDYM-LSL------QTEA-SSKGYA------TFKGYR---NFSC--TSSIFS-------------SD--IS----------RSILE-SEFMKA---------GSY----I---MTLP----------------------N-EKN-T-SMR--PM-GYDYL--TSVGFGAFFVSYL---NISNNCPLALWW---G--D------S----TK--PNSHPFSKWYPLFPRKPN
 WP_096881293.1/26-331           EDHVKRWLR------------QF-----D------------------QEDHDLILHELS-VILKK-TYLSKAKETDFLTK-ICTSL--------IKF------------------------------KENEH------KE-------------LKFLDIQT----------------------------SGGS-QKHLLKRL-----------------------------DEVI------------------------------------------KENSNY--------------------------------SL----------------------------------------SNLEA-S---SQI--K-RYVYLDDAIYTGNKV-IRDI---K--S---W---SKDI--------------DVS----------------------TVEELDIVVYASHEENS-NY-VKSELEK-T-----------F--P--K------SR---IGITSA-L---KFNI-NDHEC-----Y----------SLS----GDVI---L------------S-EGGKTYV-DQI------VGLR-SEPQEM------FYPLLRKV--KKY--DEGYFS-------------ND--EN----------RKRIE-LIFFEK---------GLE----I---TFSA----------------------K-----E-QFR--PF-GYDFH--KTLGFGSYLINYR---NIANNCPAVFWW---G--D------L----EG----HKGINNWYPLFPRKAN
 WP_031456901.1/28-350           IEHIIEWAN------------QF-----D-------------------DDAEFVLTELL-YFLPQ-IYISKNRAIELLEK-RLVDF----QAF-YKY-------SS---------------------MQEFI------NN-------------TNFIDTQK----------------------------PEKS-QKEVLSIL-----------------------------RNIL------------------------------------------DEKYGI--------------------------------NY----------------------------------------DLL-I-D---QPK--K-HYIYFDDVLATGGTV-YKDL---S--N---W---LSESTHLK----------DVL-S--------------------KEKTIALSLFCYHKLGF-DN-IEWRLMK-A-----------F--D--DRI-----K---NFLLVG-F---DYKI-ENQLKPKWIAE----------KQA----LNCIYPL---------EKQ-P-KEVLEYL-ASL------EGEN-----TG-------VAAFRPE-NLPL--KEIFFS-------------SP--ES----------RIRFE-NIVLEK---------GLE----L---IQKI----------------------K-KADPDPRKR--PL-GDTVRSHRTLGTGTLFFTWR---NISNTCPVVFWW---D--V------P-------------GHDWIPLFCLRNR
 MBK7757035.1/27-329             PAHIDRWIK------------QF-----D------------------DDVQLPILAELH-HVFER-MYFNENRVTAFLSG-IAT------NAK-LTG-------AD---------------------PESFW------RG-------------AQLLNIQR----------------------------TGNS-QSDILAKF-----------------------------DAVL------------------------------------------KKQFGF--------------------------------GV----------------------------------------DAC-V-G----SS--G-VYVYLDEAIFSGTKV-RNDL---M--A---W---LQA-----------------A-P--------------------STLSVHVVTIAVHQGGE-WH-AGEKVRA-E-----------A--K--K----LGKT---LDLKFW-R---CKTL-EDRKT-----Y----------MAD----SDLLKPT----S----LPD-D-PGVAEYV-EEI------DDPE-----HP--------LVLRPG-KKVG--KNGVFS-------------SH--DG----------RALLE-REFLKA---------GVR----I---RKMC----------------------P-NLP-A-TMR--PL-GYHYF--VTLGYGALLVTHR---NCPNNAPLVFWV---S--P------P----------------WYPLFQRKPN
 WP_201509044.1/31-352           PKHVINWVN------------QF-----D------------------ENDREFLLSELL-HILPE-SYFSKDFMRKFLDL-ALTKI----SKD-LGY-------EN---------------------LYDFL------LE-------------AQVIQCQG----------------------------QRKS-QTEIIILL-----------------------------NEIF------------------------------------------KDKFGK--------------------------------SI----------------------------------------KDF-P-L---NNV--K-YWIYIDDLLASGGTF-KRNI---I--E---E---IKHHALDG----------GFR-N--------------------SNVEIVCLFIGSHSLGQ-EK-TLYSIDK-T-----------L--N--WEV-----S---KRIRIY-R---YLNL-ENDLR----KN----------EPK----LNFVYPK----E----NEE-G-LHFLSFI-DKA------FVRNY-PMRNE-------RIAFRPS-NLPV--KEDFYS-------------SS--KA----------RDRYE-SILLKK---------GIE----L---IYNI----------------------E-NITVE-SIR--PL-GMTNPSNKTLGTGSHFFTWR---NISNTCPIVFWW---E--A---------------------NGWYPLFPVKNR
 WP_144810781.1/27-337           ISHVERWVA------------QF-----N------------------VDEQETVILETL-KILKQ-NYITLDSFTQLVNI-VID------SNQ-IYR-------GE---------------------KDNYW------QT-------------VSLLDIQK----------------------------NGSS-QDELNDIL-----------------------------VKTI------------------------------------------SERYSV--------------------------------RD----------------------------------------IVG---R----ES--D-EFIYLDDFIFSGNRL-LADM---H--D---W---IANF----------------A-P--------------------NGCRVCIITIGWFTYGQ-WR-TKNKLKE-I-----------A--K--E----FGKN---INFMFA-SYS-NFRL-ENRLY-----R----------KDF----SEILWPT----ES---ITN-L-DGYGDWL-RDE------A--------FD--------PKYRQV-N-GV--DNKIFS-------------S---LR----------REKYE-RIMFKY---------GLK----I---MGLS----------------------S-QNS-S-VVK--PL-GYSTF--RGFGFGSMVFSFR---NCPNNNPLVFWW---G--D------P----NA--NPSHPFSKWYPLLQRKTY
 WP_223026362.1/28-328           VEHVEKWIS------------QF-----P------------------DDKQLPILKEMA-HVLKK-TYLSKNKITGVFRS-LSS------HKP-FTG-------ET---------------------PENHW------RT-------------ASILDIQK----------------------------GGSS-QHEFSELM-----------------------------SEII------------------------------------------KEKYNI--------------------------------DV----------------------------------------KIN-K-K----ES--P-AYYYIDDNLCSGSRL-LQDL---R--D---W---IRDE----------------A-P--------------------QECRLNLFFMVLHTYGC-WA-VEEKLKK-L-----------I--V--E----SGKK---IILKWA-Y---NMKP-EDRKK-----Y----------IDE----SDVLRPT----F----APQ-N-QKVTDYI-SSM------T--------HK--------PIYRTS-GKTG--SLDFYS-------------SE--QG----------RDLLE-QEYLIK---------GIE----I---REMC----------------------K-NFK-P-QHR--PL-GYSSL--ETLGFGSMVVTYR---NCPNNAPLALWA---G--N------P----------------WYPLFPRSTN
 HAT15288.1/30-349               VNHVDRWIR------------QFQKVGFD------------------TDNQIVILEQIE-RILQS-YYFSYAKSEDFIAK-VLA------SQI-LFG-------SN---------------------PTSAI------RN-------------VKFLQIQT----------------------------KGNS-QNDLLRLC-----------------------------DQIL------------------------------------------KTKYEI--------------------------------ML----------------------------------------HEC-G-N----SP--V-SYIYIDDCLYSGNRV-RRDI---S--S---W---LPSA----------------V-K---------------------GTTLHLIFFAAHTEGL-KY-SKSEIIK-A-----------A--E--K------YE---ISVKFW-K---LYEF-NNSRW-----N----------SSN----FDCFWAH----E----FSG-E-EYVDRYV-QKV------NEQR-QASNKN------LPPLFRPN-NTQT--QESIFS-------------SP--DA----------RKIIE-SAFLKA---------GAY----I---VSLP----------------------K-SPN-Q-NMR--PL-GYDYL--QSLGFGSFFVTYR---NTANNCPLALWW---G--D------P----NK--P--YPLNEWYPLLPRTVN
 WP_010554337.1/28-338           QEHVQRWIN------------QF-----E------------------DHEQEIVLLETN-RILRK-NFITIEKFHEFADT-VIS------YDG-IYG-------KD---------------------QKDFW------DH-------------VSILQIQK----------------------------QGNS-QSELNEIF-----------------------------IDKL------------------------------------------SKNFNV--------------------------------EG----------------------------------------IIN---A----GA--N-NYLYIDDFIFTGNRI-FTDI---R--D---W---LQST----------------R-P--------------------NNCVVHIATIGWYVYGQ-HS-LKTRLDK-L-----------V--Q--D----VSLN---IKFVFS-TYG-TNIF-ENRLS-----R----------KDY----SEIFWPT----SD---VES-D-SKIKDYV-QEI------N--------VS--------PKYRVE-N-GI--KNRVFS-------------R---PR----------REEYE-KIILKY---------GLK----I---MSFP----------------------K-NNN-S-LIK--PL-GYHKF--DLFGFGSTIFNFR---NCPNNNPLVFWW---G--D------P----EA--PSYHPFSKWYPLLQRDTY
 WP_143839016.1/28-342           NDHVKCWVE------------QF-----N------------------DIDREFVLEQTV-NLFSK-NYFNKEKYKKFLGC-ASE------SDK-FTR-------DS---------------------YRNFW------SD-------------VSLLSIQK----------------------------DGNS-QNEMNEIL-----------------------------RGIV------------------------------------------DIKYGV--------------------------------TV----------------------------------------AVN-D-M----EK--N-HYIYVDDFLFSGNRI-EKDI---K--E---W---LDTK----------------N-K--------------------NNFHLDILLFGYYSYGK-YK-LYENLKS-I-----------S--G--------CRN---FNLIIW-KKDNLLSF-ENSPG-----N----------KNS----SENFWPM----HT---ITD-S-EEINDYI-LSE------ER-------YIRENNKKSKIIYRD--FHVK--SKTFNC-------------ES--EV----------RERYE-RILYES---------GCR----I---LSRC----------------------H-DRQ-P-TFR--PL-GYSIF--PGHGFGGTIFTYR---NCPNNAPLAFWW---G--G------K----DE--------NTWYPLLPRKVY
 MCC2668435.1/29-335             AAHISRWVS------------QF-----P------------------PEDRLTILSELD-RLLQR-LYVSRASARELLRG-LF-------QRL-LDG-------RD---------------------PVEAL------RH-------------VELLDLQT----------------------------HGSS-QTAMRSLA-----------------------------LEVL------------------------------------------HDEYGA--------------------------------VP----------------------------------------NAG-G-E----EV--H-TFIYLDDAIYTGNRV-RHDL---A--R---F---LRSE--------------RAA-P---------------------GSRVVLFTLAAHRAGW-EY-AARWIER-E-----------S--V--G------RE---VHVTAL-H---GLTL-DNERR-----A----------GGP----IEALWPR----E----HPG-D-PWSDEYV-RRL------GEAPGGAP----------WFLFRDP-GTPP--AETFFS-------------SP--EG----------REVVE-RAFLRA---------GAF----L----ALN----------------------Y-TTG-R-SQR--PL-GYEVL--ESLGFGSLFVTYR---NIANNCPLALWW---S---------------------HHPDTWYPLLPRRSS
 WP_029452577.1/27-342           CDHIERWVY------------QF-----E------------------KDDQDIILQEMD-GILKR-FYLSREAVKERIKS-VLT------SNV-IFG-------DN---------------------PINRI------RN-------------TTFLSIQT----------------------------RGSS-QKDLLEIV-----------------------------DEVL------------------------------------------EEEYNL--------------------------------SI----------------------------------------ESC---S----SE--D-FYFYIDDCIFTGNKF-VYDL---L--T---W---INKN--------------KFN-Q---------------------GSKLFSYHIALHKSGW-SY-AYKRIKS-E-----------A--D--T------KG---LEIEGW-R---HMCI-NDIKE-----D----------NSS----IEVLWPL----KC-----E-D-CFVEDYH-NKV------IEIC-KTNRWN-------DKLFRNP-STTI--NEVLFT-------------SD--KA----------RNIVE-KAFLKV---------GAK----L---VMSA----------------------E-SPA-Q-SMR--PL-GFQKL--ESLGFGSFFITYR---NIANNCPLALWY---G--N------P----TY--EGNHPFRMWYPLFPRMTQ
 EGQ7707781.1/25-335             EAHVRRWIE------------QF-----D------------------EVDREVVLAETN-RILKR-TYITKEEFSKFISS-LIT------SPK-FST-------EN---------------------QADFW------SN-------------VSLCDVQL----------------------------NGKS-QTELVSLV-----------------------------REHV------------------------------------------QNNYGF--------------------------------QP----------------------------------------KVN---S----QS--E-HYIYLDDFLFSGNRL-VSDL---R--Q---W---IINV----------------A-P--------------------QNCHMSVVLMGWYQSGI-WY-VQRELPK-L-----------A--E--S----HGKK---ITFKYW-SIE-AFRL-ENRLS-----Y----------KDT----SHVFWPE----EA---VME-I-PEAREYI-AGQ------K--------RE--------PTFRVK-N-DL--KNKVFS-------------I---ER----------RTQYE-LAITKA---------GLK----I---LGYC----------------------Q-SPS-E-VVK--PL-GYNRF--DGFGFGSTVFSFR---NCPNNNPLAFWW---G--D------P----NY--PSTHPFGKWYPLLQRKTY
 KPP98444.1/25-342               RDRVISWVE------------QF-----D------------------ESDREFLLTELI-HILPK-SYISEKEARETLGG-SFEYL----RKK-YNQ-------ES---------------------IDEFL------QN-------------SKFLSCQG----------------------------LHKS-QTKLLEFL-----------------------------REYA------------------------------------------EEELNF--------------------------------NF----------------------------------------DDC-G-I---ESE--K-YWVYLDDVLASGGTF-RREI---I--E---K---INDYGTE-----------RFV-E--------------------DDIKIISIFFFLHSWGC-AN-SKYVILK-D-----------L--G--KNI-----A---SRIDFH-R---VFEI-ENDPRINYFNP----------NPA----FNHAFPM----D------S-S-ESWREFL-ETL------DADR-----QA-------QYAFRPP-EKPN--KESFYS-------------SA--EN----------RNRYE-QIVLNK---------GIE----I---IERI----------------------H-NVG-A-PVR--PL-GFTSPSYKTLGAGSHAFTWR---NISNTCPLVYWW---E--S---------------------NGWFPLFSVANR
 WP_068647105.1/28-328           ADHVNQWVK------------QF-----D------------------EDVQIPILEELD-VVLKR-TYFSKEKVIRFLNN-VIN------TEK-LTG-------ST---------------------PEEFW------RS-------------VNFLDIQS----------------------------AGNS-QKDMLDLF-----------------------------SQQL------------------------------------------TSRFGF--------------------------------GV----------------------------------------DSC-G-Q----SN--E-VFLYIDDGIFTGNRV-RRDL---D--K---W---ISEE----------------A-P--------------------HEASIHIVCIATHRGGR-FY-ADTKIKE-C-----------I--G--D----SGKN---IKIKWW-T---LINL-EDRKS-----Y----------VHV----SDVLRPT----V----IPQ-D-SAVQAYV-GSM------H--------YN--------PTLRPA-GNCG--GLGLFS-------------SD--QG----------KILLE-QQFLKE---------GVR----I---KNMC----------------------Q-NLG-D-TQR--PL-GHMTL--ETLGFGSLIVTYR---NCPNNAPLVFWV---D--D------P----------------WYPLFPRQTN
 WP_163786032.1/23-326           AERVIRWVK------------QF-----E------------------ERVREPLLVELD-YVLKQ-TYYTQSRVERFLTV-VAN------DSK-FTR-------GE---------------------PVAFW------SR-------------TGLLNIQK----------------------------GGAS-QRDMLEMF-----------------------------GRVL------------------------------------------EKSFNL--------------------------------GA----------------------------------------ESG-T-G----ES--G-EFVYIDDGVFSGSRA-RQDL---C--G---W---IAGE----------------A-P--------------------NKAVIHVVVIALFSAGK-WH-AEQKVME-A-----------A--K--S----VKKD---ITLKFW-R---AQAF-ENRRT-----Q----------RRN----SDVLSPG----M----LPS-D-EGVVKYA-DEL------KAAG-----YP--------VELRPG-IGLG--EGKLFS-------------SH--EG----------RHLLE-QEFLKA---------GVR----I---REQC----------------------P-NLP-Q-ACR--PL-GFTGL--RLLGFGGMVVTYR---NCPNNCPLVFWA---S--D------P----------------WYPLFPRKTN
 WP_029485070.1/32-338           NNHVSRWLD------------QF-----R------------------PSERRFVLEETE-RMLGL-GYFAEIRYQNVITE-LVE------DEA----------------------------------NAEFF------LN-------------AAFLDIQD----------------------------QGSS-QHELVTEL-----------------------------CAES------------------------------------------TECLNV--------------------------------VT----------------------------------------RSS-L-DRWVRSF--G-KFVYIDDVSFSGTKA-IQDL---T--W---L---ITRY----------------Q-L--------------------QNIEIYIYFFGTHTFAE-WN-IKYRLEN-A-----------F--G--R------LN---IKIYTG-PGE-FRSV-ENRKF-----Y----------SSS----SGVFWPI----S------D-N-VNIPGWV-KD-------------SSLYT--------GIYREG---YI--KNDNFP-------------DE--KR----------RNRFE-QILTAT---------GFD----I---LSHS----------------------K-NPQ-D-ALK--PL-GFSTF--KGVGFGGTTFTFR---NCPNNTPLAFWW---G--S------Y----EV--TGTFAVDCWYPLMKREVY
 MBL4760558.1/26-341             PLHVRTWLN------------QF-----P------------------RNKQLIIISELV-NVLGR-TYVTKVALHGFLKK-LIH------NEA-LTQ-------GA---------------------PQAFW------EN-------------ATLLNIQN----------------------------QGGS-QSELIKEF-----------------------------QKVM------------------------------------------LKELKQ--------------------------------NI----------------------------------------SVN---T----EK--H-NLIYLDDFLFSGNRV-KQDM---L--K---W---LSET----------------N-V--------------------DNITIHYVFIGWHTYGQ-FS-SFKEIKS-E-----------A--K--R----LGKT---FKFKGW-RTP-FYNL-ENRKY-----Y----------KNN----SDVLWPV----K----WSD-E-PEVATYA-NAL------NNK------FP--------VELRQE-NKNF--SSRIFS-------------SE--ES----------RQVLE-DAFLVS---------GAK----I---ISYC----------------------Q-NPK-S-ILR--PL-GYSSF--NGPGFGALVASYR---NCPNNCPLALWW---G--D------T----ETILNTNSPLSKWYPLLPRKTY
 PAQ14094.1/27-341               TDHVKAWIE------------QF-----E------------------EDKQETILKEMD-HILKK-YYVSKKQAANFLET-LLD------KKE-IVG--------D---------------------FSSNY------NA-------------IEFLDIQQ----------------------------KGNS-QSDLLELM-----------------------------EEVM------------------------------------------DEHFDI--------------------------------AL----------------------------------------TDC-G-T----NP--T-TYIYLDDCMFSGNTV-YRDI---E--K---W---ASKR----------------D-I--------------------QNTTIHLVFLSLYKGNI-KY-VTNKLNS-I-----------F--E--G------KN---VEIEFW-A---IHWL-VNNAW-----D----------NSH----YDCLWPT----QM---QDD-D-EYVTSFS-EYI------EELR-EKSGKS-----NPFALFRPI-SYPN--KEKLFT-------------SK--QG----------RIVVE-QEFLKK---------GAY----L---FTFR----------------------K-K---D-TIK--PM-GYSYF--NDMGFGSMFITYR---NIANNCPLVLWW---G--D------R----SQ----WYPLDQWHPLFPRTVN
 WP_091778077.1/28-327           ADHVGRWVS------------QF-----T------------------PEHQPPFLQEFA-YLMKR-TFLTRENIKAGVSS-IAR--------------------EI---------------------GEGDL------RQ-------------ANFLRIQR----------------------------GGQS-QVEMLRLF-----------------------------DECL------------------------------------------RENLSM--------------------------------TL----------------------------------------DDC-G-R----SS--D-LFVYVDDMICTGQRV-VSDL---D--K---W---IAEE----------------A-P--------------------NGAKVLVISLICYSHAK-EE-VLKRLRK-A-----------A--L--R----YGKD---IDYALM-W---VSQP-QNSPS-----Y----------AGSK--RSEIFSPA----F----IPD-N-PIVQRAL-E-----------------FS--------APERQL-GHTP----DMFS-------------SE--EG----------RHILE-QELLLA---------GAR----I---RSLV----------------------V-DPK-P-SLR--AL-GYGEF---SLGFGATIVTYR---NCPNNCPLAFWW---G--D------P----LS--NRLS-LNSWYPLFPRKTY
 WP_200615468.1/29-329           APHVERWIA------------QF-----P------------------EAERDEVLREMI-FTLDK-TYFSKDKVKDIFSS-LLF------DNK-PIS-------DA---------------------ELIFW------KS-------------ASLLDIQK----------------------------GGNS-QHEFSKLV-----------------------------SNLI------------------------------------------TERSGF--------------------------------KM----------------------------------------PIN-A-P----EV--R-NYLYIDDVVFSGNRL-LSDL---R--S---W---ITDV----------------A-P--------------------KEARLYIVVIGLHLGGE-WY-AGKKLEE-L-----------I--S--E----SGKK---ISVAWH-Y---SLEV-EDRLR-----H----------INT----SDVLRPV----S----APQ-D-ALISNYI-SNM------T--------HK--------PTFRVA-GETG--KLGFFS-------------SE--LG----------RQTLE-RSFLTA---------GVH----I---LDIC----------------------K-NLG-A-KNR--PL-GYSSL--ETLGFGSMIVTYR---NCPNNAPLALWV---N--H------P----------------WYPLLPRSTN
 WP_072366566.1/23-344           EEHVVKWVC------------QF-----D------------------EADRVFILEELS-IIFEK-TYLTKDECKNFLKV-AINYL----TKT-YGY-------SS---------------------GEELM------VN-------------TVILDLQK----------------------------DGKS-QKELIDLL-----------------------------GEVL------------------------------------------QENYNM--------------------------------TL----------------------------------------DNC-G-Q----TH--S-HYLYLDDVLATGNTL-FTNL---C--N---W---LKSSNAHNAAITNYE---YIK-Q--------------------KDIKVSLCFTCLHSWGA-NN-TEYRLMM-E-----------F--D--DKI-----K---KYIKFS-R---AYEI-ENNAK----AY----------NSK----LNLMIPI---------ADQ-P-NEIKAYL-TSL------DADK-----YE-------DRAYRKE-GTPI--SETLFS-------------SA--AN----------RIRLE-NIFLRK---------GIE----I---LSQV----------------------K-TLTVK-QIR--PL-GYTIKSHKTFGLGTMFFTYR---NIPNNCPIVFWW---G------------------------NNWYPLFNLKNR
 WP_226887571.1/38-356           SAHVGRWID------------QF-----E------------------ERDKLFILEQTL-ALLRN-AYISRNDYVEIINS-VLS------SQR----------------------------------NRSII------PQ-------------SAFLNIQEA--------------------------NRGTS-QRDLLALL-----------------------------ETQA------------------------------------------EGFEGL--------------------------------DIV---TLS---------------------------------RTS-T-NQRVAEF--N-RFIYFDDVCFSGNKA-LNDI---T--W---F---VEHF----------------N-L--------------------SNVTIHVCFLGTHRYAT-YM-LETTLAG-R-----------F--Q--G------RN---ITLIIKENGL-LKTR-ENRLT-----Y----------SSS----SEVFWLR----M------N-G-IELPDWI-QH-------------PEIYT-----SREGTERTH---FK--PNDIFL-------------NM--AD----------RYRFE-YALTKA---------GFY----I---LQQS----------------------Q-NPA-P-ILK--PL-GFSTF--PGLGFGGTIFTYR---NCPNNTPLAFWW---G--R------Y----ERDGIPNWALDCWYPLMRRIGY
 WP_170059458.1/28-328           ANHVERWLN------------QF-----P------------------EECQNSLLKELN-FVLAQ-SYIQKKHLQDFIEN-KII------HPH-TKP-------TI---------------------NAQVF------NH-------------STLLDIQG----------------------------AGNS-QRDCIAIF-----------------------------RELL------------------------------------------QANAGI--------------------------------DI----------------------------------------SIN-N-A----NA--T-NQIYLDDVIYSGQRM-RTDI---S--N---W---ILAA----------------A-P--------------------PECNLYIMSHSMHRLSL-WY-STGFIEK-K-----------I--A--E----SKKK---INLKWV-Y---GNII-EDRLA-----F----------TDT----SDVLRPV----A----GDN-G-QSVNNYI-QTM------S--------KP--------PVYRRP-GNVG--GRAFFS-------------SD--AG----------RQLLE-NEFLKA---------GAR----I---KEIC----------------------P-KFK-V-QHR--PL-GYMSL--ESLGFGTMIVTYR---NCPNNAPLALWA---G--H------P----------------WYPLFPRSNN
 HAW7063169.1/32-291             IDHVNRWIN------------QF-----E------------------LTDRRFVLEETD-RLMGI-GYFSESDYRRVISS-IAN------DEQ----------------------------------NERFF------QT-------------AAFLDIQN----------------------------QGTS-QSEFLDLL-----------------------------REDC------------------------------------------VEEFNV--------------------------------VT----------------------------------------RLS-Q-RQRVSSF--R-EFIYLDDVSFSGAKA-INDL---T--W---F---IEHF----------------E-L--------------------QNITILVYFLGGHTYSA-WN-IKKQLER-K-----------F--A--D------RN---ISVCVD-GGE-FAVV-ENQRR-----N----------SSS----SEVFWPK----A------Q-S-VSIPEWA-DG-------------QVHYL--------GTYRDG---YV--ANNFFP-------------NE--QR----------RDRFE-AIMTKV---------GFD----I---LGQS----------------------Q-NPS-D-AIK--PL-GFSTF------------------------------------N---------------------------------
 WP_227439244.1/28-328           TEHVDRWVR------------QF-----P------------------DSAQDPILLEMK-HVLEN-TYINKKNFKDFISS-VIS------NKN-LAG-------DD---------------------PSIFW------RG-------------VKFLALQT----------------------------AGNS-QRVMLEMF-----------------------------DNTL------------------------------------------QSKCGF--------------------------------GI----------------------------------------SEC-G-E----EP--H-TFLYLDDLVYSGGRT-KTDI---T--R---W---IREE----------------S-P--------------------KEAKLVILTLGIHLLGK-YF-AETDINK-A-----------S--K--D----SGKS---IKLDWW-H---AKSI-EDRKA-----Y----------MNN----SDVLRPT----T----IPA-D-IETNKYI-TEL------G--------LD--------PVLRAP-GQVG--GNKFFS-------------SE--EG----------RFLLE-QQFLIK---------GVQ----I---RKQC----------------------P-YLN-E-YMR--PL-GNSML--KTTGFGTMVVTFR---NCPNNAPLVLWA---G--D------P----------------WYPLFPRKTN
 RKY72623.1/27-327               PNHVDTWIK------------QF-----D------------------AEVQEPMLAELD-HVLKH-TYFSKDKVKNFLKN-LLK------SEK-LAG-------ND---------------------PCSFW------KY-------------VEFLRIQE----------------------------RGSS-QRDMLEMF-----------------------------DGVL------------------------------------------EDECGF--------------------------------KT----------------------------------------EDC-G-K----TP--K-TYLYLDDAIFSGGHV-RADL---G--D---W---IKSD----------------A-P--------------------EEANIHIVTIASHRGGQ-YF-ARNQIID-A-----------A--N--A----AGKR---VELKWW-R---GIEI-EDRKT-----Y----------IYS----SDVLRPT----I----IPE-N-PLVQEYA-KSL------K--------YP--------VVLRKP-GSIG--ENKFFS-------------SK--EG----------RHLLE-QEFLKA---------GAR----I---RSIC----------------------L-NLN-V-YQR--PL-GNMVL--ETLGFGSLLVTFR---NCPNNCPLAFWV---G--D------P----------------WYPLFPRKIN
 WP_191189799.1/22-345           PEHVIDWVS------------QF-----E------------------REDQEFILDELA-VIFEK-TYFSKAKCKEMLSG-YLKFL----KGH-YKY-------AD---------------------VPTFL------RE-------------TVFLDLQL----------------------------ADKS-QSELLSLL-----------------------------EEII------------------------------------------QEEYQM--------------------------------PL----------------------------------------ADC-G-K----IA--N-HYLYLDDVLSTGNTI-YGQI---S--N---W---LNEDNEIDASKTNFA---YLK-A--------------------HNIKLSVCLLCLHQWGY-SN-VEYRLMM-N-----------V--D--AET-----K---KYITYF-R---FYEI-ENNLK----AL----------KPA----LNLMLPV---------DSQ-L-AEVGNYL-ATL-----EEATA-----NA-------DRAFRKA-NQPV--EEKLFS-------------SP--EN----------RTRIE-NIFLKK---------GIE----I---LGRV----------------------Q-NLTVK-SIR--PL-GYTVKSHKTLGLGTLFFTYR---NIPNNCPIVFWW---G--N---------------------NNWRPLFVLKNR
 WP_132258048.1/36-344           KDHVLKWVS------------QF-----D------------------EDDRLFVLKQTD-LLLKK-QYFTKDNFEILLDN-AIK--------------------DT---------------------ASKTL------HD-------------TSFLDVQL----------------------------DGKS-QSDMLEIL-----------------------------NNSG------------------------------------------LNTHNF--------------------------------PI----------------------------------------NIN-N-Y----TK--N-RFVYQDDVVFTGDRV-CRDL---E--E---W---IIHS----------------A-P--------------------HQCSLLIASLYTHTSAL-YN-IEKNLIQ-T-----------I--N--I----SGKS---ISLSLV-CF--GKIY-ENKFI-----M----------RNQ----SDVFWPK----EENVNIPN-N-LDPIRFI-STA-------------------------PQGQAP-GRTGFAASYVFE-------------NG--ND----------RDRFE-KILCEK---------GFY----I---ISLC----------------------N-NPA-A-SMK--PL-GYKTY--RGLGFGGTIFTYR---NCPNNTPLVFWW---G--N------P----NM--EDWNPLSKWYPLMMRKTY
 PIP95187.1/24-335               EDHVRNWIM------------QF-----P------------------KEVQYDLMDEMV-QLMKK-HYISQESLRSFLKA-VLHDR----KNR-IRGG------VD---------------------PVAFW------RG-------------TTFLDIQS----------------------------KGNS-QKDLLEEL-----------------------------EIVL------------------------------------------AGELGI--------------------------------DI----------------------------------------DECDG-S----EE--Q-RYLYIDDGMFSGTRI-KNDL---K--E---W---ISDNSD------------SLE-G--------------------LPVRIIVITAVAYSLAE-FF-LKNEISD-L-----------G--K--E----LNLD---LKLEVL-A---SHWL-SNFKK-----N----------CEN----SDVLWPN----E----IPN-N-AAVQEFY-QAE------NKTG--------------KVILRTG-ELVG--GKKVFS-------------SP--GR----------RKILE-QQLLIE---------SVK----I---RNSS----------------------G-YFG-K-GHR--PL-GFTQF--PSFGFGATIVTYR---NCPNNCPLAFWA---S--A---------------------GDWMALFPRKNN
 MBI3258585.1/28-357             EGNIKRWVN------------QF-----D------------------EHDRTFLLDELT-HIFSK-RYISKDRAKSFLRK-LIIKL----SSD-GSY-------NT---------------------IQDFL------SH-------------TIFLDLQP----------------------------KGKS-QKVLLKIL-----------------------------KEII------------------------------------------EQEYSF--------------------------------DF----------------------------------------TLC-G-S---KSK--T-NNVYIDDILATGNTL-FQDI---K--K---W---VGQEFSTGL--TNLE---ALQ-R--------------------NNTKLFFSFIFIHEKNL-KN-KGKEFGI-K-----------I--E--KDF-----D---TRYTTI-Y---GCMI-DNKMD-----S----------ESK----YEFVIPV----E----SGQ-P-DFVLEYN-KEIEQNVDKYTENYQ-NKPQ-------SSFYRNE-ITPK--IETLFS-------------SS--EN----------RIRFE-NLMLSS---------GIQ----I---LKGS----------------------N-NIK-K-NIR--AL-GYSLPSHKDFGFGTLCFTWR---NVPNNTPLTFWY---S--D----------------------NNYPLFTAKKG
 PBB52138.1/3-304                TAHVNKWVR------------QF-----P------------------EASQEPILAELG-HVFST-TYFTRKNVASFLSG-IAV------NEK-LTS-------GD---------------------PKEFW------KN-------------VKVLQLQT----------------------------AGNS-QKDMLSIF-----------------------------DKAL------------------------------------------QNTCGL--------------------------------RI----------------------------------------ADC-GGN----AP--D-TFLYIDDVLFSGGRI-KYDI---V--K---W---IREA----------------A-P--------------------QKAKLAIVTIAYHSLGQ-WR-TGKDIAD-A-----------A--K--E----AGKT---INVTWW-R---VFQI-EDRKA-----Y----------MTN----SDVLRPT----V----IPA-D-PATVAYV-QSL------N--------SE--------PVLRTP-GQVG--GLGFFS-------------SE--NG----------RALLE-QQFLMA---------GVK----V---RAMC----------------------P-YLN-I-YMR--PL-GNSIM--GTIGFGSTIVTYR---NCPNNAPLVLWA---G--D------P----------------WYPLFPRKTN
 MBM3396651.1/28-338             AEHVDRWVC------------QF-----D------------------AKVQVPLLRELD-HVLKQ-TYFARATVSQFFGM-QIA------HKT-LAG-------EQ---------------------PCDFW------SK-------------AHFLDIQQ----------------------------NGHS-QAEIRQIV-----------------------------GEAL------------------------------------------KKQCGL--------------------------------DI----------------------------------------EQC-G-A----EG--G-DFIYLDDVLFTGSRI-GADL---S--S---W---LAGA----------------A-P--------------------GQGTVHVLVIAAHRLGE-WQ-CTQRLEK-D-----------A--K--A----AGKH---VKLKFW-A---ALRI-ENRKK-----N----------RSA----SEVLWPA----A----IPD-D-PALKAYM-AEE------QK-------FP--------FEPRVL-GGKL--EHQIFS-------------SE--GG----------RQLLE-RELLLA---------GMR----I---RSFS----------------------Q-SPR-G-ALR--PL-GFSHS---GLGFGSMIVTYR---NCPNNVPLALWW---G--N------P----EA--GTSHPLSKWYPLLPRKTY
 WP_232856687.1/28-328           QDHISRWLN------------QF-----P------------------QAIHHTLLEELC-FVLEK-SYLNKEDIENYFKT-AII------EPN-LIT-------PE---------------------RTNTL------KK-------------ISLLEIQD----------------------------GGNS-QKDCNKIF-----------------------------NDIL------------------------------------------EKRINH--------------------------------RS----------------------------------------LIN-S-P----DS--Q-IYLYLDDVVFSGQRV-RTDL---I--K---W---VRNT----------------A-P--------------------SECQIYVFSHTMHQLSC-WY-NQKKIEE-E-----------I--L--K----SGKN---VTLKIL-C---ERLV-EDRLA-----F----------TDR----SDVLRPV----D----RQR-S-LSVENYV-KTL------Q--------KP--------PAYRNA-GSVG--GQKFFS-------------ND--QN----------RQLLE-DAFLEA---------GSK----I---REIC----------------------P-NFS-Q-FHR--PL-GYMSL--DSLGFGTMIVSYR---NCPNNAPLALWA---G--H------P----------------WYPLFPRSNN
 WP_050756050.1/28-328           PEHVDRWVQ------------QF-----D------------------EAVQIPMLREMD-HVLKQ-TYFSLEGVTGFLRG-LLQ------TEK-LAG-------KD---------------------PCAFW------RG-------------VHFLDIQG----------------------------GGNS-QTDMLALF-----------------------------DAIL------------------------------------------RERCGF--------------------------------GI----------------------------------------EDC-G-G----DN--A-VYLYLDDGIFTGNRV-RRDL---E--A---W---IRDQ----------------A-P--------------------VNATLHIVSIALHSGGQ-YY-AGRYITN-A-----------A--T--S----AGKS---ISVTWW-R---AIEL-EDRKT-----Y----------SST----ADVLRPI----A----IPN-D-AAVHAYV-QAM------G--------YP--------PTLRQP-GNVG--GNALFS-------------SD--EG----------KNLLE-QEFLKA---------GAR----I---RQIC----------------------P-NLG-A-TQR--PL-GHMTL--DTLGFGSLIVTFR---NCPNNAPLALWL---G--D------P----------------WYPLFPRTTN
 MBR3917265.1/27-353             EKHILKWLH------------QF-----N------------------DADQDIILHETI-HIFES-WYFTKVDMIDFLKK-VVLFL----QKN-LGF-------SS---------------------QIDVY------MN-------------CVFSNNQQ----------------------------NGES-QNALIRML-----------------------------SEIA------------------------------------------SEKYSEIR------------------------------------------------------------------------NTV-R-K----DD--R-FVVYVDDGLYSGNRA-IKDI---E--N---L---IKTV------------------P--------------------LGSTIYAFYFCATSFGI-DN-VQDKLNL-L-----------A--E--Q------RS---VTIKIF-R---NKII-ENQIFTQK-DYAAEMC-----EESYFPIHKCLWPSIVDLQ----QPE-A-IEQINYF-QNK-------------SGTK-------EIYYRNN-VWLN--DKGVFS-------------SL--KN----------RNIVE-KAFLLK---------GIE----I---YQYC----------------------S-ATS---GLY--PL-GKGNC--STFGTGTFCAFEN---NISNTCPLALWW---G--NI----------EP---KGNILDKWYPLLPRRVD
 MBK8623991.1/27-350             HDHVLEWVS------------QF-----D------------------EADQEFILTELL-HLLNQDIYVSKGKAKEILYN-FIIKI----TTH-FEY-------LH---------------------VESFL------RD-------------TVFLRLQP----------------------------IGKS-QDVLLNLL-----------------------------DEVL------------------------------------------QERFGT--------------------------------SL----------------------------------------DMC-G-T---FYQ--R-NFIYLDDILATGKTF-RLNM---K--T---F---FEQNDYLQ----------NLK-E--------------------KKIRLLAYFFCVHSWGL-NN-VRYSLNK-D-----------L--K--DNF-FM-DE---KLFLVK-G---KYII-ENNIK----AN----------KQK----LNLVYPQ----I------Q-N-DLFDEYL-GTL------NLDN----TDK-------SRAYRNP-GQPD--EEVFFT-------------SS--QN----------RNRLE-TIFTQK---------GID----I---INQI----------------------Q-DDSLKINHR--PL-GKTYPHYKTFGTGTMFFTWR---NISNTCPIVFWW---D--N------P-------------AHNWKGLFPLLNR
 WP_142696465.1/22-333           SEHVKQWIG------------QF-----D------------------RGLREPVLSELV-HVLNR-TYLTSESMVHYLQS-MLT------SKA-IIGL------DD---------------------PSEFW------GD-------------TEILNIQD----------------------------KGES-QKFLVAEF-----------------------------GKIL------------------------------------------NEELDI--------------------------------DI----------------------------------------DTC-G-A---EEV--R-RFLYLDDGLFSGNTV-KNDL---C--N---W---LDLKAE------------DLV-G--------------------EEFEIIVITFASHTLGK-WI-VKEAIES-K-----------I--S--E----LELN---GKYRSL-H---VKKF-RNNVN-----V----------RDQ----SDVLWPV----Q----HDF-E-EEVRDFV-VEL------NSNG----LKA--------VNFRTG-NDVG--ENSYFS-------------TG--SA----------RHILE-NALLHK---------SVQ----I---RNES----------------------G-NFK-R-AHK--PL-GFTSH--NSLGFGSLFVTHR---NCPNNCPLALWA---G--T---------------------DNWYPLFPRKNN
 WP_090918530.1/28-345           PERILQWIN------------QF-----D------------------PEDHEVILSEMA-SILQK-NYVSKDDAKQYLVS-FFNVN----QQE-HVV-------KD---------------------FELNY------KK-------------VQFLNIQE----------------------------GGQS-QRELLELL-----------------------------DEVL------------------------------------------LEQYGF--------------------------------VT----------------------------------------EDC-G-T--SNNV--D-TYIYIDDCFFTGKKV-SDDI---K--K---W---VEKA----------------N-P---------------------RTTLHIIFFGVHSADY-EF-RHNQLKG-Y-----------L--S--G------KN---IELKVS-Q---FKKI-IMDKY-----A----------KGT----YECCWPA---------YHS-T-PEVDSFL-ENL------NEWR-SERNYG------KFSLFRDA-NKPY--TETLFS-------------SM--EA----------RNKVE-QAFLKK---------GIH----I---FNLS----------------------E-NPN-K-KFM--PM-GYNLS--LNLGFGSIFVTYR---NVPNNCPLVLWW---G--D------P----NK----NYPINQWLPLFPRSTY
 WP_048217522.1/32-338           SQHVKKWIT------------QF-----H------------------ESDRRFILDETI-RLLDI-GYLSEDNYKHILKA-IAE------SRA----------------------------------NVPFF------RE-------------SCFLNIQK----------------------------QGSS-QSELIKSL-----------------------------SDLV------------------------------------------SVKFNV--------------------------------VT----------------------------------------RES-E-REYVRKF--K-SFVYIDDVSFSGNKA-ITDL---A--W---L---IDSY----------------D-L--------------------SNINVSVYFFASHTYAD-YH-IKNRIES-I-----------F--S--N------RN---INVVIK-TGS-MRNV-ENRVS-----Y----------SSS----SGVFWPR----D------Y-S-VNIPSEF-AD-------------SEIYT--------GTLRTG---YS--QNKNFQ-------------DE--ST----------RDRLE-AILTKV---------GFD----I---LLKS----------------------K-SPS-D-VLK--PL-GFSTF--KGVGFGGTTFTYR---NCPNNTPLAFWW---G--D------Y----EL--TGTSALDCWYPLMKRIVY
 MBF0339366.1/26-329             HDRVIRWVS------------QF-----D------------------EEVREDLLIEVD-HVLKH-TYISKEKMNNFLKN-LSF------NQE-LTE-------NN---------------------PSNFW------TR-------------TGLLAIQK----------------------------LGNS-QKEMYEIF-----------------------------LNIL------------------------------------------KEKFNI--------------------------------AP----------------------------------------PTN-H-T----NI--V-NFVYMDDGIFSGGHI-RGEI---G--E---W---IKSV----------------A-P--------------------IDADVHIIVFASHTGGQ-YF-AETKLNE-A-----------I--R--S----SGKT---IRLHWW-Y---AVEI-EDRKY-----H----------INN----SDVLRPK----S----IPQ-T-QQIVKFF-NTF------QEE-----YRS--------PKLRSD-DSVG--SQKFFR-------------SS--AG----------RNLLE-QQFLMV---------GAN----I---LESC----------------------Q-NLT-G-KKR--PL-GYAVL--ETPGFGSMTVTYR---NCPNNCPLALWV---G--Y------P----------------WIPLFPRKTN
 MBU1119528.1/21-326             EALIVGWVN------------QF-----P------------------ENTRSVILKELA-KILRV-FYFSKDRFVELVQT-GYKKVITTLKKK----------CDN----------------------SITV------GD-------------VEFIRGYS---------------------------EGGAS-QDEILDIL-----------------------------DAHL------------------------------------------MSEHGI--------------------------------HV----------------------------------------DTC-G------GG--Y-YFALFDDASYTGNKM-VHSA---R--R---W---IEAEG-----------------D--------------------KDKVLVVAPLIIHTKSL-DY-LSKQVRV-AS-------VRTL--K--------------KALVIA-----VYQV-QNTTT-----M----------GGV----FQGYIPA----QC-----D-N-ESVKAFI-ECH------LDLG-----YG-------QRLYRPD-NFIR--EEKFFS-------------SK--EA----------REIVE-QQLLSS---------GAR----L---INRC----------------------S-SVG-R-STR--PM-GFETL--DTLGFGTPLVFYR---NIPNNAPIAFWW---G-----------------------VGQHQPLFDRVTY
 WP_235373971.1/28-335           PEHVGRWLE------------QF-----T------------------PENQLPFIREFD-HVLKK-TFITEASIWQYLNN-LVT------NAE-LVG-------SD---------------------SRSFW------LS-------------ANFLNIQL----------------------------NGHS-QTEMIRCF-----------------------------SNCL------------------------------------------MSTFGF--------------------------------ST----------------------------------------RDC-G-K----VG--G-DYIYLDDIMFSGGRV-KNDL---V--K---W---ITTS----------------A-P--------------------QQAKVHVIVAANHSLGV-FL-TNRELDK-V-----------I--A--E----SGKN---IVIKCW-R---IFTL-ENKKA-----N----------KHV----SQVLWPS----M----VPN-D-EDVRRYI-NLP------HR-------YP--------LELRQP-ANV---TVEPFS-------------SE--EG----------RVVLE-SEFLIA---------GAK----I---LSKV----------------------E-NPK-P-SLR--PL-GYSGF---GVGFGSMLVTYR---NCPNNCPLAMWW---G--D------S----ST--SSGA--LSWYPLLAREGY
 WP_206971395.1/27-335           VAHVERWIK------------QF-----E------------------EGERQIVLEETL-HILEN-YYITKEMFETFSEQ-IID------NQA-LTG-------GN---------------------PQAFW------AN-------------ASILDIQI----------------------------NGHS-QQELNGIF-----------------------------CNIL------------------------------------------AQKYNI--------------------------------NN----------------------------------------IVN---V----ES--N-TYFYVDDFIFSGNRM-YSDI---E--H---W---VNEQ----------------E-P--------------------SDCKIYLVTLGYYLSGQ-YT-LSKKLNA-L-----------F--K--------GKG---ITYEFY-RYP-HLEL-ENRFK-----Y----------RDR----SERFWPT----AN---VAN-E-QTIRNYI-TQK------N--------LT--------FTYRVP-V-QH--TNKVFS-------------N---QR----------REQYE-QIMLKY---------GVR----I---VGFP----------------------Q-NNN-M-YVK--PL-GYDTW--PSLGFGSAVFTFR---NCPNNNPLPFWW---G--D------P----HA--PEGNALKRWYPLLQRTVY
 WP_015165450.1/29-354           SSHVDRWVK------------QFEPFGFD------------------KNAQIVILQQME-YLLSK-YYFSRLKVQNLLDG-ITS------SEK-IFG-------SN---------------------PLEAI------SK-------------TKFLQIQS----------------------------KGNS-QNDLLEIC-----------------------------NQKL------------------------------------------QSKYGL--------------------------------SI----------------------------------------NEC-G-N---DQP--E-AYIYLDDCLYSGDTA-TQDI---K--S---W---LPDT----------------F-S---------------------GAKLHMVFFAIHSLGH-FY-FNKNIES-E-----------V--Q--S------GG---IELRFW-R---KEEF-SNSRW-----E----------RDK----FDCFWPC----SSP-NDRG-N-KLVDDYV-KQI------EARR-SASSNPN----RPPPIFRPN-NVPT--EEHVFS-------------SA--KS----------RQVIE-SAFLKA---------GAY----I---VSLP----------------------E-DPN-S-SMK--PL-GYERF--HSLGFGALFTTYR---NIANNCPLALWW---G--D------P----DK--P--YPLNQWYPLFPRIVN
 NEQ78126.1/28-341               SDHVDRWVC------------QF-----E------------------ESDRLTILREME-QILKK-YYVSRQTAKNIITR-ALT------SNK-IFG-------FN---------------------PGQVV------LQ-------------TKFLNIQR----------------------------KGDS-QNDLLFLA-----------------------------NEVT------------------------------------------QSEYGI--------------------------------SI----------------------------------------QDC-G-K----SP--V-AYVYLDDCLYSGNTA-LYDL---K--K---W---LPNA----------------I-R---------------------CTTLHLIFLAAHTSGV-DY-LKQKFNS-E-----------A--Q--R------YG---LSVDYK-K---WYEF-HNLPF-----Q----------PEK----FDGLWPT----E----VLG-N-QLVDAYI-EKV------MALS-QEKQIN-------PRLFR---KVPT--QRGIFS-------------SL--AA----------RKVVE-SAFLKA---------GAY----I---VSLP----------------------K-TPK-F-QMR--PL-GYEYL--ESLGFGAVFITYR---NIANNCPLALWW---G--D------S----SF--PQNHPFSKWYPLFLRKAN
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 MBR2970749.1/28-357             SEHVEKWVS------------QF-----S------------------QGTQDIILFETL-HVLEE-WYFSDSKIDDILDS-ILTYI----TKK-YGF-------SS---------------------EFEML------KS-------------VSFIQVQE----------------------------TGLS-QRKMLERL-----------------------------INMV------------------------------------------NDRYDY--------------------------------PL----------------------------------------KTSVD-E----ET--K-HYVYIDDGLYTGRRA-RTDI---E--ECL-WLL-----------------------P--------------------SGSTLDVFYIVGATQGV-EY-VKNKLTS-I-----------I--D--E------QN---IQFKIH-T---YKKL-CNNKKVSK-TYEYNGERVETYEKY----KKCLWPT----S----RAS-GIQEIADYY-SSL------MQLG---DNYE-------KIPYRAY-PWEN--DNGIFS-------------SA--QN----------REIVE-IEFLVK---------GIE----I---IRSL----------------------S-KES---KMY--PL-GYNLW--PSFWFGSFCAFDM---NISNACPLVLWW---G--NLL-------------KEGNPLDNWYPLLPRRSN
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#Pua-like sequence alignment
Consensus 90%           ..............................____hlhRa..RD___..._Tl__Hpphhp_ps_haWGWW_+__E______h_____......___.__l_l.....hsps__p...ha_u_h__h____.....__.......___p_.__sP_YYp..pp_h.__Whbh__l______.....___bs____............................____p_Thabhp___.__._.............................
Consensus 80%           ..............................____hlhRF..RDhs_..._TIppHppllpppG_haWGWWp+__E______h__h____....___.__l_L.....hcsu__p...hY_A_h_cl__s_....._s.....___ssp_.p_sP_YYp..pp_h._hWhch_pIpp____...._h__hs____sp__..___...._______....___.h__bp_Thablp__p.__.c____......................___
Consensus 70%           ..............................___phlhRF..RDlss.._pTIppHpplIpppG_lWWGWWpKs_Ephs_p_hp_l_p___...___._plhL.....hDSuppc...lYpAph_clbhs_....._s..._.___ss-_.p_sPpYYp..ppph._uWh+hspIpph__p...._h_pauasp_sphh.__p_..__hp_h_sK_l_s__E.L_pbspTlWblc__p.ss.c_ppph_h_.................___s
Consensus 60%           .............................___psllLRF..RDLss.__pTIpcHpclIcccGhVWWGWW+KssEphs_c_hspL_pphp...ss_.hplaL.....hDSGpp+...lYcApl_clbhs_.....ss...p.phssP-p.pboPsYYp..cpph.bAWFKlssIpchsps...._lppaoYsphsphh.__p_..s_hp_h_sKbl_s_pE.Lppp-pTIWhlRs_p.ss.Dpppcl_h__................___P
Consensus 50%           ............................._pspsllLRF..RDLss__s-TIccHpcIIcc+GaVWWGWWKKssEshPs-haspLppphp.._sss.lclaL.....FDSGppK...lYcAplp-lphss.....ss...s.chsoP-p.cpTPsYYc..-pca.bAWFKlscIsEhsps..._hlpsaSYhchscLF._psp..sphppFpsKplhs_cE.LppQ-RTIWFlRcbc.ss.Dpsc-llL_s................_hbP
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MCD4754514.1            -----------------------------MSIETMILRF--RDLSTNVGETIRFHQEKINELGYAWWGWWHKAGETIPSETFQSLMSIID--EKDY-LTVFL-----FDTGTET---LYEAKIKEIQWDP-----RF---K-EIESPSR-AATPDYYA--GRKF-KAWFRLTEIGDGIKEE--SVLRKWSYVEVNELF-ETKR--SVFQDFNGKQVFSFEE-LRHQERTIWFIRPFK-SG-DAIREILLYDTS--------------RAKL
WP_087052138.1          -----------------------------MNTDTLILRF--RDLVTESGGTIAEHLKIIKEHGYVYWGWWAKPGEQVPSYFMDISKELR----ETT-KNIYL-----FDSGTGK---LYAAILNEMIFSG-----VD------IKCPDT-NFTPSYYT--SRSC-SAWLKLIDITEVDDKKIYETLNCLSYSETNSQM-FLDG--TSFSDFEGKQVSSLRE-LQYQERTLWFVNDFI-KGKHDTHEILLKNAN--------------VSIP
WP_087230351.1          M---------------------------FIEFDNLILRF--RDLVTEEHGTIERHQSVITQCGYVWWGWWKKGNETTPFVEFSVWKSKAE---SDP-IDLFL-----VDSGQNL---VYKAKCTGLQLR------EN---D-KLSSPER-DATPKYYQ--DKQC-YAWFKFTSIDLCDEA----ELKKYSYVHSPSLF-IDKN--VDYSKFENKKIYSIAE-LIQQNRTVWFVRNAL-DT-DPDNEIILLNSE--------------FVQP
WP_171343647.1          ------------------------------MPKSLIFRF--RDFTIEPGETVEEHNKIAEEKGHVYWGWWSKSHETIPDCLLREEL-------DVN-TPIYL-----FDSGQHK---LFRTTLQGVSNNN-----NG---A---TAPETGEFSPEYYK--TKKC-KVWLKLGPIEEVVNSD--QEVQKYAYHSHNNNMFNDDRENMLFSDFFDKQVSSLKE-LFHQERTIWFLQDYD-QTKHTNHTIVLTNAG--------------QLHP
WP_225024516.1          -----------------------------MNCKTIILRF--RDLVTPTGETIQRHQEIIKSTGSVCWGWWAKPDEQVSGEFLQIQRYLAT--PKQE-LRIFL-----FDSGQSK---IYEAQLVHVYLNG----------N-RMQCPNK-EKSPEYYS--EQQY-NMWFEFSSIAECDER----EVQDYSYSGKVTDF-FEDP--TMFSVFENKQVSSLRE-LKYQDRTIWFVDEYD-PKQHESHEILLSNSN--------------VSIP
MBP8076287.1            -----------------------------MEFETVILRF--RDLVTENNVTIARHKDMIDKKGYVWWGWWNKGNEKLPFEEFCVLKGEIE---SKP-KYFYL-----MDSGQEK---LYKAECLDIKCS------GS---D-KILSPEL-ECTPNYYN--EQKY-YAWFKFDKIEECEAD----EVKNYTYVNVDSLF-VENH--SNYEKFYGKRVYNIKE-MIQQNRTIWFVRNYN-ENDDSDYEIQLLNSS--------------VVEP
WP_060999143.1          ---------------------------------MLVLRF--RDLVTQPGDTIKLHQDIIEKDGYVYWGWWSKAGEKCPSIFLDYQLELA----PLT-KEIFL-----FDSGQSK---LYKAVLSELKFDN-----SP---S-GMDCPDNFACAPEYYH--QQKF-KAWFKLGSIIEVKESEVSNTLQKYSYDDNNHGL-FLEK--NTFQDFFNKKVISLDE-LRHQDRTIWFFKHFE-NG-HSEHEILLYNSN--------------AVIP
WP_017088934.1          ------------------------------MKSTLLLRF--RDLSCPRGETINRHKEIIRKKGYVWWGWWNKGHEKLPSETLSQLELKEE--DDSE-KFVYL-----FDSADKK---FYKATVLTFKAEV-----GG-----ETNAPEE-SHTPSYYI--ENTH-PLWFKFQRIVEVESC---EIIEKKSYESMDDLF--TSK--AHYEIYEDKVVASSEE-LAEQHRTMWRIRDRDFSN-DKTNEIRLRGLT--------------ELQP
WP_130720037.1          -----------------------------MTDTQFAFRF--RDLVA---PTIIEHAKLIKERGEVWWGWWKRPSEDARPEVWDRLAGAS---KGKP-VKVVL-----FDSGTDK---TYEAVVIDVIAPVK--DAET---TVTVPEGQS-DLIPRYYR--DSPFSRAWMKINEIREIG-D----FWGNFSFSEIKRLP-GYDK--AVLDRFKNKKIKNAQE-LRAMDTTIWEIRPAK-AG-DDDEEILLSI----------------SSVA
CUQ90028.1              -----------------------------MDFKTLILRF--RDLDIAENETIKRHQSIIDEKDYVWWAWWKKGNEKTPQDEFGALNTQAD---NSP-IEVFL-----VDSGQRK---LYKALCAQIKAN------KN---K-KIESPEK-DATPDYYR--NSTY-HAWFKFTSITECVED----ELRNYSYVNVDSLF-SEGE--VNYTCFDNKQIYSIKE-LIQQERTVWFVRESK-DT-DSQNEIVLLNSD--------------YVQP
MBO9695911.1            ----------------------------MVDDLQFLFRF--RDLVA---KTIESHQSVIQQHGATWWGWWKRPSEDNRAEVWDALAKAT---EAKP-IAVGL-----FDSGAGR---VYRALVTGIIPPE----EHG---ELVKLPTDR-DLVPSYYR--ESPFSRAWMRLNHIEPMN-E----FFGYYSFRKAPDLP-NYRK--ELLQRFVNKKITESSE-LRGMDLTIWEIRPSA-AS-DPSDKILLTT----------------HALP
EAN0547536.1            -----------------------------MNCKTIILRF--RDLVTPAGETITRHQEIIKAKGSVWWGWWAKPDERVSSEFIKIKQNLA----GKP-LGIFL-----FDSGQKK---LYEAKLKDIFLNG----------D-LAPCPDP-EMSPAYYA--EQCY-HLWFEVFDINQINDG----VINDYAYSDKVKDF-FDDP--TLFSVFDNKQVSGLRE-LRFQDRTIWFVNDYD-PTKHESHEILLNDAN--------------IGIP
HAT8529947.1            ------------------------------MNSTLLLRF--RDLSCPKGETIRRHSDLIDEKGFAWWGWWNKGHEKLPVDTLTNLGLKES---GAN-RYIYL-----FDSAQKT---FYKAKLKGYKAEV-----GS-----EMPTPDI-AHTPSYYE--ENEH-PIWFKFNEIEQVESS---EIIESKSYESMNDLF--LEE--SHYDIYDNKIVASPEE-LADQNRTMWRIRDRK-DG-DKTNEIRLRGMT--------------ELQP
HAM05867.1              -----------------------------MDFSTIILRF--RDLGRADGETILLHNKIITESDYTWWGWWKKANETTPIDEFGILSSRAN---SGD-ITVFL-----MDSGQHK---LYKATCKEIKAFK----------E-KSLSPEP-EKTPEYYN--TEEF-NAWFKFTSVEECNID----DIRNYTYVNIEGLF-GANE--ANYSSFENKSIYSIKE-LIQQERTVWFVRQKT-ET-DKDFEIVLLNSE--------------YVQP
WP_072269735.1          ------------------------------MKETYIFRF--RDLGKSEGFTIDQHNQIAREEGDVWWGWWAKSGEVFPSQELRIAA-------ENL-TEIYF-----FDSGRLK---FYRAELKEVCSSA-----AG---DSKKKAPDNGRKTPRYYN--EDEL-LGWLKVSEICEIHDND--DVLKTLSYIPLDSLF-TTSK--DLDEQLFNKVVFSVTE-LKEQDRTIWKVRPAI-DA-DLQHELLAS-----------------HYIP
WP_152779813.1          ------------------------------MPGTYLFRF--RDLGKKQGFTVKEHKEIIELHDFVWWGWWAKEGERFPTFDLGTAIE------NGP-LEVFF-----FDSGQYK---FYSSLLVEICSGI-----SG---TIPKNSPSE-AQTPEYYK--DEKC-LGWLKLTNLTEIDEE---RIVRNYSYQKLESLY-EKTLG-DQDEQLFNKIIFSPKE-LKKQDRTIWKIREKI-PG-DFEHESLAT-----------------HYIP
MBD5396082.1            ------------------------------MLDIILLRY--RDIT-PSINTIDEHNKVVKEKGRVLWGWWKKGSEQMPDPYLFEIAEEMK--RNSSISKVFI-----VNSGTYE---LYEAALYRIHYDL-----GG---A-KKIPDNI-ELCPKYYS--TEQL-PAWFELGEIQKVANG--LQKLSQYVFSKSNRCI-PNSS--SCLSESEIGQIVRDVD-FLEKNISLWFINKVE-DF-VAQNDYYA----------------------
WP_068067994.1          M--------------------------------HALFRF--RDLSCPENETINRHQRIIAEKGFVYWGWWNKGHEKLPLTSLVELGLTKTV------NDIYL-----FDSAQRK---FYLASCERIFHDV-----PN-----RIQSPDL-SATPNYYL--ETKC-LMWLKLLSIVEVDEK---NIIGVKSYCDLSELF--VKD--NHYDMFNNKIIFDSAE-LSEQNRTIWIVRERK-SE-DKHHKIMLSTMS--------------SIEP
MCC2643934.1            ------------------------------MPDVLLLRF--RDLT-PGVNTISTHNEIANAKGRVLWGWWKKPLELMPDPGLTNLATDLR--PD---SKVFL-----VDSATAK---IYRVNLLRIHFVP-----GG---K-EQPPPEP-DLCPGYYR--TQLL-PAWFEIGKIEENPLE--ISCLASYVFSHNNRSAPKQSA--AALPDSAIGQPVLDID-FLDSNLSLWLIVDTD-EV-GIRGRSSLV---------------------
QJU07754.1              MS----------------------KESSSKEPLPVVMKFSDRNMSSAPDGTIQEHCKVIEIAGYCWWAWWRSTAPADQIPYHIEALSQLT--ASGP-VEIGF-----FNSSLQR---AYVAQVEEVRTEN-----GN-----SFMSPEP-DHTPSYYR--GQEY-PAWLKLTGIQRIDGS---NVKRNESTP-------LRKT--TQIDELKKR----FRE-FTAYDLGIHWLNSPE-DL-------------------------------
WP_222415477.1          MP------------------------AELKVVDSLVLRY--RDFQA-EGHTISEHIELLKKAGEVWWGWWKKESEPSNIDHLGRLQAICD--NEDE-VKVGL-----FDRALGK---FHIANCVHIIFSD-----QG---N---TSPDK-SRTPAYYS--KTKL-KAWFKFNNIEEVDRN---YFVDLFGSVPL------------------------------SAETTLFPIHNGN-MI-DKND---------------------F----
MBG5931026.1            -----------------------------MEAGILVLRF--RDTTE-GIDTITEHQSIIDSCSSVWWGWWKQEKECLSNVNLNYLKE------YKF-DYILL-----INRDLNK---IYKAKIDKVSHSQ-----HN--------EIDL-TKIPNYYSEKSNKI-ETWFLINNFELFQKYD----------TDLDELF------------------------AQSGNPTYLFLEEGK-SR-SKQGD------------------------Q
SIO56157.1              ------------------------------MPDTCVLRF--RDIEE--DDTIREHRQLISASGSVWWGWWKKLSEPDRWREIEELQEKAR--REG--LTVGV-----FEYSTPG---FFVANMVDCIATK-----GS---E-RVPTPDV-RHTPSYAS--EKRC-PAWFRFTAIEEISAT---AFEERFGPPP-------------------------------SGDGTFYPIWRER-SQ----------------------------ASP
WP_048636103.1          -----------------------------MAPELLILRF--RDTTV-GIETIQAHQNIINSNGAVWWGWWKSEKEILNEKEINSLKN------YSF-DHVFL-----INRDINK---LYKAKIKRIAYDD-----DQ--------IGKS-QQVPDYYRSKEKSI-KTWFLINEIECMDEYE----------RKYDELF------------------------ARNGNPTYIFISSKK-KK-NTQSE-------------------------
WP_189693607.1          ---------------------------------MIVLRF--SNYDF---DTIGEHQQVISDKGYAYWGWWKKQHEPWPGSQINRLATSCS--QDSP-ARIGL-----VERQAER---FYVAECEEVTCEA-----ADPIPT-PIPTPDP-ERTPQYYR--DRPW-PMWLKFRSINEVEPA---KWSREFGPVP-------------------------------QGDETFFYNDHTH-GV-D-----------------------------
WP_233978206.1          -----------------------------METGILILRF--RDTTD-GIDTIEEHQSIIDNCGAVWWGWWKQEKEILSDIELEYLDT------YKH-DYIFL-----INRDLNK---IYKATVFRVIHNQ-----AS--------ELNL-SQVPSYYSQKSKEI-NTWFLIKNLKIVPRYN----------LDFDEAF------------------------AKSGNPTYLFLEEGN-KK-NHKD--------------------------
WP_139725941.1          -----------------------------MEPKKLAFRF--RNSQD-GIDTITEHQKIINKDRAVWWGWWKKDHEHIDDNIVELISK-------FS-GNVSL-----VNRENKK---LYTAHVDRVELNT----------A-ESEQKTS-TRVPSYYRGNSDNV-YAWLLISSITEKKYSD-----------TIDNLF------------------------SDNENPTFILYTGKT-SS----------------------------SLA
SEH64834.1              ---------------------------------MIILRY--SDYET---DTLESHIATLAD-GPVLWGWWKKQHEGFPHDLLERAARSAA---ERE-VRVGL-----VHRVDEK---FAVGICSEVVYRG-----DG---E-EFASPNK-SRTPEYYR--DERC-AAWFNFKDINIVSED---SWVDEFGPVP-------------------------------SGDSTIFEARRAR-PA-D-------------------------YPVP

#iSirtuin sequence alignment
id                    sequence
Consensus 90%         .........................................................hh_h_W__lh_______h___b___.......__..____hl__h__ss___..._s_c_lslhh__u__s_...........__________hpbhp_h___.___lhhlu......_____h__hh...._____hphh_________.........___..__h__.._______h___h_______.__
Consensus 80%         ...................................................._____hh_hsW__lh_psss__l_p_lp__......___..p_c_hlplhssss___..__s_c_lslhhlsub_s_..........__p______p_hshhppl_p___p_llllu.._________h_plh.._______lphhs____s___....._____s_..__h_h..h__s__phh__h__________
Consensus 70%         .....s_____h_pRph_LWl_____.........................______hh_LPWphVhs-ssss_lhp_lp__....___bs..ppRshlplhsssPssh..__s_c_LPlalLsGb_ss..........s_psb__bbRphshLppl_p__sp_llllu..s_s_____pl_plh.._pshbs_lpllss_sss___....._____ss.__shpl..hp_s__phhp_l_p_______p
Consensus 60%         .._hssslh__l_sRchhLWl____p....................._____p_h_phlsLPWphVahEsssssllpsLcss..._pssbs..ccRuhlpllsssPssh.._hspRsLPValLsGppss..........s_sshhpppR+hsMLppLpc__s+pLlVlG..sss_p__spls-la..psuhps_lsllss_sssssb..h____ps_ss.__slsl..hpsssscFhpslhsphs_s_s-
Consensus 50%         ..plssslhppLpsRchhLWlpp__c.....................p___ps_lsplluLPWchVahEuusssLlchLcsh..._psshs..R+RGhlcllcs-Push..sLPsRhLPVaLLsGRsss..........spsuhhsppRRhsMLccLpcu_s+pLlVlG..ssssshhscLs-LW..pcuaRspLslVossssussp..h__ahsssus.sphlsl..hpsshs-FhcsLhschssshs-
separator             ==========================================================================================================================================================================================================================================================
Annotaion                             B1                                               B2                              B3                   B4                                           B5                               B6                        B7
ss_from:MBZ5534083.1_A-----HHHHHHHHCC-EEEEE-HHHHE-CC-----CCC-HHHHHHHE-CC--HHHHHHHCE--C-EEE--CC-HHHHHHHHH----HHC-C--CC--EEEE-CCCCCC-----CCC-EEEEECC-E--C-CC-CCCECCCC-HHHHHHHHHHHHHCCCC-CCEEEEEEC----CCCCCHHHHHHH--HH-CC--EEEEEEEC---CC-----------C-CEEEEE--EEC-HHHHHHHHHHCC--ECCC
MBZ5534083.1          SPSLPPEVVRAFIDRKAILWVCQKYDLNSGEQPHDYDLPTPQTIARYRKFPDKIDNQIAQLYWEAIWLEGAASPLLQTFRAS----SAQGK--ENRPVVLLASASDTQAR-VPVEEFLPIRVLPGVIDA-NAPLDAQYGVTKGRVRERTAWDLASQLDQYRGRTLVVLG--AVGESDLARLFEVL--EDTPALDLDVLIVGPGPTAT-----GNQPMLA-GVRVVW--LNGETAELLKAISDAGAPSSRE
WP_220239917.1        PESLPPSVVMRLRDRHALLWTCQVRDLVAGAEPHDYSVDETAAALRYRLQPDPLDLRVASLYWEAAWLEGAASPLLPALRAA---AQAVKP--EARQIVVLAADDDASAD-LSSREFLPVCVLPGVLDP-EAPAAIRYGAVRARVRKRIAWSLAKRLGQYPGRVLVVLG--ARTDDDLDLLSEVL--EDCPIVDLEVLLVWPPDAPP-----PGLHTSA-SIVLHV--WRGTQDDLFTAMDEAGAPQTTA
MCC6262023.1          DKSIPNDIVKQLQDRRALLWVCQRHDLIGGEEPHDYDLPTSAAMLKYRSGPDDTDRRLASFYWESVWIEGAASPLLESIRTV---ANAQPAA-QKRQVVVLAGAADAAAR-VPSEEFLPVCVLPGLIDE-TASPDSRYGAMRARARNRVAFDLASRIREYRGRTLVVVG--ARTTDDLDRIYEVL--EDSPITDLRLLVIWPQGADQ-----PDRPSNP-TIAFSV--WAGDEAEFATALEAASAPVAGD
MBN1461339.1          SDSLSPPVARLLRERRGLLWICQPHDLKPGESPHGFELPAVEAGLRYREAPEELDRDLAAFFWEAVWLEGAASPVLDALREV---ADQQPS-DSRRSIVVLASEADAGAH-VSSQRFLPVYIMPGLIRE-DCAPDARYGVSRGRVRERIAWDLRSQVEHFPRRALVVVG--AQSETDLEPLYEVL--EDRPVIDAHVVVVWPAALPT-----PRAPDNA-ALSFHV--FQGTTAQLTKALAACETPSAAE
KQY38743.1            PDSLPTSITMRVRDRRALLWACQAHDLRPGEEPHDYSASAADATIRYRLEPDHLDLDISAYYWEAVWLEGAASPLLPALRAA---TQMTEP--EVRQIVLLAADEDASVQ-LSSREFLPVYVLPGVLDP-DAPPSSRYGAVRERVRERTAWTLAERLQQYRERALIVLG--ARGIEDLVRLSEVL--EDCPIVDLEILLVWPPEAQE-----PDLPTSS-SVVVHV--WRGTEADFFAAMAEAGAPRVTD
WP_195787617.1        --ELDDALLRCLRSRRVALWIEGTVQ-------------------------SGILNEAAGLPWVKIWSSVSRASLSSALAHA-------KN--RKPLFFDRPDDAPQAW---NESEYIVVYDVQSSTTS----------DRLELVRRQAWNEGLKQLIQGWDGIILILT---------ERMASLQ-----LGRDIELISALAPASIIVLQHGLLSGASA-DGLTNLVTWQGPLLDFVREALSVCSEQEKV
WP_216957335.1        ----------------------------------------------------STIIRVLRLPWLAIWSEVENDRLSKILASL-----DDIP----AVVVHALSDVPPTT----RGRGITYIFDTSISTG---------AAHSAILRKRRHAEELENKVEGYEGVVIAVG----SGERLQRWHEIL---SALAPEAKLIVAPPTGSGP---------GPS-LEGATP--WDDSANQLLDAISSYYVELGKE
WP_139314106.1        --DIADSVHEWRRSSQAALWLTEDCD-------------------------ANSAGDLVEIGWARVWSAVSPQALEQSNSER----NSRLQ------FLHSRNEVPMEG----AHRGIQFIYNTSREVV----------GAETADLRRRRAEEMENIVEGWRGAIVVIG------KLSDQLAELF---RSLAPTAQIFVIDSDDAES---------------RASL------VQDFLKILQSLENLVADE
PWC95993.1            -----------------------------------------------------------------VWSGLPANVVAPLLDEQ-------------RRLYQIIDNKHDLPS-VGANVNLTVILDISVSNT---------ISRPKNFLKSRHAAELENEIEGFSGLLVCAG----------TANQKW---------IEIVQALAPSATI-LLADWPSDIPKQDSEPLL--WPSGLLDFFDKVEAHLQDRSSA
VFK55423.1            ----------------------------------------------------------VGLPWVNIWDASPEFDVSNLWESV------DNS--RRPFKVDRPEQDHNNF---PVSEFVRIYDVKQRETD--------------GLKQKRSIDRLKDRIEESNGLLCFVG------RAQKNWDDIH-LAQELADGMDIVVLDAEEAAG------LSDDCP-KILLW---WDKGAESFANACKAMIDLGDAP
WP_007413374.1        --QFPDTVMHSLANRDVALWLGDGLD--------------------LSSTNLENLREFISLPWKMVLCESNEPRLIQTIQSI-DAAGTPVD--RRRGFVHVVASDPEGT--QLPPRALPVFLLSGRRDA---QVPEEAASLGRLATTRRRLNMINQLVAARPRTVILVS--AGREQPLADFFALW-KEESFRSLICLVSSAEADAKR--MDEWLGESGS-APAVDH--CESPLSLLVPSLAGRLKAVFTE
MAX25603.1            ----------------------------------------------------------LDLPWQAVYVNSSELPIVEARAQL------RGE--ERGARLRIVIDDPSDY--IFGPESVPVFCLQGLNSE------SSSTNLPKLIHDKRYLNMLSKMPLH--QFIFFIG--AAGKNDLGIVHDVA----QIAQTIGNVIITTDQYNR--IDLNFSEQLP---SLYL--WESSENQFVETLMQLNQSSDYS
MCB5288452.1          --KISDDVLFELMNREAALWVCENTL--------------------IDEEQITLLAQLMVLPWKVVLCESSNAKLIEKIEKY-GALEDELS--LQRGFVHIIASNPNVR--QLPERALPVYLLNGRSDS---QELSESPNLSGTSAMRRRLNMLERLESSLPKQVVVVG--TKVDEVAKQLAELW--STEFRAFLNFVVPETIVSKS--ITDHFESVAD-ISSVTI--VYSELSEFASYALNRCNEIIPD
EKA39993.1            --NISDSLVSSIETRDVALWIRELGD---------------------IE-STDPIIAFASLPWRAIFIENYNANLVSALENA-SDFDSIET--RRRGFVQIIDNDPTAS--QLPHRCLPVYLLNGKNEA----------NATDFKSRLRHLSMLNVLQESQVRSVVVIG--DGEDIIPPSLTELW--KAGFQSYLTVCSQRQDATDL--LTKWVESHSR-AKVVNL--LSLDITSAAIETVSKYRQTYPE
WP_164572113.1        ---PPSKRNDILIQRYASLWILPDAK-------------------------LSDVEPLINFPWINIWNTNPSIDIEQLLSLS------STG--RQAVIVESADADVSDF---PSDRFVRVYSTTSQKAI-----------RSKTLAHFHSMQLKNRVSDA-VGLLIFVGKLDRAGDDLSFIQEVA-------PQLHLITFRHDTPIA------PDSPGQ-SDIYCF----RDSVEFLDTFRSRIDDAPPQ
NLY00504.1            --KLPDSYMRHIASRDCALWVGEGFD---------------------QPDEIQAVVELIQLPWRMVLCESSEAGFVQSLEAVAQRSEAQFT--HARGFLHLVASNPEGV--SLPPRALPVFLLNGRADA---QDPSESSKRTGMAHKTRRLNMLNTLVRAKPTSLVVVA--NDDPRLLEQLVELW--QDGFRCLLSVASKSAEDGKR--IDAWLTQPES-PSAIDF--CPVAVTDFADDLIARTRLEIPE
WP_069909107.1        --GVPVPLFSQLDTRDAALWVMNADL---------------------EPAQRGALADLMRLPWSVVLCEIVNSELNETLEST-ELIESVLV--RRRGLVHLIDTNPSDY--PLPPRSLPVFLLNGRPTT----------KLSAMAALTRRLTMLEELRRHPVKHLVIIG--SPDQRALEELSGMW--EDGFRPSISVVSDNP-SESD--IPSWIDRTGA--PAVGV--LELSLVEFSQQLADRFVAD-RD
WP_070289237.1        -NSFSDSLIVGLADREATLWVCGTIN---------------------DPAKITALVAMLRLPWKQVYVEDANPRLAEELANQ---DSDALV--RRRGFIHVIDSDPSRF--SLPARALPVFLLAGRNGE-----------GSGFQRQLRQLTMLDELRRSNVRQLVVVG--DADKPFPTSLDDIW--DTGFRTRLTVVDASEDASRR--LAAWLDTHGQ-GPTASV--ISLDAQDFAERLVVAFNANYEE
ACI97505.1            ---------------------------------------------------------VLGLPWAFVFSESSDQALITALEAT-ESVESPLV--RRRGIIHIVDTNPSDV--PLPPRSLPVFLLNGRGGT----------RNSGLAALTRRLTMLEELQRRSIKHLVVLG--GPTFALPQELTGLW--AEGFRSFTTVVSDASDATDK--AAAWRAETGA--RTISL--VTTAAGAFVDDLVRRYMEG-RD
WP_146111487.1        ------------DTREAALWIHSLPH---------------------TLEESDEINKFLGLPWRLVLAENISNSIIKKLNAA-ESVNDPST--RKRGFIQIISTNPTNM--ELPHKCLPIYLLNGLDNS----------VKNSFEDRLRKMMMLEKLRSSGVRELLYIS--NSADDNFNELKELW--HSGLRCSLTFSSDFKESPQI--FEKLIQDLDD-IKAANF--LLPSTREVMQKILNSYNEVYPS
WP_124314309.1        --AVPNSLITSIENRDVSLWVRDIDN---------------------NKFSAETLAKFIGLPWRSVFMESYCPEVIKLLESS-LSFEASET--RKRGFIQVVDSDPSAI--TLPHRCLPLYLLSGRSSL----------QTNDFKSKLRRMSMLNVLQESQVRNVLVIG--EGVDAVPAALGELW--DSGFKSYLTVCTTVPGAINL--LEQWVDKHGD-THTANF--LHRSIDELSVEVIGRYHETYPD
MBA5872715.1          -----PAWAVSLQTRAAVLWIGPDWK----------------RFLGPEGAHTEHIQSLISHPWAAVFVDASDLAVADLRELT-------IE--SLELVIRLFDVDPTVE--QLPPNRLPVYFVRGPNRT------TTAGSQVDPKGMLNRLKMLARMPAG--TDLFVIG--ISSAAELAGIAEARSIAQSLRRIIVVDTLINSLEAI---------DHD-SQSIVH--WLVGAPEFFGLLTEAENLSSEK
MBI5847908.1          --RISDNLLSKLESRDVALWIRSLPK---------------------DFRSKEALVAFLGLPWRMVISEVYSPELIEALEEG-EISGKPLI--RKRGFIRIIDSDPSRI--PLPQRCLPIYLLNGRQAAP---------ASSGFADKLRQMTMLEELRRSTVRDILVIS--ADEKPIPVELQDLW--SAGFRSYLTFVTNVPDAAVM--LQEWLGESDS-YLAINL--VNMPVIPVVEDILSRYGTTYPE
EHH2531197.1          --TLSDSTITDIMSRDAVLWIGPGFE--------------------KSGMTNELMAKFISLPWKFIFIESTDAKFLESILSV-LTDENNLI--ALRGHIHVVSSDPRDQ--SFSPRSLPIFLLNGRSNV---ADGPESANLKGMSAVRRRLNMLSYLERFSPKRLCVLA--FNDSDFLSDVAQCW--EDGYRSLLSVISTQPSIVKD-FLSKWIETESF-QLAVEL--TTSPVIDVFRELNEKVVSLLPD
MBZ0115227.1          --AVRDNLLSSLESRDVALWIRQLPR---------------------GELVATSLVPFLGLPWRLVLSEVYDSTTFQTLEAA-ASFRDPMT--RKRGFVQVIDTDPSRI--ELPQRCLPIYLLSGRRSGE---------SSHDFESQLRRMTMLESLRRSGAREILVFS--DDAGPVPPELASLW--SSGFRASLTFVSTSPEAEGE--LQDWLSGAPD-VAAATL--VKAPLSAVVVDILTRYSATYPE
HBK05877.1            -DELPGGLLSALSGREVTLWLHRLPT----------------------ELDSGELTNFIGLPWRDVMLGESTKELLDTLSSN---ANADLV--RRRGYLQLIQTDPSLL-APLPPRSLPVYLLDAQRPS-----------ESEFDRTLRRMAMLGALRRSGVRHLLIVS--DEDSALPAEFASLF--DAAFQPFVTFVSVTAAGLAT--ALAWTEGKSA-GRPVQL--VRLAPVEFIRALVARYAHIYPA
MBY0330972.1          ---------------------------------------------------------ILGLPWSLVLSEAGDAPLLAALEAQ-EDPDDPLV--RRRGLILLVDSNPADV--PLPRRSLPIFLLNGRNGP----------ASTGLAALTRRLTMLQELGRRSIKQLIILA--GPEAGLPPHLSDLW--AEGLRAAITVVSDAPDAEAL--LQAWCDAASA--TNVWL--IPRTAASFSEDLVQRYRSG-RD
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 WP_164743577.1        -------------------------------------------------------------------MA---RILHLSDLHLHGDRE-DELIADN-KQK-AVPASAQASAGDRMRSTLEALARAVIEDELGLDCIVISGDIVDRDD-----------------PKGF-VRLPEIL-APLV-PDVVPP--E-RVVVVPGNHDVLRGAP-----------PSSPERYEDFVQL---REH-GYITPLLEGIDPLEQT-----DGTAAQTTTLT---AVDESYIIVAINSADLCQTDLPIETALES-RFD-------QLQNAG----------NPAVTELLRAWAERGEVDIAWLGQHQLRHAAQALESASTALG-------APLRIAVMHHQLMP-----------VGTVPEIKPYESILNLGETLDWLAMQRIDIALHGHKHVSRPF---TLSHRGLTSVEAEQRMLVVSAPSAGQVD----NQGSPVARLLTIAPV----APRTAGVTIVDIKPVGPGGTIDIG-V-LPTAKWFLND----------DAERGRIVGATAQDVHERIVSLPTPHNAA---ALPLVCVVI-------------DGKSA-LSIPPLYPD-LPST-ESDP---------QAWFDRTIGWWQSPR--AGR---GASFNHGQRITAYGSID--PDLQTGHTNQLKEAARALA----DDADTSRAVAILVEPSADFSG-------EKRLFPAFVLVQFQVRAG--------------LVHVTAYFRKQEMPHWWPINVGELAHLQARLID---DLVARGK-HYDAGSITTITAHPAF--GRGTPRVQ-IPDLDRRADK-PI---RLLELIMPLYG---------------VGDAKKAQQAWSVALSDWAPTEKA---PADGDP-VPVFGIGQLIEAL
 WP_081690911.1        -------------------------------------------------------------------MP---TLLHLSDIHLARVRS-EDVLGDY-KDE-FVPLDERLGRVQMLEETLERLATEL---EQPLDALIVSGDITVSGS-----------------RDGY-ERLEPLL-EKLG-ARRPPV--E-RTLFVPGNHDVTWYTP-----------PSSASRYELFEEFI--SSR-GYVRPILDGVDLDESGVW---RSGREHCPLII---GPDASYVVAAINTSNYSGSREPLLEVDGV-DWD-------ALEASL-------------PEEGRKELLRVLTRDAARVAPSQLTNLRRALEQADVAIAADGHDPRRAVRIAVLHHQLLP-----------VSATEELKSTEAIVNLGLLRAFLRDNHFSVVMHGHKHVGALYWDHVAQDPSTL-DNEPHRMLVVSGATINGPS----AEQHEVARLLELGGP-----KSAPHCNVISLSGVVAGGDLRRG-ASKRARLWPQASLP----PSSRRLGLDVIRGDDLDDAYDRLMSEFDLHRPL-QEVNHVVCEIA-------------DISKA-PSPPERYPE-LPNVRREDR---------DRWFEDLVTWWQAPRSILSN---GLRFTHGGRIHEYGL---------TKIRQFEHAVEALG----QKETSSRAVLVLVDPLEDDLRK------ADQKFPAFCLAQLLIRST----------PHGRRLDCVAYFRKQEMRYWWPINVAELASLQKRACS---ELRGSHYSDLEPGFLRTISTMAFA--GTTVPRVA-VPKIDRAADEDLV---KLTLLAVAASTPT-------------LSGREDLFATWNEFVDDLEPLDAR---DPDGVP-VAEAGLRKVIEAL
 WP_135545199.1        --------------------------------------------------------------------M---RIIQLSDFHISSKI-------------------NLDECKTKISILCECINQEC--NNTEKLVFILCGDVTDGGS-----------------VDGY-ENAKILF-DLIK-LNLVDK--QISYEFVPGNHDLCGGTF---------------SDFDKFITLY------------------SSDE-----YRYEES-GVVL---KEYDDINIILANSVSH------------------------------------------------------RDHSYGKLPLEELLEALAKC---------------KKPIVIVMHHTLMS-----------RYEGDF----SAITNTYKFIELIEKHNVIAVLHGHTHGYSDI------------NVS-KECRIIGVGPFFKKV----DDVNNQYNMISIVAN-----------QVQQVDNYRYSSDIDK---------FVMTC-------LYRRQNINIFSGLSTSEVYESVRNATFAHSC----IYNLSMNVQ------------TKFSDFIVDMEKSFINDI----------------------EKAKDWQSLE--VPK---TLYYNHGQYM------------RAGDSDGISHVISELN----NKATSSRAIIPLINFNDVSGS-------GDNFLPSLDIIQFGFSN-----------EEKTELFCTLYLRALEVNHFLKINLSEIYIMSIKIKE---SIR-----SISKINITILAFKAQY--KEKYSCFR-RAELDMLEER------TLMKIV-----------------------IKRQILIIKDLVKEKFELSET--------I-VNTQGIIYLYNCL
 WP_019229254.1        --------------------------------------------------------------------M---KIIQISDLHINCDT-------------------DLGRIEYKLKKMYLAIKDDL--KTQEEVICCILGDIVDQGD-----------------ATMF-EKAETIL-GYIK-DLYKDY--IFSFEFVPGNHDLCYGTL---------------NDYDKLISKF------------------TTSP-----YTFNSQENIYV---REYNEISLILLNSIYH------------------------------------------------------KSHEFGKIDISSLSEIACE-----------------KPSIFVVHHALMS-----------ENDDDK----SSIRNAYKLIDEIEKRDALAILHGHTHGYKNI------------KIG-QRCLVIGVGPMFKPV----EDINNQFNLIDIRGT-----------IIQSITNYRFSNDLDS---------YNSIL-------EYEKPQTNNYYGHSLQKVYDNIVEDTKNYGF----LMNLKFECT------------MTFESFEKSILEHFNDSL----------------------ELAKDWNSPE--LPD---NLYYNHGQYM------------KYKDKWGTDYIIEELN----NKATSSRAIIPLINFSNVVNS-------NDNFLPSFDIIQFGFEN-----------ENRNNLIVSLYMRALEVNHFLKINLCEIYIMAKDILD---SIR-----TINNISINVLAFRAQF--KEKYGCFK-KSKIDIMTEA------QLTKLV-----------------------LNNNKSEIVKLLKDKVESSET--------V-IQNEGLLHLKNAI
 WP_198876784.1        -------------------------------------------------------------------MASSATFLHLTDTHLRAATT-ELRTRDI-KTA-L-PGVTQDTREAAVDRLLAMVAERLESTNQKLDGVLFSGDAQFRGE-----------------DGGH-AELLAAILKHLA-PHGVSR--G-NIVATPGNHDVPRKSP-----------PSSAIRYKAFLEAW--GAE-GCVIPWLDGDH----------ESNGRNPHVLE---ATDKSWKIVPINSSNWCQTEVSFPDELAT-IWD-------RLPVLA------APADDQLQEKLARQLDALRVHDVPRVSPEQLEALRTMLRSDLSSP--------RQLRIAMMHHHLRA-----------PSLREELKTFESITNQEHVRTFLREQDFVALLHGHKHETALTYEDIYADG----EDVPHRLAVISGATFDNSQ------HRDAMRLVHLKGL-----PHNPSVEVEMLSVTAQGLEPDWS-ACVSLKLSQPRH---------DESAPVMITGTDITEVYERVVEAASGKAA----GGIIIADLDLN-------------PDVRLPLPEGFP--LTSE-MPGE-------DRTKWLQDIVAWWQLPNPKNVV---TFPFPHGSRLRNYNG----------NFDQLNRIISLLK----D-KPTSRAIATLIDPARDFSETG-----TGEVFASFCLVEFKLQEVK---------NGPRKLDIIGFYRVQEFSQWWPVNVAELRQLQYAVAA---EVP-----NVVVGRIVTIAGEARS--ERAIVQVA-VSVLDRWHDQAPT---LFHVLTTVLAGGRV-----------DNELRGRAVDGWYRTLGELQKVASG--SRSTGAP-IPLKGLETFIDYL
 WP_157213968.1        MVTERKVAL-----------------------IDSACIDNSLAPQE--------------GLVGGRGMS---LILFLTDLHLGHDGA-ARPADDR-KVR-VVSDAERTSIRELAEEHIRRLSASIRQQGKEISALVLGGDITVRGQ-----------------LGGF-AELDGFLRTALG-DLLPPP--D-RIVATPGNHDVAWYET------------DARARYKHFLSYC--VKA-GYVTPPLDGIDLGPAA-----PVFTPGRHVLV----DSEGWFIAPLNSSHWSGTRAPLLDNFGN-----------DLPESAIDGLRSALSGDALNAELIEQLLKFRQFDMSRVSKDQINAFQKTIAFARTAVGD----VNDALPLVAMHHQLSP-----------VGEREEIKPFESLSNLGQVRAVFEENGIAVTMHGHKHDLLTMWSTTEHGSVDGRGVRKHEMLVVSGGTIGGGGV---PDSGRLATVVEISRK-----LRGHEITVRSVADFIAKRPAETRGYFLSGRRFEPLG-----------ARGGHIEATTFSDGYARLVAEGEATKG--SLVKNLSITIQ-------------DLSEV-EAPPAGYPEDAAGT-VGAL-------PLPDWFNQVTDWWQSVLVDAPR----GVFTHGRRLKLHGG--------KLDANQITKMIETLA---DRRPNNGRAIATLIDAESDLLGKLGP---APASFPAFCLLQLHIRTS----------GSDTFLDATAYFRKQEMRYWWPVNIAEIKRVMVTVSD---ALK-----DVKLGSITTTAAIAVW--QTTRSRVS-VPAIDRMFLQSEEGRRDLMRMAALIAQPES---------STLAPERDRLIQLWRIALEDVVPPEES---VMDSIP-VAIEGIRFLRDAV
 WP_134652746.1        -------------------------------------------------------------------MA-KALILHVTDPHFFEVEA-SPLIHDH-KVT-V-TGLKQDSRQEIFGLTLELLSKRLQERKETLDAVIFTGDAQDRNS-----------------AGGH-QELREQLLKHLA-ICGVRR--D-NIVATPGNHDVNRELP-----------VDDKERFKEFMKTW--RDN-GAITPWIDGEENG-----------DARKHRFE---DPDKLFEIYPLNSSHWAQTTLTPSKAVSD-LLP-------ALQKRFDKKIDPAEFEQAYNELILPQLQKLASADIARVSPEQLDFVRNLIGQQKPKV--------RPLRIVALHHHLIA-----------PSVGEEFRPFADITNLSLLRAFLRQNEIDIVVHGHKHVENLTYDYIYPNDGPL-NLEPHRMMVISGGALDIRR------GDSPLRLIRLSGM-----PGAPEVEVETIPLAVRGLNLEDG-PRLKGRVWRTNH--------TVGGGPVIITGNDIDEVYSRAVRAAHEEAQ----GGMLIVHLDLE-----GPK--TDEKAKQLPFPHNYP--DPDGEKPGA-------FGQDWVQSLVSWWQLSRSVLEE---RIPYIHGTRLERFAG----------KFNQMNRLIALLK----QNKSTSRGIATLIDPARDFTADG-----SKEDFASFCFIQFKWRSDG--------SGSRNLLDCIGYYRAQEFKHWWPINVAELRELQMQVAN---AV------DGVPGRITTIAADARAVFTRTPGQVA-VPTIDRWLDQAPE---KLASLSMMLSGIP-------------LPMEQGLARTWSEFLTDQQAAADPSNYNPEGVP-VAVDGLRMLERLI
 MBK6566186.1          M-----------------------------------------------------------------------RILHFSDAHFGSKDN---GFGDY-EST-H-YYIDEVTRKSDPNVILNLLKTKF--KPNQIDLIVDSGDIGWSGV-----------------KDDY-DLAIPLY-EGLM-KYFKDA----TIVIIPGNHDVQFSKI---------ESKDKQDNYLNFIKKLYGKKF-NINFPFYENED----------------RHTLVFYKHIKNKALIVGLNSA--A--------------------------------------------NIVEHMSQI------HISHKILNKINSKIKSDKIA--------NDTLKILVVHHHLLPFIEPKWQNNVSVNNVTETVDTSLIVNSARLQSWLGENKFHMVLHGHKHLFHGREDLLWHDR--LYEREQRKLLILGAGSIGVKDDSRRPSPPSFNEILVFKSQE---SEFKFSVSINRIKETS---------TNFIIEEWIKRNH-----STSTKQAVNYFEAKNVAECHEQMAFEIEPNKK----IYNFVSIIHESRFILPSTCLIHDNQASITDIQNSFYTLHPEFDISQD--------KTGW--NYAKGIRRSFTKRSK---NYNIDHGSRLFGANDVVNLVELENKRIEEYFPVFKAIQ---NLSISSTRGYVGLYNFELDVKK-------DSSALPGLTGIQFVPFEE----------NGIKRLDIVAFFRNIELSFWWVVNCYEMEQLLNYACR---KTQN----AYVPGRITFFSSIAEW--STDHSKVAFKPNIELYSKE------QIYNLVSKL-----------------EILDKSAINELKSLLKDYLVKLSEI-------N-INILMLDELNSMM
 RUU14173.1            MEMFVRIARRGWMFHENIL----------------SCFHESMQLAST-----------FCGHFQEITMPNSALFLHVTDAHLTSAGT-PFERDDH-KVQ-I-AGIQQDTREGALRLMLQRLSERLAKEGRLLSGILFSGDAQDKGQ-----------------PGGH-QLLLDMLLETLA-NVGATA--A-NIVAVPGNHDVLRGSQ-----------PGSPERYADFLAAW--RKA-GCVTPWLDGVDR---------SLSDGGEHRLV---APDGKWAVYPINTSNWSQVNATLPEPLQS-VWD-------KIPGAM------AFGDTEKEARLRHQLNELARYDMARVSSQQLEALRSLIETSPRPVGG------MPLRIAVLHHHLRA-----------PSLREEVKPFADVSNLEQLRSFLRDRQIAIALHGHKHEHAVQFDHIYDQN----GHGDHRTLVISGSTFEPGK------ETDSLRLIAVAGL-----PSSPSVAIEPLSVTRGGVEAKEC-APIVRRLWSGSS---------MPGSPILIQGTDIDEVYERACEAAGAEAA----NGILIVHLDLP-----------NLPGEDLPLPSSYP--LPEP-MEDA-------DRRIWLNELVAWWQLERSGLEH---RMPFVHGSRLRRYGG----------KINQIDRIIKLLK----E-KPSTRALAVLVDPFRDFTEDG-----QNEEFASFCLVEFKRRDVS---------SSQRFIDAIAFYRAQEFARWWPINVAEMRLLQQEICS---SL------GFLPGRITTIAGDART-HSRSPTQVA-MPIIDRWLDQSPE---RIYLLGNALAHCNV-----------REGRQCDAVRGWFRTLTDLEAATKE--YNADGLP-VPIEGLKHLGAYL
 WP_069875347.1        --------------------------------------------------------------------M---KILQLSDIHIDSTT-------------------DIETVKTKLTKMKESILSRL--VPGEELLICICGDIIDKGD-----------------STLF-ETACIIF-DYMKNDLFSTI--AVKFEFVPGNHDLCNNEF---------------ADFDNFTKRY------------------TEVQ-----YEYNDKVNSHL---RAFNGIDVLLSNSTFH------------------------------------------------------KNTKIGMLDIQGLRKLPSE-----------------NPTILVVHHTLLS-----------ENDGDT----SAIRNAYKLMEWAENNNIIAIMHGHTHGYKNI------------LIG-ETCRVIGVGPFLKEV----PDINKQFNFIETSEG-----------RIDKVTNYRYSADLDM---------FTRHD-------VFIGERCNTFTSSSVKDLYDTIVRETKHYKS----IYNLKVTLS------------SEFNSFEKEIQTYFSDII----------------------PVACDWQSQS--VPE---SLYYNHGKYM------------QSESIWGMDYIIQELM----NKSTSSRAIIPLIDFNMVANS-------KDRFLPSLDIIQFGFAD-----------DQRSELFLTLYLRALEVKHFLKINICEAYIMAQQLKD---KIR-----SIQRINLTIVAYKAQY--KENYGCFR-KAQIDSVTES------DLTMSI-----------------------IEKDFKAVIDMLEEKIDLSET--------V-IQDHGLENLNKAL
 WP_183491168.1        -------------------------------------------------------------------MAKNGFILHVADPHLFEKEP-ARGFHDL-KAS-V-EGVTQDTKEETFKLTLELLDKRLAKEGIKLDAVVFTGDAQDRFS-----------------SGGH-TWLRDTLLEVFK-DRGITK--K-NIVATPGNHDVDRNLL-----------AGNPARFKEFIEVW--RNG-ESVTPWLDVTDNA----------ESSLAHRFE---NEGKTFEIYPINSSQWSQTKLKAPASIFS-MLP-------ELTKSL-TGVEPDLVKKAYDEVILPKVEELLSADIARISPDQLFYLSNLMQHSGRDE--------RRLRIVALHHHLTA-----------PNVSEEFRAFNDITDLSLLREFLRENEVDVVIHGHKHVENLTYDYVYPSDGGSLDRPPHRMMVISGGALEVAK------GASPLRLIKLSGL-----PGAPEVEVETIPLATRGLSLKRG-PSLKGRVWRENH--------AVAGGPVIIKGTDINEVYIRAVRAAQEEAR----GGMLIVHLDLP-----NTT--TEDREN-LPFPRSYP--DPDSEPSGS-------AEHAWVRDLVSWWQLPRSTLEE---RIPYIHGTRLERFAG----------RFNQIKRLTSLLR----QNKTTSRGIATLVDPTRDFTADG-----SKEDFASFCLIQFKWHVDK--------VGGRNLLDCIGYYRAQEFKHWWPINVAELRELQQQVAA---AV------DGEPGRITTIAADARAVLTRAPGQVA-VPVIDRWLDQAPE---KLAGLATLLAGASS------------IPNGTEIKTAWSEFLASQASAAETSNYNPEGVP-VAVDGLQMLARLI
 TGY88057.1            --------------------------------------------------------------------M---YIVQMADLHIGASDL------------------TIPEEEEFFLKSAELIKNQI--PREETILICLCGDIIDSKGMKAGSSN--------EIEDRY-KKAESLI-TKFKDEIKKEY--NVIIKCCPGNHDATH-----------------MDDLVGFVLEVD---------------DESPSK-----EKLEKC-YTIE---IKGLETKVIFVNSCKG------------------------------------------------------NQHEKGCIDYDTLEQELVDLGQ-------------NTKKIIVLHHTVMS-----------MFEEDS----SPIRNAAKLTNLIDKYNVIGVLHGHIHGREIL------------SLGKNQCKIIGTGALFSRNN---TNVNSQFNIIEFKNN-----------LFLKILNCRYLADGGNE-P------WDIKD-------LNNSGISNIFLGSTFSKVYHQLMDTLNVMTP----IYNMRLEIK------------AKYKEFVQDLEEFFYEDL-LK-IGKN---------EWSYFELGKLWQADE--VPK---QLYFNHGSYY------------KMQEMNGIEYVVNALK----IKPTSNRIVLPTYNIESVVESLD-----DKNYLPSLASIQFG--------------KDREKLIVHMHLRALEAKQFLKINICEIDFLLKKLKD---SAI-----TFEDIEVVISAFRVQK--IDKFHCFL-KAEIDAMNQT------DLTTIV-----------------------NYKNFSELYQLIKEKSDGQET--------V-IKTKGLEQVYCAM
 MBR6096458.1          -------------------------------------------------------------------ML---YLMQMSDFHFGGAGY------------------SEREEEEILKKMAEKALNSI--PAGAPLALCLCGDFIDSKG--------LLPQQTMEAKKRY-VRAQNVLRESVVIPLSKKH--PLRIGMCVGNHDITHIDA--------------MKSFAATLTAG------------------SPAPFP--VEKLNSS-YAIH---FDSDNLDLVFVNSCAD------------------------------------------------------GDYVRGSINYVALEDTLKGLDR-------------NSSKYLFLHHTIMS-----------MDSGDS----SSIYNTPELIRLLERYSIRAVFHGHIHGQYML------------PVGERRCHLLGVGAVLSRNH---ADVNSQFHLLCSRNG-----------YLVEGRSFQYHSDLARN-PNGAA--FSTQD-------LFPAELQNCFFGESFSEAYRELCGAVTARKK----LYQVQLHVV------------SSFEAFDRDVSQNFGEKIELH-TDDQ---------AYSYYQLAQLWEQPK--VDG--DKLYFNHGMFF-----------STEQYPNGIDYVKQELR----KKPTSSRAILSTVCSREISETT------PDSFLPSLLSIQFGFD------------SNMRTLYITMNLRAWEISRFAKINICEILYFARDIRQ---SFP-----SVEKIDVVINAFRAQI--KKNFGCFL-KATLDKEKTQ--------LKLSGYFSTFRQASQGCDETQTGYLSFLKKDVNQVLTLVREKHMRSET--------V-IELTGLDRLKCAV
 MBA2765285.1          -------------------------------------------------------------------MT---WILHASDPHLGDISP-GQSLDDD-KLD-I-AREDLETTQQVFRRTLDGLASFV-AEHGRPTAAVFSGDLAYQAD-----------------KTGF-QAFEKLL-VDAA-PLLPDQR-R-RIVVVPGNHDVVWGTE-----------AGTKARYAPFMRAT--RRR-GCTTPLLDGIDFSTRNNEKIVLPDDLRRHLIA-----DDDVVIVPVNSSNYCGTTPRVRGGYKPSEWERASTKVRALAKLADEHPTVQEESKTFAERLHKEVERLRQHDIARVSRRQLLAVAELLRSSGVPPQRQPG--DHRLRIAVLHHQLLP-----------VSTREEWKTFESIINLGLLREQLVTFGFDLVLHGHKHAGHVYWDHAT-GPDHV-HAPDRRMLVIAGPGHFGV-------GEPVLRAMMLEGP-----RAARNLRIRTFAGLDAGAGTPAT-TEEVVPLWRARM-------DAEHSRAPTLHGATTHDVYSRLCAHFEQTGS--DSARNVVCDIA-------------DSDAA-DTLPADYP---PTG-RHDA---------QAWFEEIVGWWQKDRSVLVP--DVIGFNHGERIYTRWG------------DQVERAARSLG----TRSESSRSLITLISPKETGRYPDDGRPLDTGTYPAFVMAEFMLAER----------NGHTYLDCTATFRKQEMRYWWPINVAEIAALQRAVIA---EMETKP--APRPGAIVTVSNIAIY--GATLPRVA-VLELDRLVED-PA---DIWALAEAVVAPDT--------------TSEPTRARWRHILDELGRTPES-------PP-IPKVGHHRLVEAL
 WP_233137945.1        -------------------------------------------------------------------MTKEAVFLHVTDAHLDDGIQ-VVKRDDH-KEN-I-SGIDHSTRNRLLASTFQRVAEVLSSRHLRLAGVIFSGDATDKSK-----------------LAGH-KHLYELILDHFS-DFGIEA--A-NIVAVPGNHDVLRGSA-----------PGSAARYQDFQNVW--RVP-GCVTPWLDEIDK---------ASEPVEGHMLA---APERDWLVLPINSSNWSQIKLGLNDTIAP-VWE-------KLHEVP------G-LKMDERAALRESLDDLLHADMARVSEEQLEYARKLLAASQPLHGC------RQLRIAVLHHHLHS-----------PGLREEVKAFADLTNLSLVRTFIRQQKIDVVIHGHKHESTVGYDYIDDDA----GGEVHRTLVISGGSLIGDG------GGHPVRLLTFRGM-----PSTPEVTVEEFGIPRGGALTEIK-PQKVRRLWQAEE--------ALPGGPIVLQGSDIDVLYDRAIKVVSDGLG----GGALVVHLDAD-----------DTAGVDLPLPRAYE--VPGI-KDDA-------GRQKWLGELVRWWQEPHSKLAV---RLPQAHGARMRRFGG----------KLDQIERIKRLLK----T-KTTTRAIAVLLDPFVDFEPGD-----GKEEFASFCLVQFTRREPAGTGPRLEGNAAKPRVDCIAYYRAQEFRQWWPINMAELRLVQRQISS---GI------GALPGRITTVAADARY-ITTAPMQAI-VPIVDRWSDHSPE---TLHVLANALVSDLP-----------FTPRQQEVVDEWLLSLENQLLATQA--WNEDGMP-VALEGLETLHSYL
 WP_184998081.1        -------------------------------------------------------------------MS---FILHLSDLHLSPPDD-RETVGDH-KIN-VIPLHDRVRRTELIRTTLRELGRALESGRRRLDAVVVSGDVTYQGR-----------------ADGF-GLLPRTL-AELG-RVLPEP--D-KILIVPGNHDVRWYTA-----------PSSEERYEQFLTL---REH-GYRTPLLEGVDFDQYGEM---HHPPPVPPTVL---ADDESFILVGLNTANHCGVEMEVPPEVRA-AYD-------ALSGRA--------DMDPQLRIILDDWRLRGRFDVARLGPHQQRHASDALRRDAPP---------GAVRIAVMHHQLLP-----------LSPDEEVKPFESLTNLGEVRDFLAGNDIDLLLHGHKHVEHMYADRYRPNLLGL-NSEIRKLLVCSAGTIGLGQ----SHGGEVAKLLTIDAA----HRAARRVTMESVPATRSGIPLKVG-A-FRSQSFRIAN--------DEPSETGEIVGTTAQDVHEQLIDLYVKGRV--PPRSPLICRFT-------------DGQSA-LTRPASYPH-LPLGRADDN---------DDWFERMTGLWQRQT--PIR---GMPFNHGSRIYNFGG----------TRDQLSAAAETLS----RDPASGKALVILLDPLRDHADG------QDHRYPAFCLAQFVVTGE--------------KLGVVAYFRKQEMHYWWAINVAELAMLQERMLL---ELRGFDS-HYVPGEITTVTAMPVV--AEKVPRVA-VPRIDQVADEQPG---ELVRLALSVCARD-------------LPGREAFVDQWSAVVNDWKPGLTA---TVDGDP-VATFGLRALAEVI
 MBA3422833.1          -------------------------------------------------------------------MT---TILHLSDLHLGPPAE-HQYLDDH-KSL-I-AGGDRRAEKHVLREALESLAED--GLFARVSAVVVSGDLTNKSC-----------------QDGF-DEFADVL-RPII-DAVGAR----NVLVVPGNHDVPWDPG-----------PGDPDRYKGFLSAT--RAH-DLVTPLLDTEDFDGAGRP--FGTLTPERHLL-----RGDDYIVVPINSSHFCWGQEPLDDEAAE-----------ALVTAG--------------ADVTDLVDRLRRHDVARVSNAQLRALLDLLRKFEPALLNPGG---ERVRVAVLHHQLLP-----------VTPNEELKSFEALSNLGAIREVLVQLGVQVVLHGHKHEGALFWDYVA-DRGDL-DRPPHRMVVAAAAAAFRP-------GLSIGRLIHIQSA-----ASARDVLIEDVHAGTARGGAPRLGPARRARLWRPRS-------VDAIGDAMVLSGESVAEVYAQLQSVFAGRSAD-QPLRDLTCAIR-------------NGDDA-GRVPDGYP--QPEG-VEDV---------QSWMSDLVRWWQLPEPQLLQ---QVTFNHGERIHRHWK------------DQVKRAAETLK----SSAHTTRAVIMLLDPWTDGE--------PEGEFPSFVLVQLQVVAR----------AERRELDCTGYFRKQEMRYWWPINVAELARVRDAVLE---HLAGDH--AASAGRLVTISGYAAA--GDRLPTVA-LAAVDRAVDQHPE---HLWAMAHELVHPGR--------------RVAEVRDLWDRYLRELDPRGDD---PSGELP-VSYRGLRDVERML
 MBS1888293.1          -------------------------------------------------------------------MS---LILHLSDLHLGPASP-GQRDYDD-KFG-M-DPDEGETETDHLEHTLEALGRRLVESGNGLDAIVVTGDITKGNH-----------------TDGY-RAFPPLL-ELLG-DAMPAE--D-KVVVIPGNHDVDRDLQ-----------PGDRAKLARFMDAT--RPR--YSTPLVKGLDYKSDNLH--LNPGARGRPKPV---VDLGDAVVVAINSADYCWTKEQKTKT----DWD-------AVLAAYLEG-DTGDGAEETRKRAAEELKKLRTHDIPKVDKKQIDALKKRLDVAKIGDDADRD---PRLRIAAIHHPITP-----------ATDQEEIKPFEVITNLAIVRTFLYRLGFHLVLHGHKHTSYAAWDWLAPPRDDL-EIKARRAMVLGAPGRFRV-------GGIVCRLIEVSPEGEEPVAGAPRVRIVPIK----GVDAAES-MALDIDVWPKYSLAQPAFTSANPMTPWVIEAETADAAYEQVRDLALPDPG----GRPVVSVVN-------------DPAST-ADYPTNYPD-----------------KKIPRLGDLVDWWQLPRPEAVSSYSGSTFNHGERL--YGG-----------EDSVDRAVAALP--------SSKAFALLVRSGEAG---------SEAESPAFLEVQLQTRSLV---------KGRRALDVIGVYRKQDLNLWWPVNMAELARIQAKAVATANDLKHLEA-EWEPGRLSAIAMQGVH--DDVLPQMA-GTLLDRAVDLRPE---WIYRLAYLAAVPDS------------ADEDAEVLTEWGRALGDIGD------RPPKGLL-VPSVGIERLCDAL
 WP_222418008.1        -------------------------------------------------------------------MASEARFLVLTDLHLAG----TLKRDEI-KSP-SIPKIENPSRIAATGELLSSIADYLRRRHLTLEAVIFAGDAQDKGS-----------------KGSH-DAAYQSIVDAFQ-EFGIDA--A-KIVSTPGNHDVLKGSP-----------PGSEERYADFASVW--REK-GCVVPWIDGLDPQ--------KPSDTVRHRLV---ADDAQWAIYPLNTSNWSQVRANVPKDLAT-IWD-------ELPKKM------AQGNGILEEQVKAALGRLLDYDMANISNDQLKLFRQTVDDTPQPTAG------SQVRLAVMHHHLRS-----------PSFRVEYKPFEGIANLEQLRSVLKETNVAAAIHGHKHEHNFRYEYVQSSD----PDFPHRIAVVSAGTFQDGA------VHDAALLLTLKGL-----PYTPEISVERIDLPRMALDLTVS-APVSLTLVGMRN---------VEGAPVIVQGSNLDELYARAVKKAKSHI-----GETLIVHYDPS-----------DTGKGSLKLPSQYP--RSNG-VTEE-------EMQNWLEDLVQWWQLERSSRDN---DFPYPHGSRLRLFGG----------KLNQIDRIVKLLD----Q-EPSSRALAVLVDPLRDFDRNG-----EDEAFPSFTMMQVRKRETL---------RHTFSIDVIGFYRAQEFSQWWPVNMAELRLLQSELAD---QL------KANLGTITTVTTDARF-KPQGPGQVA-VPVFDRWVDQSPE---KLFMLALTLSGDTR-----------GEPFQESLLREWVRSLNDIKEASSA--ADIDGLL-IPAEGLKTLVTYL
 WP_025239254.1        -------------------------------------------------------------------MG---TLLHLSDLHLAGPSAGSDVIGDY-KID-AVRPGDRQRRTSVIGHTLEQLGLALTAAEVRLDAIVITGDITAQGS-----------------QDGF-DLLPAVL-ARLG-DALPPA--D-RILIVPGNHDIVRDTQ-----------PSSVERYARFITL---RTH-GYRTAYLDGVDANDAGTL---CADPPPNPYVS---AADGSFVVVGINSCDMCGVNRDTEPAVLE-SMA-------EIERLAAQ----TDSTGRAVKALYDAWTERGRIDVARVSEVQRKLCNGLANRARAAIVDSGK--APPVMIAAFHHQLRP-----------VNSDEEFTPFEGITNLGEVREWLAGNKFDILLHGHKHADRVAVDLFVPFAEGN-WGASHRLLVISAPTIGHGQ----PASNPIGRLMTIDTD----LPRTSDLTLQLVPSRSAGTPMSLS-A-LPAEQLAIGS--------DDGPRVGVLEADTADLVYDKILGALSKLGDL---PLPLVCRFH-------------DGPSA-LTIPRNYPD-SRST-ADGQTESERREWLQDWFDQTVAWWGRPT--RGP---GGPFNHGERIRLRRG---------VDPSQFESAIDSLA----SKGTTSRALMLLIDSATHFND-------GNTQFPAFALIQMFEQDG--------------KLAMIGYFRKQEMPHWWPINVAELARLQQEAIT---ELGGRGI-TLTAGTISTVTALPVT--GSSAPSVV-IPDLDRRMET-PA---TLLELIVPLYYGGA--------------GPEEMAERWNRILDDWRPNAQA---AADSDP-VPVQGFTYLVELA
 MBS1881492.1          -------------------------------------------------------------------MT--PWILHLSDPHLGQ----GHKLDDD-KDQ-LEGQPDLETSQRVFERTLKTLSGFV-SKHGAPEVVVVSGDLTYRNS-----------------RTGF-ERFVKLL-TEDH-AVLPKDH-S-RIVVVPGNHDVDWDEK-----------PGAPARYADFLEAT--RDI-GCVTPLLDGVDFDPTSGK---LSGGPSTHHVQ-----TGDFLVVPFNSSNYCGVLTNQRDSKSEDEWR------KELAPLGDR-----------AEELMEEIRRGRQVDMARISRSQIEALGEYFARQGLSTDHDPD---QRLRIAVLHHQLLP-----------ISTREERKPYESLVDLGLVRETLRDYEFGLVLHGHKHESGIYWDTVTPAADQF-GGRFRRILIISSPGDFQV-------KGPTMRAILSAQA-----PSARNISVFTFGGAGANRVHPDILSEQVVPLWTGSG-------GCDVKDEATISASGAHVGYSRLRSLFSLRDT--RPQQNLVCEID-------------DPSDA-GELPPDYP----TA-MENP---------QAWFSDLVSWWQKDRSELVQ-LGLTSFNHGERIRRRWG------------DQIDRAIRILG----AREGSSRALVTLVAPRETGRYEADERSLETGSFPAFVLAEFSLSER----------DGKLLLDCVGYFRKQEMQFWWPVNLAELALLQKEVRD---GLKD----EIGIGRIVTFAAIALW--EDDLPRVA-VPILDRLLET-PG---RLMDMALSVAFPDA--------------DLEVARDDWVQTLVDLKGNGRP------QPP-RPHAGTSELHENV
 MBD8894835.1          --------------------------------------------------------------------M---YLIQISDLHLGDCC-------------------DLKLISKKIDSFFESVQQKV--SPDEEVILCVLGDIINGGN-----------------ASAC-KDAIEII-NYIK-CKFCNYL-KFKIVAVPGNHDICADEYGN----------LSFHTFNVLCNEF---------------------D-----YFCKGDCACVK---VEFDEADLLLVNSVFH------------------------------------------------------RDYKCGYVDIDEIKKIIIT-----------------KNTFIVMHHSIFG-----------IDKFDM----SAIKDGYSILNYVEKNKISGILHGHTHGYRNV------------VIG-NDCRIVGVGSFLKQV----DDINNQCNIIHVDHN-----------GIYSIDNFFYQGDFKE---------YKSQN-------VFTQKPTEIYSGVDLSDIYAKIKSDVQKDKI----IQNFCMKVK------------FSLEEFESQVNKYFSDNI----------------------KDAYLWQSKE--LPD---NLYYNHRQFM------------QSKNKDGIDFVVDELN----AKPTSSRAVIPLIDYDRVINS-------GDGYLPSFNIVQFGFND-----------DSKTKLIITLYLRALEVNFFLKINLCELLLMAKEISE---SIR-----SVQDVDMNIYAFRAQY--KEKFGCFV-KAKIDTLSSA------DILMLI-----------------------CHSEFENIISLLKEKNDFCET--------I-VNKKGILELRSAF

#AEP-1D sequence alingment
 EKE27056.1      FYLKIYSLDN-L-KKNALNLLK-SLKV--KR-YK-----D------Y-VIG-LNS-RI----------NQY----------------E--NNHILMLDIDSVNP----------------------SIESVLK--------PI-----------GGVLLKSG--RGYHFI-----G-KTIYQGFTE--WS--KKLNLLKKTP--------------------------------------------------------------------------------IL------------KDHIDKAHIEISL-------------------------ARGYSTLRVTSSPV---K-PTIPYFYK
 MBI4678789.1    FYLDIFGVKQ-I-AAGATRLLR-GLRV--RR-PK-----D------Y-VVG-LNS-RV----------NQY----------------S--DDHLIMIDVDAVDP----------------------AVESALK--------PL-----------GGILLKSG--RGFHFI-----G-HKVICGLQQ--WH--RQLKAILRHR--------------------------------------------------------------------------------KL------------KMHVDKDHIAISI-------------------------KRGYSTLRVTASPV---K-PTAPCFYK
 WP_223997578.1  FYLNIFSANN-I-QTQARRMLQ-NLHV--KR-PN-----D------Y-VVG-INS-RL----------NQY----------------A--ETHLIMLDIDSLDS----------------------SVEAHLS--------RI-----------GGILLKSG--RGFHFI-----G-NTVIEGQDL--WE--KTMRQLKRSK--------------------------------------------------------------------------------EL------------KPYLDHDHIDISL-------------------------RRGYATLRVTTSKV---K-PHAPVFFK
 MBI5031711.1    GRLTDKWLRM-L-LNSTIRSLH-TLRV--KN-SE-----L------Y-VIG-LNS-RV----------NQY----------------E--PKHILMLDLDDMSTL---------------------PREKFTN--------------------EPGFFFRTG--SGYHFI-----G-ARLY-DHLD--WK--KKMKSFL--------------------------------------------------------------------------------------------------PLASKKHYELSM-------------------------KRGYATLRLTASPR---K-PFAPVYIG
 WP_100728155.1  GRLTNKAIEN-L-YKGTTEALK-LLKV--KE-NL-----E------Y-TIG-INS-RT----------NQY----------------N--SKQLILLDFDDISSF---------------------PAHKILG--------------------EPGYVFRTQ--EGYHFI-----G-TKLY-NLKD--WT--KRMKALI--------------------------------------------------------------------------------------------------KVASKDHIELSL-------------------------KRGYATVRITTSVR---K-PFKPVYSG
 QQR84817.1      QRVNTRTIAL-L-SRAGRETIE-RLHG--SR-IE-----D------Y-VLG-WNN-RL----------GQS----------------A--EAFLLFLDIDHSDEG---------------------DVKAALK-----------G--------QQGWLFKTG--AGYHFI-----G-KKPIESDEE--WR--STMKRLHRSK--------------------------------------------------------------------------------GL------------KKLLDQRYLEYSL-------------------------RRGFSTVRITRSPV---K-TFRPFLCA
 MBC8435115.1    LGKNL-SPEI-IPLDSF---TE-KFVR--SLTTN-----D------Y-VVG-INS-NAR-L-------ENG----------------F--QAYLPQLDLDWNNSDL---ES------------LDKTIEEIVE--------LFPEK-------QTVHIADSG--QGYHFY-----G-TKKM-SFKN--WK--KFMWDSK-------------------------------------------------------------------------------------------------NSPVDQDFIERSL-------------------------DIGYSTLRLTSGKG---K-PQSPFFIG
 KHO47491.1      AVRKI-GADK-I-GRYI---IG-TVYV--NT-DD-----G-EDLLGRLAVG--LS-SRT----------------------------P--AGHLPQIDFCCRRED------------------VE-LVYDFLR--------EL-NL--------DGYVLFSG--RSYHFQ-----G-SKPV-EESG--WQ--EFMRNLGEDC-----------------------------------------------------------------------------------------------SIVDFDWQSECM-------------------------ENGYSVLRITDAQN---K-PYVPEVVA
 ENN97486.1      QELSI-SASE-L-TESY---LL-AELI--NL-ES-----D------C-ELA-FHS-KLY-L-------N-S----------------T--VMHLPMIDFGSKGAE----PSA-----------SG-VLKE-LC--------NY-WG-------MGFNIFSSG--RSYHAY-----G-NKLL-DHQQ--WL--QFMGSLLLLN--------------------------------------------------------------------------------KPSG----------YKLIDERWVGHRI-------------------------MGGYSALRWSKNTS---HYKKFPTHCG
 WP_020196676.1  STFLV-PIAQ-V-NESA---LL-EMLM--SL-DS-----G------S-ELA-VHS-KVF-V-------N-N----------------E--CYHIPMIDFGSKGST----PSA-----------SE-AIKE-LC--------RY-WN-------MGFNLYESG--RSFHGY-----G-NRLL-TNDQ--WL--QFMGSLLLLN--------------------------------------------------------------------------------KPSG----------YKLIDERWVGHRI-------------------------MAGYSALRWSKNTS---HYKRFPVHCG
 MBK0698528.1    -------------------------MN--SL-GQ-----G------E-ELA-FHS-QIF-D-------F-G----------------K--QYHLPLIDFGNVDRG----IID-----------SS-VLRD-LA--------SH-WN-------LSFNIYNSG--RSYHAY-----G-NRLV-SNDE--WL--KFMGSLLLLN--------------------------------------------------------------------------------KPSG----------FKLIDERWVGHRI-------------------------MAGYSALRWSLNTS---QYKKIPELVG
 WP_094432251.1  YTFNM-PFWC-M-SDNE---LL-NIIK--SL-GE-----G------E-ELA-FHS-QIF-D-------F-G----------------R--GYHLPLIDFGNVDRG----IID-----------SS-TLRE-LS--------SY-WK-------LSFRIYNSG--RSYHAY-----G-DRLI-SNDE--WI--SFMGSLLLLN--------------------------------------------------------------------------------KSSG----------FKLIDERWVGHRL-------------------------MARYSALRWSFNTS---QYKRIPEYVG
 WP_181251355.1  EIFTL-PFHQ-F-SEIS---LF-NIIS--EL-RE-----N------E-ELA-FHS-YIQ-D-------F-G----------------N--TYHLPLIDFGNVDRG----IID-----------SE-PLRE-LA--------QH-WG-------LSFSIYNSG--RSFHAY-----A-NKLL-SLND--WI--KFMGSLLLLN--------------------------------------------------------------------------------KPSG----------FKLIDERWVGHRI-------------------------MANYAALRWSHNTA---HYKKTPMYVG
 WP_101506791.1  TYQTI-PFVQ-L-NEYF---LF-NAFS--EL-KE-----G------E-EVA-IHS-SVQ-D-------F-G----------------R--DLHIPLIDFGKVERG----IID-----------PM-PLRE-LS--------YN-WG-------MGFYIYNSG--RSFHAY-----G-SRLI-NGSE--WI--KFMGSLLLLN--------------------------------------------------------------------------------KPSG----------FKLIDERWVGHRI-------------------------MAGYSALRWSNNSS---FYKKTPTYVG
 WP_221931887.1  IVFTL-PIAD-L-NKSS---LF-DLLM--DL-ED-----D------E-ELA-LHS-TVF-D-------I-G----------------S--AFHMPLIDFGGKDSR----LF------------EP-TLKE-FC--------SY-WG-------LEFQAYSSG--RSYHAY-----G-NRLL-SQNE--WI--SFMGSLLLLN--------------------------------------------------------------------------------MPGS----------SKIIDDRWVGHRI-------------------------LAGYSSLRWSKNTS---KYKKYPTHIG
 WP_198677949.1  REFLI-PVSQ-I-NEQT---IL-SLIM--DI-PH-----Q------C-ELA-VNS-RVY-S-------F-G----------------Q--VYHIPMIDFGYKGGS----PAE-----------SD-QLME-FC--------RY-WN-------MGFYVYSSG--RSYHGY-----G-NRLL-DPMN--WI--KFMGSLLLLN--------------------------------------------------------------------------------QPSG----------YKLIDERWVGHRI-------------------------LGGYSSLRWSKNTS---HYKKFPTFCG
 OZG74746.1      FESTI-SLSN-L-TDHW---LN-NTLS--TL-EN-----N------R-ELS-FHS-KVT-S-------E-D----------------V--TYHIPMIDLGGRSDE----IKN-----------LP-VLGD-LC--------EY-WN-------INFSVYSSG--RSYHCY-----G-DRLI-SETD--WV--KFMGSLLLLN--------------------------------------------------------------------------------IPGK----------NKIIDNRWVGHRL-------------------------IGGYSALRWSNNTN---HYKKYPILLG
 MBP6484905.1    -------------------------MN--SL-NS-----E------Q-ELA-FHS-EVK-II-----SLNG----------------KVDYKHIPMIDFYINPID----FTYD--------FHYW-RLNNLMT--------SK-T--------KNPILFETG--RSLHGY-----G-DKLL-SLAE--WH--EFMGRLLLVD--------------------------------------------------------------------------------QINRE---------SPIIDTRWVGHRI-------------------------IGGYSALRWSNNSG---KYLSQPKRFI
 MBT3404239.1    --------------------ML-DQFR--SL-NE-----E------Q-ELA-IHS-TVK-I-------K-G----------------R--VMHIPMIDFSIEEGI----DGN----------IFQ-RMNNFLP--------KK-VL-------ENIVFFDSG--RSYHAY-----S-DRLL-RPSE--WI--NFMGRLLLIN--------------------------------------------------------------------------------LKNS----------NEIVDSRWIGHRL-------------------------LGGYSSLRWSNNTA---QYLSIPTSYR
 MBX9849848.1    ELLYI-GSDD-F-SESW---VN-ATIK--SL-AS-----N------Q-ELA-MHS-NVQ-I-------R-G----------------R--TWHIPMIDFSLHEEI----ASS----------AID-RLKAFLP--------RP-VI-------RDMAFFSSG--RSFHAY-----S-TTLL-SPKE--WV--DFIGRLLLVN--------------------------------------------------------------------------------PRDG----------NPIIDTRWVGHRL-------------------------IGGFSALRWSNNSG---LYLREPEKVQ
 PKO54862.1      -------------------------ME--SL-SE-----N------Q-ELA-MHS-LVT-I-------K-G----------------R--SYHIPMIDFSLDEEF----SIA----------VYH-RMGMYIS--------KK-IL-------LQTLFYSSG--RSYHAY-----S-LNLL-SPKQ--WL--EFMGRLLLIN--------------------------------------------------------------------------------PPNN----------SSVIDTRWIGHRL-------------------------IGGFSSLRWSNNTD---QYLAMPKKIK
 WP_202930727.1  EFLTL-SGKD-L-TEER---VN-REIA--SL-RP-----D------Q-ELA-MHS-NVR-F-------K-G----------------K--NLHIPMIDFSLADSV----DGE----------VFN-RMSRYLP--------KA-IM-------LNMAVYSSG--RSFHAY-----S-TTLL-GPKE--WF--DFMGRLLLIN--------------------------------------------------------------------------------PRNQ----------ADIVDSRWIGHRL-------------------------IGGFGSLRWSNNSG---QYLGLPERIS
 WP_219791271.1  EVFPV-ASSM-I-GRGW---LN-DEIN--KL-KE-----N------Q-ELA-FHS-MFI-R-------K-G----------------R--KYHVPMVDFSIKEWE----KDY----------VTS-RMLRLIG--------KR-VV-------TNMAVYESG--RSFHGY-----S-KSIL-SPGE--WL--EFMGRLLLVN--------------------------------------------------------------------------------PSGG----------EEIIDSRWVGHRI-------------------------IGGYSSLRLSNNTQ---QYVKLPSRIK
 WP_020564955.1  EYIDI-VSDN-L-SEEY---IA-KLIN--SL-NS-----D------Q-ELA-IHS-KVH-V-------N-G----------------R--FMHIPMIDFSIEDSL----TAD----------TIY-RLKKLLP--------IN-IF-------KNMAFYDSG--RSLHAY-----S-TTLI-SPKQ--WI--EFMGRLLLVN--------------------------------------------------------------------------------KKD-----------LEIIDNRWIGHRL-------------------------LGGYSSLRWSNNSG---QYLCEPRIIK
 WP_005185715.1  IIDTT-LGEN-F-STHY---IN-SLLK--NL-NK-----D------Q-ELA-FHS-LVK-T-------KNK----------------K--IYHIPMIDFSTPTLD----RE-----------TYY-RLKNFID--------YK-IL-------SNMFFYSTG--NSFHAY-----S-SKLL-THKE--WL--RFMGSLLLIN--------------------------------------------------------------------------------PANSS---------FNIIDNRWIGHRI-------------------------MSGFSTLRWSNNSG---TYKSIPQKTE
 WP_174507148.1  IIFNV-LGHD-F-NFEY---IN-QMIH--SL-DI-----D------Q-ELA-FHS-KIK-T-------KYG----------------K--TFHIPMIDFSSANLD----IE-----------IYY-RLKNFID--------YK-IL-------SNMLFFKSG--NSFHAY-----S-TKLI-THKE--WL--NFMGSLLLIN--------------------------------------------------------------------------------PPNSS---------INIIDNRWIGHRI-------------------------MSGYSSLRWSNNSG---IYKTIPHKTN
 WP_111894923.1  ITHQV-DGLN-F-NLEY---LA-NTLK--SL-EK-----N------Q-ELA-FHS-IIK-T-------KYG----------------K--TYHIPMIDFYTEKLN----ID-----------VYY-RLKNFID--------YK-IL-------SNMTFYRSG--NSFHGY-----S-SKLL-TQKE--WL--NFMGSLLLVN--------------------------------------------------------------------------------PPKLT---------NLIIDDRWIGHRI-------------------------MSGFSSLRWSNNSG---IYKSIPQKTN
 WP_032050849.1  EFFHI-KGTD-F-NQEL---IS-EFLS--NL-NQ-----A------Q-ELA-FHS-IVK-D-------KYG----------------K--IQHIPMIDFMIENEI----DRE----------TYF-RLKYILD--------KR-IF-------NSLVFYSSG--RSFHAY-----S-TTLI-SNKE--WK--DFMGKLLLVN--------------------------------------------------------------------------------PSNGK---------NSIIDTRWIGHRL-------------------------LSGYSTLRWSNNSG---KYLKLPQKYE
 WP_180012766.1  EFVHP-NGTE-F-TEIY---IS-NLIN--SL-NS-----N------Q-ELA-FHS-NIK-T-------KYG----------------K--TYHVPMIDFTIKNEI----TRE----------AFY-RLNNFID--------KK-IF-------QEMTFFSSG--HSFHAY-----S-RKLL-THKE--WL--SFMGSLLLVN--------------------------------------------------------------------------------PVNAE---------NSIIDTRWIGHRI-------------------------MSGYGSLRWSNNSG---KYLQLPKRFE
 WP_072010110.1  QVIKI-DSFK-I-NSDW---LE-DMLH--SL-AE-----K------Q-ELA-INS-SVI-I-------K-N----------------R--KYHIPMIDFMCKRLS----GTD----------IFD-RMRYYLP--------HK-VI-------ANMAIYHSG--TSYHAY-----S-NTLI-SPKE--WL--EFMYRLLLVN--------------------------------------------------------------------------------RAHE----------EELIDSRWIAHRL-------------------------MGGYGSLRWSNNTA---LYKGSPTRIQ
 MBU3054568.1    -------------------------MN--SL-GE-----F------E-ELA-LNS-KVR-A-------S-R----------------K--VHHIPMIDFFTDIET----LNK----------NKQ-TLKNILP--------SK-IY-------KNLEIYSSG--NSLHGY-----S-LTLI-SPKE--WL--DYMGRLLLTN--------------------------------------------------------------------------------LPNK----------PQLVDTRWIGHRL-------------------------RAGYTSLRWSNNSK---NYLASPTLIG
 WP_153014198.1  -----------------------------ML-GP-----R------E-ELA-IHS-KIT-L-------N-K----------------K--IFHIPMIDFCCKLDT----LKE----------SSS-VLKNIIP--------KE-IN-------TEISIFDSG--NSLHGY-----G-INKI-RNKE--WL--EYMGRLLLLN--------------------------------------------------------------------------------LPSR----------LPVVDTRWIGHRL-------------------------MAGYCSLRLSNNSK---KYLKEPTFVD
 NRA21148.1      SFIDI-QSDE-L-NEEW---LL-QQIS--NL-NP-----G------E-EIA-FHS-VFR-K-------G-K----------------K--KYHLPMIDFTCDVKD----IEY----------AKS-TLYKILP--------NN-IF-------SGLVFYESG--RSLHAY-----G-STGL-KNKE--WI--DFMGRLLLAN--------------------------------------------------------------------------------IPNK----------PEIVDTRWIGHRL-------------------------MGRFSSLRWSSNSG---MYLQIPSRIA
 WP_206441650.1  AFIDV-LAKD-V-NEKW---IT-DKLK--SL-AV-----G------E-ELA-FHS-VYK-K-------G-Q----------------R--KYHLPMIDFDCSVQD----LKY----------AKA-TLYKILP--------NH-IY-------SGLVFYESG--RSLHAY-----G-STGL-NNKQ--WI--DFMGRLLLAN--------------------------------------------------------------------------------LPNE----------PSIVDTRWVGHRL-------------------------MGGFSSLRWSSNSG---MYLKVPSRII
 WP_157050744.1  RIFTV-RLGE-I-TDSW---LT-DRIG--EL-PT-----D------H-EIA-LHS-AID-T-------GNG-------------------IKHIPMVDFCTTDTI------------------SQ-KFISWIY--------ES-SG-------ITLRLYDSG--RSFHGY-----G-IEPI-SDAN--WI--SFMGLILLAN--------------------------------------------------------------------------------LPGE----------SPLIDTRWVGHRL-------------------------LAGYSSLRWSANSF---HSLKLPTG--
 WP_163961130.1  -----------------------------------------------------------------------------------------------MIDFSPKALD------------------TS-EVMAWAK--------AE-LG-------VEIKLFSSG--RSLHGY-----G-INPL-TPEE--WI--RFMGLLLLAN--------------------------------------------------------------------------------HPSK----------PTVVDTRWVGHRL-------------------------LAGYAALRWSRNTS---HYLQLPQAVQ
 WP_222156623.1  EVLSV-KLSE-L-TASW---LN-EQLN--IL-SD-----D------T-DLA-LHS-VIR-D-------G-R----------------R--KLHIPMVDFAAGNLA------------------AD-KVVSWAS--------DY-LG-------ISLKIFDSG--RSLHGY-----G-LEPI-SIDK--WY--KFMGLLLLAN--------------------------------------------------------------------------------KPAE----------PPLVDSRWIGHRL-------------------------LAGYSALRWSANSG---HYLKMPTLLK
 WP_169868569.1  IIIPI-RAKE-L-TPDW---LN-RQLE--AL-PS-----G------S-ELA-LHS-ELI-S-------K-N----------------K--KLHIPMIDFSQPTKP------------------SE-EDLSWIE--------KH-SN-------LKFNIYESG--RSYHGY-----G-EKLL-TQDE--WI--KFMGLLLLAS--------------------------------------------------------------------------------APGT----------ISIVDTRWIGHRL-------------------------IAGYAALRWSKNTH---QYLKSPTRII
 WP_162932148.1  EVFSV-SITE-V-TGDW---FR-RQSQ--QL-EH-----G------W-ELA-LNS-KVR-D-------ARR----------------R--TNHIPMIDFSPSKIN----ARH-----------FD-LMREILG--------RS-VF-------QTLSLFSSG--RSFHGY-----T-SQLL-TPSQ--WQ--DFMGRLLLLN--------------------------------------------------------------------------------EPTK----------EPLVDARWIGHRL-------------------------ISGYAALRWTANSS---HYAGAPTRIN
 WP_157758403.1  RTFRI-AAKD-L-NEKK---VA-EFLS--NL-RP-----N------E-ELA-FHS-TII-V-------GTR----------------R--RLHLPLIDFAGKLEN----ES------------LS-LVEQILG--------AK-LF-------QALLLYQSG--RSFHGY-----V-FRPL-TGAE--WI--RFMGSLLLMN--------------------------------------------------------------------------------LPGQ----------PPISDARWIGHRL-------------------------RAGFASLRWSRNTP---QYLAYPTLVS
 WP_139726653.1  EIIQV-SARL-I-SDAW---LE-DEMN--SL-LP-----N------W-DLA-LNS-VVV-D-------SRG----------------R--TRHIPMIDFIGDAAK----FFI-----------DR-RSRDIVG--------HR-IY-------DEMIPFSSG--RSLHGY-----S-SVLL-APGE--WI--SYMARLLLVD--------------------------------------------------------------------------------FPDE----------VPMIDHRWVGHRL-------------------------AGGYSALRWSANGD---NYLDYPRRFD
 WP_158755426.1  EIFSV-IGAE-I-NDDW---LE-KQIG--QL-SP-----G------W-ELA-LNS-EVV-D-------PRN----------------R--RYHMPMIDFYGRETD----FLF-----------SP-YFRSMVG--------GR-FH-------SSMSIFDSG--RSYHAY-----S-PMLM-SNKE--WI--GFMGALLLLT--------------------------------------------------------------------------------LPNS----------PPVVDARWVGHRL-------------------------IGGYSALRWSCNSA---NYLQYPELVP
 WP_167707690.1  VVFTE-TAAA-V-TSGW---VL-EAIS--QL-QD-----E------W-ELA-MNS-VVL-D-------GRG----------------R--KKHLGMIDFVGKPPV----SLI-----------RE-RARNFLG--------PR-MA-------ASLILFDSG--RSIHGY-----S-LGLM-GPAE--WH--HFLGRLLLMN--------------------------------------------------------------------------------LPGD----------KPLVDERWIGHRL-------------------------IGGYSALRWSANSS---HHSVAPRLLE
 ROR00724.1      SSFIM-SVEQFL-DEAE---VY-RVME--GA-GQ-----G------R-ELA-VHS-DLL-M-------RDG----------------R--RLHLVMVDMSTSARA----H-------------LE-KLRSFLG--------DN-FF-------QRISWYASG--RSFHGY-----G-DSLL-EREE--WV--QFMGLLLLAN--------------------------------------------------------------------------------QPRL----------EPTVDPRWIGHRL-------------------------LAGYASLRWTCNTS---HYLTLPRRIE
 WP_124638827.1  TAWTM-LREDFV-DPLI---MS-EFVD--SA-PE-----N------Q-ECA-LHS-MVK-L-------VDG----------------E--VRHLVMVDMATSAKA----H-------------LE-KLRTVMG--------NH-LF-------ATMAWYDSG--RSFHGY-----G-EDLL-TERE--WF--RFMGLLLLAN--------------------------------------------------------------------------------KPKL----------EPTVDPRWIGHRL-------------------------LAGYSALRWTKNTK---HYLLPPAALK
 WP_186885059.1  VTYLV-DRETFL-DEHE---FS-KFID--QC-PV-----D------F-EVA-IHS-DVL-T-------SDS----------------V--RLHFPMIDMSTSATA----Q-------------LN-KLENYIG--------SE-IF-------NQLAFYDSG--RSFHVY-----G-QKLL-SEKE--WI--AFMGTLLLSN--------------------------------------------------------------------------------QKDL----------KPLVDPRWIGHRL-------------------------IAGYSSLRWTKNTS---QYLSFPKRAN
 WP_146106603.1  KEFNV-STARFL-DPIE---MS-RVLD--DT-PH-----G------C-ELA-FHS-QVK-L-------ARG----------------R--VMHVPLIDMSTGSPA----Q-------------LE-KLRPFLG---------E-LY-------SRFQWYSSG--RSFHGY-----A-KTLV-DVDT--WA--ATLGALLLAN--------------------------------------------------------------------------------QKGL----------PPTVDPRWIGHRL-------------------------IAGYSALRWTKNTD---YYLELPRIMR
 WP_210672763.1  LIFSM-PVVDFL-NVEF---VE-GRIK--NC-PP-----G------C-EVA-IHS-KLF-M-------LDG----------------S--FTHIPMIDMSTGSAA----Q-------------LA-KLKPILD---------K-DF-------DSFAWFKSG--RSYHGY-----G-AELI-GHDE--WI--RLMGKLLLAN--------------------------------------------------------------------------------QIGV----------PHTVDPRWVGHRL-------------------------IAGYAALRWTKNTS---HYVDIPKKLK
 WP_150082406.1  QSFSV-KISE-V-TYAW---LE-SVLA--GL-PP-----K------V-ELA-LHS-NVI-L-------E-G----------------K--TLHIPMVDFATRSRA----Q-------------LP-KLKEFLG--------QK-IV-------DSILWFDSG--RSFHGY-----A-ATLI-TEIE--WI--ELMGRLLLAN--------------------------------------------------------------------------------KPNQ----------TPLTDPRWVGHRL-------------------------IAGYSALRWSCNTR---QYIQIPQLVT
 WP_144435808.1  VVRNF-SLNE-FCDESF---VS-KLMR--GV-PA-----S------Q-EMA-FHG-TVG-C-------R-G----------------Q--LAVLPMVDMATGKIH----KIQ----------KIG-HVGGFFE--------SH-LM-------QRINWYDSG--RSFHGY-----G-DALI-SHEH--WH--KMMGLLLLLN--------------------------------------------------------------------------------APGA----------EPIVDPRWVGHRL-------------------------LAGYATLRWTCNSD---YYVKTPELLA



 WP_146163542.1  NEFRV-VLSE-V-DTDW---LD-NKIK--CM-RP-----S------E-ELA-INS-KVY-F-------DHN----------------V--SRYIPMVDLGISKFT----SDI-----------FG-VIHDFM---------IQ-WN-------MDFFVFDSG--RSMHLY-----G-KELLDSHDD--WV--KFMGSLLLLN--------------------------------------------------------------------------------HRGG----------RNIIDTRWVGHRL-------------------------LGGQSSLRWSNNTM---QYKRYPVYIG
 WP_052050201.1  IVIEL-PKEN-L-TPIT---FE-RIIK--EL-SR-----D------E-ELS-ILS-LIK-I-------N-D----------------V--VHHLPMIDFLAKKRS----TSS-----------VD-ALRK-TS--------AY-WN-------IVFNVFNSG--RSIHAY-----G-TKIL-TQNQ--WV--NFMGYLLLLN--------------------------------------------------------------------------------EKSK----------EKVIDVRWVGHRL-------------------------MAGYSSLRITNNTG---KFKSIPSYIG
 WP_141398626.1  IVIEI-NRNN-L-TIES---II-KNIS--EL-KP-----D------E-ELS-ALS-LIK-V-------D-N----------------I--IYHIPMIDFLAKKRT----EST-----------VI-ALKQ-TS--------EF-WG-------IEFNIYNSG--RSIHAY-----G-TKLL-TYNQ--WI--NFMGYLILLN--------------------------------------------------------------------------------PKSG----------EKVTDTRWIGHRL-------------------------MSGYASLRITNNTR---KYKSAPVYIG
 WP_152391222.1  VIIEL-KKNK-L-HSEK---IK-EIIS--EL-KV-----N------E-ELS-ILS-LIK-I-------E-G----------------H--IYHLPMVDFLSKKRT----TKS-----------IE-VANE-IA--------FF-WN-------MRFDIYDSG--RSIHAY-----G-SKLL-STPQ--WI--SFMGSLLLLN--------------------------------------------------------------------------------DKSG----------EKVVDTRWIGHRL-------------------------MSGFASLRVSNNSG---KHKSAPKYIG
 MBI4995967.1    LRFTV-SIDQ-V-TPAW---LT-HQLL--AL-EP-----A------Q-ELA-LES-KVR-V-------N-G----------------A--VRHIPMLDFRGMTKG----Q-------------LT-AIMEVFP--------SE-YA-------EGLHVYFSG--RSYHAY-----F-ATLL-TPAQ--WI--RFMGSALLCN--------------------------------------------------------------------------------TPSD----------PSVVDQRWVGHRL-------------------------ISGYSALRWSRNSP---HYRSYPQRIQ
 HGR20303.1      INFDI-DGNE-F-SWQK---LK-ELIN--SL-KK-----G------Q-ELS-LTS-RIS-F-------ANG----------------K--IFHIPMIDFYTNNFE----DI------------IN-SLLENLT--------NE-IL-------DNLYIFNSG--NSFHAY-----S-TYLL-NEND--WI--KFMARLLLLN--------------------------------------------------------------------------------KPLN----------NCIVDYRWIGHRL-------------------------LAGYSSLRWSCNTE---KSKSYPTLIY
 OGU68693.1      ETKKF-LVRE-I-DITL---IE-NLFA--SL-DK-----N------Q-EFA-INS-AIK-F-------PDG----------------N--IKHIPMIDFLTGSIK----TV------------RS-IMPLIIQ--------YP-II-------ENMYIYDSG--SSYHGY-----S-TYLI-DEKS--WV--KYMGLLLLLN--------------------------------------------------------------------------------LPGK----------EPIIDYRWIGHRL-------------------------NAGYGTLRWTSNSK---KHLHEPRYLF
 MBK7706577.1    REFTA-HGAT-L-DPEL---VR-SWID--TL-ER-----D------E-ELA-INS-RVS-L-------SNG----------------E--KRHIPMIDFVCKTID----VQI-----------YQ-RVNETLP--------KS-IT-------DSMLIFDSG--TSFHAY-----S-YELI-DESA--WF--DFLGYLLLID--------------------------------------------------------------------------------GHGL----------PRTIDTRWIGHRL-------------------------IGRYASLRWTNNSG---RHFIEPVYVG
 WP_131359953.1  KTFSI-QASQ-V-NKMW---LD-NILC--NL-SK-----N------E-ELA-FES-RIR-I-------G-S----------------R--TRHIPMLDCSGMSKN----Q-------------LS-AIVSILP--------EK-YR-------CNPISFYSG--RSFHIY-----Y-PTLL-SKAN--WV--KFMLSALLCN--------------------------------------------------------------------------------TPGN-----------QVIDQRWIAHRL-------------------------LAGYGALRWSFNTD---TYKEMPFLVE
 MBK7010982.1    ETFQY-Q----I-KRGQ---NF-NGIQ--NN-GD-----K------Y-EIA-LHS-TIK-I-------A-D----------------Q--QLHIPMVDFNVNSNL----GN------------VA-KVFKK-L--------KV-MD-------SELYIYNSG--RSFHGY-----Y-LNLL-NSDD--WY--KYLGSLLLLN--------------------------------------------------------------------------------DRKKP---------FKYIDTRWVGHCL-------------------------EHGYSALRLSKNSN---SYLSKPIFVT
 MBK9563652.1    EYFKC-NVNE-F--------NL-NELM--EN-HL-----N------Y-EVA-LHS-RIE-I-------S-G----------------K--IYHIPMVDFNVVSDI----EK------------VS-LRIKQL---------KV-MD-------KPLYIYHSG--RSFHGY-----Y-LDLL-CEAE--WY--KYLGSLLLLN--------------------------------------------------------------------------------DRKKP---------FKFIDSRWIGHSL-------------------------EHEYSALRLTKYKT-------------
 RKF31981.1      -------------------------ME--NL-NE-----G------E-ELA-FHS-NIY-I-------N-K----------------K--RKCLPLIDFSFIEFD----EST-----------DR-SVFR-IH--------EY-LN-------TSIYLFKTG--RSYHGY-----A-LKKL-TPNA--WK--SYLGFLLLQN--------------------------------------------------------------------------------RPGNS---------FEIVDSRWIGHSL-------------------------EQNFSALRLSNNSK---FYLQYPHFSG
 WP_139264684.1  DIIAI-AAKN-L-QECN---IQ-KMRN--EL-YS-----N------Q-ELA-FHS-KVI-I-------E-N----------------T--IYHLPMIDFITKDRS----QLP-----------IT-HLED-FA--------SL-HS-------CQLFICESG--SSFHGY-----F-TTLL-DVNS--WY--SFLGELLLLN--------------------------------------------------------------------------------ITPG----------KDTVDTRWVGHSL-------------------------IQGFSSLRLSNNTK---KLLPKIIYVS
 MCB0370068.1    EVMVI-ISEE-L-SLDW---LE-NKIK--EL-NE-----G------W-EFS-MHS-NIV-L-------RNG----------------E--IMHLPMIDFNFEVMS----KE------------LEGVIEYRMGKKDILLSYKD-IL-------YDMSIYSSG--RSYHGY-----G-KSII-TNEQ--WI--EFTTAIILLN--------------------------------------------------------------------------------YTYNIDD------YSIIVDNRWIAHRL-------------------------LAKYSCLRWSNQTS---QFKKYPELEK
 WP_089884051.1  ELFQI-KASE-L-SQEW---FL-NEIN--KL-EP-----E------W-ELT-FHS-DVS-L-------IND----------------E--TKFLPLIDFNIENMD----EEI-----------ID-IITDRFLKQKKLSDFQD-IL-------HNLEVFESG--SSYHGY-----A-KRIV-TKDQ--WF--KFTIAILLLN--------------------------------------------------------------------------------YTKYNLT------NNIIVDTRWVAHRL-------------------------LSGYTCLRWSNNSN---TKSKLPTFYR
 MBP9143902.1    EIFVL-RREH-L-ADE----YC-KLRA--SL-SR-----G------R-DLA-MHS-QVL-I-------RHG----ER---------VE--IFHIPMVDFKTPTIE----DG------------WS-TIVEILA--------DF-QC-------SSGALFFSG--QSWHLY-----G-AALV-PQAR--WS--SLIGSLLLAN--------------------------------------------------------------------------------KDGG----------RQIVDCRWIGHRL-------------------------RAGYCSLRWTANQP---KYLGKPQLVF
 MCB1558299.1    EIFQI-AAKG-V-TPEW---LA-DQLA--HL-QK-----G------Q-EIA-LQS-RIN-A-------ENG----------------D--EFHIGMIDFALTSMK----FDP-----------RP-LMRRHLG--------QL--A-------EQIQYYRSG--KSYHGY-----L-IEQF-SNEE--LV--RFWASALLCE--------------------------------------------------------------------------------EHKP----------RAITDTRWVGHRL-------------------------ASGYGALRWSCHTK---PYNRLPYKWD
 PKL12868.1      EIITV-SKNN-L-NYNW---VT-IQLA--SL-QD-----M------Q-EFG-INS-LVL---------IDN----------------I--KYHIPMIDFEPYTNE----EFF-----------SS-SLSFIVK--------EL-EL-------TDIWCFRSG--NAYHAY-----G-APLL-QSND--WY--QYLGKLLTIS--------------------------------------------------------------------------------TE------------LPPADKRWIGHSL-------------------------KRGYSVLRWTRNTN---RYKQTPTFLC
 WP_234305344.1  KIYKW-EIQD---AEKE---FK-FLED--KL-GP-----G------E-DIA-FHS-RVV-V-------DAQKLRDNRHEIFRGTSPEL--ERHIPLIDFATNKLE----FV------------KD-SMMPIMK--------EF-RI-------DRVDIYDSG--QSYHVY-----M-HSIR-TSYS--WN--KLMGRFLLIN--------------------------------------------------------------------------------QRNM----------PEVIDSRWVGHRL-------------------------LAGYSTLRVTNRGK---GYKSAPSFVE
 HCB02854.1      IRMRL-AREE-F-IDRL---SS-GEYE--NL-PP-----R------D-LVS-FYS-SVQ-V------AGEP----------------Q--SMHLPLLDLGVKTGP----DG------------EA-SAIAALH--------AL-EL--------RGLLFMSG--RSYHFY-----G-SDPV-TAPE--LT--AILGRAQLLS-----------------------------------------------------------------------------------------------PIIDSRWVSHQL-------------------------IDGRCGLRISTDSE---KTPDPPTFVT
 WP_042445882.1  QQDAL-SVDE-F-VSLL---VD-GAFQ--SL-PA-----R------T-VVS-ITS-RIT-G------RTDT----------------V--PLHLPMLDFAIHADY----SS------------DQ-TAVDVAG--------AL-GL--------SGDLYRSG--TSYHLI-----C-DRPV-DQLT--LH--QVLGRAQLLS-----------------------------------------------------------------------------------------------PIIDHRWAAHQI-------------------------IDGFCALRISTDLE---RHTSRHRLIA
 WP_174188456.1  QREEL-GSSA-F-LQRL---GS-SAYD--GL-DS-----R------Q-IVS-LTS-WVR-V------QGSE----------------I--PLHLPMLDFALSASP----HN------------DT-VVVEMLD--------EL-RL--------RGNLYRSG--RSYHFI-----G-ATPV-ASTA--LT--SILARAQLLG-----------------------------------------------------------------------------------------------PLVDHRWISHQL-------------------------INGYCALRISTDTT---RNTHNHALVA
 WP_163745910.1  PPTAV-PVGK-F-VTDL---RK-GAFF--GL-SA-----R------D-MVS-LSS-RIE-T-------ADG-------------------SGHVPMLDFSVPHSS----SA------------DD-IAIEVAT--------AL-DI-------RGGYLLRSG--TSYHLL-----G-DYLL-SWDE--TI--DLLARAQLLS-----------------------------------------------------------------------------------------------PLIDHRWAAHQL-------------------------IDRFCALRISTDDT---RHPTTHILIA
 SDS09333.1      VTIRT-TPGT-L-EFCF---DR-AVFE--EL-PE-----R------S-VVS-LCS-RVS-S-------PIG-------------------IQHLPMLDFGVGPGN----GG------------LR-AAIDAAT--------QL-GM--------RGAIYASG--RSMHMF-----G-DTFI-AERE--MR--HLLARAQLLS-----------------------------------------------------------------------------------------------PIVDARWASHQL-------------------------IDDNCRLRISTDVS---RHREAHEPLA
 WP_220123260.1  DRNFV-PTLE-F-VSTL---RG-AGFC--ES-HE-----R------G-ITA-LTS-VVS---------VSG----------------E--ERHLPLLDFRVSPSE----FH------------TE-LITELLT--------IL-GE--------RGYLVDSG--RSYHFY-----G-ARTA-SAED--FW--AFLGRAQLMA-----------------------------------------------------------------------------------------------PFVDERWIAHQL-------------------------ISARASLRLSTNSV---RHLVPPRLVA
 MBE9490732.1    AVISI-PRIL----------FT-GVDQ--YL-ES-----N------K-KYA-ILS-KVV-C-------KNE----------------R--IYHIPLIDFHCISNN----VN------------AS-LAEDIVK--------IL-QI-------GPGYLLDSG--ESFHFI-----G-SKLI-DNSE--FV--PYLGKLLMYS-----------------------------------------------------------------------------------------------PIIDKSWISHQL-------------------------IEKSCALRITYKNN------VLPKVIR
 QRX64178.1      DEFWI-KNLY-Q--------LN-DFSH--EN-FP-----S------R-NVA-LNS-KVK-L-------ING----------------Q--IKHLPLLDFHIPIGL----TN------------VK-IVIKVLK--------HL-GF-------TSGYILESG--ESYHFI-----G-DYLI-GDEE--LL--NLLSRSLLFS-----------------------------------------------------------------------------------------------PIIDRAWIAHQL-------------------------LEKSSSLRIGYKHN------ILPHLIH
 WP_054691091.1  DKIRT-RKIE-D-IRIF---LD-N--------NP-----K------D-NLS-LNS-EIF-L-------NDN----------------S--IKHLLLLDFHIFPST----NN------------FK-IVYDILC--------IL-NV--------HGYILDSG--ESYHFV-----S-NSFY-ELDS--LL--DLLAKALLFS-----------------------------------------------------------------------------------------------PIIDRAWIAHQI-------------------------LERSCSLRVGEKHN------ITPTVIN
 MBS6224492.1    DLIYV-KLID----------LQ-NMCS-----NT-----T------K-RMA-ICS-SVK-M-------KDN----------------T--IRHIPMLDFHIPVSD----VN------------FQ-IVKDVCS--------IL-NL-------KNGYILNSG--ESYHYI-----G-SFTV-LWDE--LY--MILSKALLFC-----------------------------------------------------------------------------------------------PIIDRAWISHQL-------------------------QECSCSLRIDKKNG------VETKFLC
 RYY89585.1      KKICI-KTNA-E-FDSN---LQ-SYIL-----SE------------G-NYA-INS-EVK-T-------SEP----------------G--RRHLLLLDFQIPESP----KN------------NL-VVEHILR--------VL-EV-------GPGYLFRSG--RSYHFM-----G-STLI-TIGK--LT--KYLGKCLLFS-----------------------------------------------------------------------------------------------PIIDKSWIAHQL-------------------------IDRSCSLRFTQKNG------MFPELIK
 MCB2215111.1    QFTSF-SPCD---KDLI---QK-FLCE-----NG-----K------S-NVA-LSS-TVQ---------LHG----------------K--TMHLPLIDFHIPPSI----QN------------QK-TVETVIE--------RL-GL-------SDGILVNSG--KSYHFI-----S-LNLI-NQDR--LL--DILIKMIFFA-----------------------------------------------------------------------------------------------PIIDRNWIAHQL-------------------------LEKHCALRVTRGNK------ESPVIVK
 WP_223054303.1  VIRHV-PKDK-F-DLFF------TLLK-----ET-----N------E-YWT-INS-KVS-L-------RQS----------------G--WKHLFLLDFHIPVSS----KN------------EK-ICIEVIK--------AL-KV--------KGYLVDSG--KSYHFY-----A-KDLL-SEEE--ML--SKLAQSLLFA-----------------------------------------------------------------------------------------------PIVDRAWIAHQI-------------------------IERACCLRVSKKYD------RLPLKVC
 MBY8023456.1    EYIHV-LSQD-L-LSFI---QN----------NN-----Y------D-NLA-INS-KVE-L-------ECG----------------S--SKHIPMLDFKISTAP----SN------------LK-LVESVLS--------AL-GC--------EGAILDSG--KSYHFV-----G-SNLI-SQSE--LI--ELLAKFILFH-----------------------------------------------------------------------------------------------PIADKAWAAHQI-------------------------IEGSASLRVSNKYG------KKPEIIS
 WP_139046031.1  EYIYI-SKND-V-IDFL------------KY-NK-----E------K-NLA-LNS-QVI-M-------KNG----------------Q--ILHIPMLDFEVSSKA----NN------------IE-SVKNILK--------HF-KL--------SGTILDSG--KSYHFI-----G-NNLI-EKKS--LI--VLLSKFSLLY-----------------------------------------------------------------------------------------------PIADRAWASHQI-------------------------IENSASLRVSKKYG------EYPNFIE
 TCW48847.1      NYIYV-KTKD-V-SNFL---LN----------PP-----A------E-NIA-INS-AVI-M-------KNG----------------E--IKHIPLLDFKIPYKD----KN------------TE-IVKEVLL--------SL-GA--------KGHIINSG--KSYHFY-----G-TSLF-KKEE--LM--KFLAYFILFH-----------------------------------------------------------------------------------------------PISDKSWSVHQL-------------------------LEESASLRITSKNG------QPPLYLT
 WP_150617440.1  KYQYI-DAAT-V-FDFC---ML----------DN-----K------G-PTA-VNS-KVI-M-------NDG----------------G--TRHIPLLDFKVKSQA----QN------------IN-IVIATIK--------AL-KL--------RGYIIDSG--KSFHFI-----G-LDLV-SESE--LI--DILAKFSLLA-----------------------------------------------------------------------------------------------PISDSAWASHQI-------------------------IERSASLRISPRNG------AHPIVVH
 NRR31882.1      DLIEI-ERND-I-SSTL---LE-SFFG--AL-AP-----N------K-LIA-ISS-HVK-C-------FDG----------------I--SRHIPQIDFHCKESL----SN------------LS-LIVEIIK--------IL-DL--------KGYILRSG--KSYHFY-----G-SSLL-ASEK--FF--EFMGRILLFA-----------------------------------------------------------------------------------------------PIVDRSWIAHQL-------------------------IEGRSALRISSRPG---Y-GGPPTLVA
 WP_126879026.1  NLQIL-PASG-L-ASSQ---LR-AIEA--TL-TP-----D------K-ILA-VAS-KVE-C-------KDG----------------A--IRHIPQIDFHCPDTP----AT------------RD-IVVNLLE--------VV-GH--------RGYLLASG--KSFHFY-----G-VDLL-AEDE--FS--NFMGRILLFS-----------------------------------------------------------------------------------------------PIVDRAWIAHQL-------------------------IEGQTALRLSSRSG---Y-GAPPKLVA
 WP_223097474.1  KNIDL-VANS-V-TPET---LD-GLIT--SL-ES-----N------Q-VLT-FSS-QIT-L-------IDG----------------S--TIHIPMLDFRIRPNP----EN------------LN-LATMIVD--------HA-GL--------SGHIFDSG--NSYHFY-----G-TSTVDGAAG--LA--NFLGKFSLFA-----------------------------------------------------------------------------------------------PFVDQRWIAHQL-------------------------IEGACALRISRGKN---F-AEPPRQVR
 WP_130491400.1  RPIPL-KNPA-Q-VEAL---LA-EEVG--HL-TP-----G------Q-ILT-LSS-RLV-G-------YDA----------------R--EWHIPMLDYRVKVSP----EN------------EE-LVLDHLT--------VL-KQ--------RGWLLNSG--RSYHFI-----G-HDLL-SGPEG-LM--SFLGSALLFA-----------------------------------------------------------------------------------------------PIVDGRWAAHQL-------------------------IEGACSLRISSGDE---R-QPAPHLLT
 MBO6254126.1    NYIYV-ETNR-V-ERTT---VI-------DL-SR------------D-NYV-FNS-QVL-L-------TDG----------------A--IAHLPLMDFNICVSE----DG------------LT-KVNKILT--------LL-GV-------KQGYLMDSG--SSYHFI-----G-SEPM-PVDE--YH--AFLYKSLLFA-----------------------------------------------------------------------------------------------PITDGRWIAHQL-------------------------INGNSNLRIGEKNG------VSPQLIC
 KQO48251.1      DELTL-TAGI-D-SPST---LL-RLAA--SV-DE-----D------D-VLM-LTS-RVL-K-------PDG----------------L--EAHIPLLDFSIKSRL----QG------------ARISALRAAR--------AL-NV--------PGELTSTG--RSYHYF-----G-LALV-SERE--WR--QYMARALLLA-----------------------------------------------------------------------------------------------PITDERWIAHQL-------------------------LAGYASLRISESDK-----GESPVPLG
 WP_104348833.1  PDDHL-QVAE-G-FANQ---LR-RRLE--QG-DE-----K------T-MVM-LTS-ELG-M-------SDG----------------S--VRHLPMLDFSVKEVR----RG------------AEASVRRIIE--------EL-GE--------PGLLVASG--RSFHFF-----G-ARAL-TESS--FR--EFLARALLFT-----------------------------------------------------------------------------------------------PLTDERWIAHQL-------------------------VGDMASLRISMSDK-----QLTPVPIG
 WP_091476144.1  ETVEI-ATSD-E-TPAQ---LA-ELAS--RT-PAH---GR------D-SIA-LQS-RVT-L-------ADG----------------E--DRFLPMLDFTSKAVR----PGS-----------AS-TVRAAVE--------VL-DT--------AGILCSSA--RSFHFY-----G-HRLV-SRDE--QL--DFWARALLLT-----------------------------------------------------------------------------------------------PIVDERWIAHQI-------------------------RGQVGALRFSANER-----GIVPKVIA
 WP_229934407.1  HYATV-TAGS-D-FVAR---AE-QLIV--ES-PD-----G------N-YVV-ATS-RVK---------HDR----------------G--ERHFLMLDFSVKERW----IGA-----------TQ-SAVGAIR--------AL-GT--------PGTILSSG--RSFHFI-----G-DNLA-TWED--YS--RFLYRALLLV-----------------------------------------------------------------------------------------------PLVDERWIAHQL-------------------------LARTATLRVSPNSQ-----GDVPRAIT
 MBN2316506.1    NRTWL-SRKE-V-LKGG---LL-RVCA--KP-PS-----S------N-PLA-FLS-KVR-T-------GSD----------------S--FNQIPLLDFHIEKSK----QS------------LS-MVQSIAQ--------RL-LD-------KEYLVLETE--RSYHVV-----G-LQLL-TENQ--AM--LFLSKAILFS-----------------------------------------------------------------------------------------------PITDHAYIAHQL-------------------------LEGESALRITSHTN---A-DDVPRLVT
 PQO28496.1      KEFWL-TAEE-L-RSGA---LR-SVVA-----GA-----G------E-HVG-ICS-EVL-L-------SSG----------------H--VRHVPLLDFHC-PSP----SN------------LG-LVRQVCE--------RI-LT-------KRVAILQSG--ESFHAY-----G-LCLL-TAED--LT--ELLHRALLFS-----------------------------------------------------------------------------------------------PIVDRAYVAHQL-------------------------IEKRCVLRVTNSSE---K-PLVPRVVQ
 MXZ81620.1      FHAFV-SREE-L-SRSY---LS-KFLY--PP-MP-----E------K-HFA-LAS-LAL-T-------NDC----------------S--LRHIPMIDFACNVNP----QH------------TS-TVRQISE--------RI-FD-------CEFVLFESG--NSYHAY-----G-MKLQ-NEEE--RI--KFLGRALLFA-----------------------------------------------------------------------------------------------PVTDKNYIAHQL-------------------------QQGMSSLRISSSQN---AIVRVQTMDS
 KUK75916.1      KEFWV-SKQNFL-EDGF---LE-SLSN--KF-SK-----D------V-QIG-LFS-RVS-V-------GYE----------------G--DKHIPMMDLEISKSR----VN------------LK-KIISRFT--------HL-GL-------NDGWLLETG--NSYHYY-----G-RTLI-EDDK--WIS-NFLSRCLLTS--------------------------------------------------------------------------------IVNSRSD------IEDIVDSRYVGHSL-------------------------RRGSCCLRLTTWDD---K-SFVPKVVY
 MBI2595624.1    EMIPV-SRENFL-RGLD---PK-ILIF--AE-ET-----Q------A-NIA-LDS-RVN-L-------LDG----------------A--KGHLLMMDLTLSKGL----AG------------LQ-TTEERLR--------SC-IIPH----FGGGFLMETG--QSYHFL-----G-NQIT-NQEG--WI--NFLGRCLVTS--------------------------------------------------------------------------------EVTKDKG------FIEVADTRYIGFSL-------------------------LRGSNGLRLTTRGT---K-SFIPRVVA
 MBI4036339.1    VITRV-TRDCFL-SGFD---PC-DLIG--RD-DN-----K------S-NIA-LDS-TLE-I-------TAG----------------R--QAFLLMMDLQPTKSA----EN------------QA-LIMDRYR--------SQ-VLPW----FGGGFLIETG--SSYQLL-----G-MNIT-DREG--WY--RFMGRCLLMS--------------------------------------------------------------------------------TPLEVDGIKK---FIEVPDTRYCGFSL-------------------------ARGTTGLRITTRDK---K-TFEPRSIA
 MBI4091916.1    EAFRI-PKDSFL-QGDA---LN-HRAQ--DL-PE-----R------W-NIA-ICS-PVG-L-------TDG----------------S--MRHLELLDLALSKSD----EN------------LQ-RTAQRLR--------QI-IVPR----FGGGFILETR--KSYHFF-----G-RRLL-TPDQ--WL--DFLGASLLTS--------------------------------------------------------------------------------IVTVTPDEDPNI-HERVADYRYIGYSL-------------------------LRRYTGLRITTNGD---K-TFVPRVVD
 OGK18432.1      QQIPV-SREDFL-HGST---VE-DIIA--GT-PE-----D------Y-NVA-LDS-RLW-LEGQE--PGEE----------------P--AAHLPMMDLSVPKSP----YA------------VD-FVRERFG--------IE-ILPE----FGGGFLIETN--KSYHFL-----G-RQLF-PASR--YL--NFTSRMLRAA--------------------------------------------------------------------------------QVTQVHKGVERI-HTHIADYRYISYSL-------------------------ERGSTGLRLTARAD---K-VVEPRVVG
 OGE71249.1      IHYKV-GRDE-L-LNGE---LG-QLID--GL-PP-----G------Y-DLG-ILS-RVG-I-------IVG----------------P--DRHIPMMDFNLAKSP----EN------------IV-LLKERLA--------QV-TF------EKDGFIVESG--KSYHYY-----G-AKLL-DEAD--WR--QFLARCLLTS--------------------------------------------------------------------------------FFQGADGP-----FLQVADCRYIGYRM-------------------------LDGACCLRLTTNAQ---R-KFLPRVVD
 MBU2564467.1    KIHKI-KCDK-S-IDIK---NK-ILSA--KI-PE-----G------W-RLG-LTS-KVK-M-------KDN----------------S--YKHIPQIDFECFISN----KN------------LN-EIKRKLS--------KIVKI-------FPGYIINSG--ASYHYV-----G-LKLL-GEKQ--WQ--KFIGLCLLCK--------------------------------------------------------------------------------DPKK----------KSIVDSRWCGHQL-------------------------VSDYSNLRILACDS-----RPEPRVIA
 MBU6500391.1    SLLDV-SKKD-T-VKEE---LL-LLRDNCAL-SV-----S------T-VVG-LCS-VAR-H-------KNG----------------E--AMYLPQLDFSIPISD----DA------------IG-ILRQEFG--------TV-MSRSKSDLVLPGYIIASG--RSYHYL-----G-LNAM-RHEE--WL--EFLGLSLLFE--------------------------------------------------------------------------------DGDDQNK-------FSPVDRRWIGHSL-------------------------VRGFSTLRIFGGAKGNNELRPEPVVVD
 OGN02720.1      KLYWA-SRGG---IFKK---LD-LIDK--AK-KE-----D------W-AFG-INS-LVK-N-------KKG----------------Q--FLHIPQVDLHCKISK----NN------------LR-YITKELK--------SI-GY-------GKGFVAVTG--RSYHFY-----G-NKLL-DQGE--WV--AFMGYLLRFN--------------------------------------------------------------------------------DHRRKPL-------KKVTDQRWIGASL-------------------------VRGFGTLRISSSFD---K-RTVPRVVL
 MBI2035494.1    YVDFL-KRENVL-HKEA---IE-KELL--SL-AP-----D------C-RLS-VHSYAVT-S-------TAP----------------R--FLHIPLVDFKPPPSD----KN------------LK-AIREAMK--------AV-GE-------KSGVILISG--ESYHYY-----G-FELM-EPHN--WL--KFMSRLLLLN--------------------------------------------------------------------------------DPITK---------ETLVDSRWVAHRL-------------------------IDGFGALRISPKEN---G-AQNPYVVA
 OGF82133.1      EYFRV-SRKD-V-LGGK---IE-KRVG--KL-FP-----G------E-AVQ-ALS-KVY---------VEG-------------------AMHIPMLDLEVEAKP----EN------------MQ-FAIDSIK--------AL-GQ-------KHGVILMSG--ASYHYW-----G-FELL-TTDE--WR--AFMHTSLLLD-----------------------------------------------------------------------------------------------DVVDRRWVGHRL-------------------------LDGFSNLRLSEKGN---Y-GFSPYIAA
 MBI2063707.1    NLKKI-EPET-TSVASY---LDSKDKG--QI-YI-----H------E-ALK-LIS-RVR-T-------RNG-------------------IFHIPLLDMDIPTDE----IPY--------DLVFP-YIKEVSQ--------LL-GV-------SSGVVVNSG--KSYHLW-----G-LDLM-TVDA--WH--DFMHRALLLD------------------------------------------------------------------------------------------------RIDRRWVGHRL-------------------------LDGQANLRVSPKWG------KMPEVAY
 OGN08658.1      RLRDV-DQTA-VQVTSY---LD-KPEE--KI-WV-----H------E-ALS-VVS-RVR-T-------EYG-------------------YCHIPLLDMDLPIAE----AS------------AA-EAEEVAR--------GL-GI-------NSGAIVDSG--KSYHFW-----G-LDLL-SENQ--WR--TFMYRALLLD------------------------------------------------------------------------------------------------RVDSRWIGHRL-------------------------IDGHASLRISQKRG------VAPTVVH
 TSC74666.1      KLREI-DSNQ-VTIASY---VE-QANE--KI-RI-----H------E-ALK-AIS-KVK-T-------REG-------------------IFHIPLLNLDIPVDE----NG------------VE-KIKEVAL--------GL-GI-------EHAAVLNSG--RSYHFW-----G-LELL-SEEE--WR--RFMYRALLLD------------------------------------------------------------------------------------------------RIGRRWVGHRL-------------------------IDGQANLRISEKGG------HIPTVVH
 MBU3922954.1    DTLLL-KRKE-I-TLQN---LS-QIVR--KL-AG-----K------K-VLA-MTS-DLK-L------FNTD----------------E--RFHIPMMDFDCEISC----KN------------LE-VIQRFLR---------I-SN-------KGGVILQSG--RSYHYY-----G-IELI-PDRE--WL--MLLGRFLLLM-----------------------------------------------------------------------------------------------DYTDLRYIAHRI-------------------------IDGYGSLRISENER---R-PIPPKVVA
 OGZ18626.1      AKVQL-ERDG-L-TISK---LQ-EIIG--RL-GV-----G------F-VLA-ILS-NVE---------IDG----------------K--TFHIPMMDFDCQNSE----ES------------IK-EIKQFLH--------KA-GQ-------KEGVILFSG--MSFHYY-----G-SRLL-DEKG--LL--NFLGDCLLSG------------------------------------------------------------------------------------------------LTGQRYIGHRL-------------------------KEQRLIMRISSCPL---R-PRVPFVVS
 PIV43549.1      EHYKL-RKGG-V-TAES---IN-GIIN--SL-KE-----D------V-VLG-VLS-RVR---------AGR----------------S--RAHIPMMDFDERKCE----GR------------WD-IIESFIR--------GI-DQ--------EGIILHSG--RSYHFY-----G-VHLL-QERD--WL--NFLGKCILSD------------------------------------------------------------------------------------------------LVDDRYVGHRL-------------------------LDGCGILRISACPL---R-PKVPSVIS
 OGZ24112.1      SMIGV-HGRD-I-TLDW---LN-ACPP--RS-KK-----D------P-TLG-VIS-EVR-IA-FS--FTDY----------------R--SYHIPMMDFNCPKSP----KN------------LS-QIEKLLR--------TI-GQ-------EEGVILDAG--RSYHYY-----G-VNLM-DEKE--WL--NFLANCFLSG------------------------------------------------------------------------------------------------LADERYIGHRL-------------------------KDHCGILRISATPL---R-PKVPTVVS
 OGZ33599.1      ARLPV-KREE---IYDF---YD-RYTN--KI-RQ-----E------S-AIG-VCS-SVN-M-------RQN-------------------FFHIPMIDFHCDVSD----VN------------LA-RLKDFLL--------YI-GQ-------KEGAILESG--RSYHYY-----G-IKLL-TVEQ--WV--EFMGKCLLLC-----------------------------------------------------------------------------------------------TDAGQRYIGHSL-------------------------MDGFCTLRISGKAL---H-NYIPKVVT
 MBV9439137.1    HVWEL-APQD-V-SVAA---LR-GLIE--GL-EK-----R------Y-ALA-MSS-RVT-L-------LDG----------------S--DAHIPMMDFRCPPSS----DN------------LK-AVEHMAT--------SV-GQ-------PDGAFLNST--NSYHFY-----G-FTLM-SERE--WV--VFLGKCLLFG-----------------------------------------------------------------------------------------------TLVDARYIGHRL-------------------------IDGECRLRLSAFAE-----KHAPIVVG
 KKT70012.1      KQITY-NRGE-F-INLK---LH--KLQ--TL-PE-----N------Q-VWS-LIS-KVV-C-------SNG----------------T--YKHIPMMNFHPENVG------------------ID-VIRQTIR--------YICLN-------KNGYILDSG--RFFHYY-----G-NFLL-TCTE--WV--AFLAEFLMPC-----------------------------------------------------------------------------------------------MVVSPRYIGHCL-------------------------HDGQCTLRLTADDK---YKPKFPKVID
 KKU77098.1      KEIVY-DRDR-F-LGLN---LA--GLE--KL-AE-----N------E-AWS-LTS-KVL-C-------AGN----------------V--YKHIPMMNFHPNNID------------------LR-VIKKTLE--------YICGK-------KSGCLLDSG--RFFHYY-----G-NFLL-TNDK--WI--KFMAEFLMPC-----------------------------------------------------------------------------------------------VVVSPRYIGHRL-------------------------HDGYCTLRLTTEKL---YKPKLPEVIE
 MBI3190952.1    KNQEY-CRED-L-NQLS---LH--WLY--NL-EE-----N------H-VWS-VIS-KVQ-C-------YDG----------------K--TKHLPLMNFHPENGD------------------RE-SIKKALK--------YICGD-------QRGVLLDSG--RFQHYY-----G-DFLL-DENE--WV--QFMSEFLMPT-----------------------------------------------------------------------------------------------VVVSPRYVGHGL-------------------------HDGFSTLRLTADKL---YKPKIPEVVE
 MBN1630052.1    ----------------------------------------------------MTS-RVW-N-------EAG---------------HQ--VGHLALMNLHPVGFD----DA------------HE-LSEAVRL--------VV-DG-------TSGYLLSSG--RYFHYY-----G-QRLL-SVPD--WP--RFLSQFLMPC-----------------------------------------------------------------------------------------------VLVSPRYIGHSL-------------------------YRGFCSLRLNAAPP---AKPVTPSLIN
 RLU99417.1      EPILV-KVGD---SES----AA-KLCR--TA-GE----CG------L-ALS-VTS-RIR-D-------EDM---------------GF--FGHLALMNLHPEGFL----SQ------------EE-LGRAVLQ--------VA-GG-------IPGYLLNSG--RFFHYY-----G-RRLL-SRAE--WT--DFAARFLMPC-----------------------------------------------------------------------------------------------TMVSPRYIGHSL-------------------------SRGSCCLRLNAVPP---HKPSVPEVVA
 MBU1098553.1    QEIII-SGKD-I-INAS---FN-PSSI--LL-VK-----E------N-VIS-LSS-KIK---------LKR----------------K--THHLAIMNLHPDDDI----NY------------TM-MLKMLRV--------VT-NY-------MPGYLLKSG--RYYHFY-----G-NDLL-NMKQ--WH--KFMAQFLMPT-----------------------------------------------------------------------------------------------LIVSPRYIGHCI-------------------------YRGYAALRLTTNND---FKPHCPDLCD
 WP_049974646.1  DLLPL-SGEA-L-GRLR---PA-DWVT-----PT-----T------P-LLS-LTS-RVI-D-------PAG----------------N--TLHLPLMNLHLDEPV----S-------------LG-ALRRGLE--------QL-VD-------GPFFLMRTD--RYYHVY-----G-SRLL-SEDE--WR--TWNLNFLMVD-----------------------------------------------------------------------------------------------AIVSPRYIGHSL-------------------------QRGFNLLRLNATTA---VKTTVPHLMT
 OGK64380.1      GIHPL-KVAE-F-TKAR---IV-DIQE--KARKQ----CN----NNHIVVS-LTS-EVV-L-------IAG----------------G--KMHLAMMNFHPEGDY----GT------------DE-IVKALEF--------RH-PG-------MPAVLLNSG--RHQHLY-----G-FELL-SQRQ--WE--EWMGTWAIPF-----------------------------------------------------------------------------------------------YFIHPGYLGYRL-------------------------SAGYSTLRLTSDAQ---FKPTVPYVTK
 QQS39471.1      QSHSI-SSLE-Y-LSLE---LS-DFKERFTL-KS-----N------E-VVS-LSS-RVK---------IRR----------------T--YLHIPMMNFHTENGF----GE------------KE-ICKAIAY--------IY-PN-------NKGVLLNSG--RHQHYY-----CLDKLL-SQSE--WE--KFLGNFLIPF-----------------------------------------------------------------------------------------------NLVHPGYIGYQL-------------------------YRGFSTLRITSQKE---FKPQVPKVIK
 PHR18965.1      QSINL-LTEQ-V-LKLG---TD-GLMA--TC-EA-----T------F-SGG-VMS-MTS-L-------VKN----------------G--SFHIPMMNLHPNEGV----LI------------KD-ILNFIRS--------IY-PD-------KPGYLLSSG--RHFHYY-----G-DFLV-NEAG--WK--ELFGNFLIAY-----------------------------------------------------------------------------------------------DFVHPGYCGFRI-------------------------FDGFSTLRLTTHPI---FKPHVPRVVA
 TMC12273.1      RGARV-QGRA-L-LRFG---MR-DLDGY-RS-HP-----D------H-VVS-ISS-RLG---------GAR----------------Q--RGHLALMDLHLDEFV----PR------------DR-LLGAISA--------LC-EE-------RAAWLLRTD--RHYHVY-----G-DFLL-DQDE--WM--RWNVRFQMSL-----------------------------------------------------------------------------------------------ALADARYVGHSL-------------------------LWGCNLLRLNAGAL---HQIRVPSTQP
 MBP9817406.1    VIHHI-GVDK-L---GK---ID-FIIS--HL-QK-----N------R-NIG-IES-KVV---------INR----------------N--IRHIPMMDFSIKKSE----KN------------LK-KISTVWK--------KL-MVPK----FGRGVFVETD--NSYHFI-----GTERLL-DENE--LG--EWLAYCLLSI--------------------------------------------------------------------------------SGNAGRY-------KTYVDVQYVAYCI-------------------------LKNSMCLRVSEYPN---S-HFKPQVCL
 MBU2652447.1    SLSTL-SARN-ISRNKK---LE-ARIK--NL-CD-----N------R-NIG-IES-KVV---------VDS----------------R--VMHIPMMDFAVIKSE----SN------------LN-KIVKLWK--------KL-IIPE----FGGGVIIETD--NSYHFI-----GTKRLL-SNSE--LE--KYLAWSMLCV--------------------------------------------------------------------------------TGSPKKL-------KTYVDVQYVAYSL-------------------------LKKSMCLRITAYPK---S-KFNPHVIL
 MAG07509.1      KLVEI-PAKW-A-INGG---LE-KLAK--KL-PL-----T------R-AIG-LTS-KVK---------IDG----------------D--TYHIPMIDFAEGVSN---------------------LPKGDLD--------KV-NI--------PGMFVLSG--KSGHFY-----G-FELL-EEKE--LE--SFLDKSKRLF------------------------------------------------------------------------------------------------SIDQHWPDLQI-------------------------RQGFSMLRLTPSRR---K-LFQPCFRE
 MBM3233081.1    SLEEI-PATW---IPQV---LE-QRCK--NL-PL-----N------H-ALG-LTS-KVQ-T-------SSG-------------------VYHLPMIDFAAGNHD----------------------VKFALE--------KL-HM--------PGIVVNSG--NAGHFY-----G-FHLL-EEDE--WR--KFMEEIKQHD------------------------------------------------------------------------------------------------WVCRNWPALQR-------------------------EQGYSLLRLTPCRY---R-LSQPCGTR
 MBD3252497.1    KVVEV-PANW---RSSG---LD-ELCK--GL-PL-----T------R-AIG-LTS-GVK---------TGN----------------R--EKHIPMIDFEEMFSY----SWP---------CPDE-RVNETLK--------RI-NI--------PGIVVSSG--ASYHFY-----G-FDLL-ESSE--WI--QYMDMLKQLP------------------------------------------------------------------------------------------------YVDKNWPDLQL-------------------------KQGFPMLRLTPSRR---K-FSQPCYLR
 MBI2106677.1    KLIKV-PFIW---RDET---LE-SVSK--GL-NL-----E------R-AVG-LTS-LVE-T-------NSG-------------------IKHIPMLDFTCRDIG---------------------FVHLTLE--------EL-GM--------TGVVVASG--NSYHFY-----G-SSLL-DEIE--WK--DYMEELERDW--------------------------------------------------------------------------------WE------------HYSVDNNWVKLQL-------------------------VQGYSMLRITPAKR---K-LHQPCLIE
 MBS3153537.1    REIWV-PRES-I-YVGF---IA-ELVSK-YLTLD-----E------E-AIG-LTS-LVR-L-------NDG----------------T--EQHLCLIDFCCNKSE----EG------------LG-SVRMTLR--------KL-GI-------SFGFLIDSG--DSYHFI-----G-AESY-PLGV--YM--DLLRRMQNFE------------------------------------------------------------------------------------------------SIGEDWPNYQI-------------------------SQGYADLRVTACPKR--GKFLVPTLVE
 MBS3156494.1    ----------------------------------------------------MTS-LVL---------IEG----------------A--EFHLDMIDFDCEKSD----EG------------LA-DVRDILT--------FL-RI-------KRGFIMDSG--NSYHYL-----G-FDFR-SELE--FL--RLLERLPSYS------------------------------------------------------------------------------------------------RVGSSWSSYQK-------------------------TKGFSVLRVTPCLK---LGKQIPFLVE
 MBI2631592.1    RLKSF-GARG-L-LLGG---LE-GMCT--DL-NL-----T------R-AIG-ISS-NVK-T-------QNG-------------------QMHIPMIDFVGKEYNS--WPNEEY------QSRISEDHTGLVK--------SL-GI--------PGIFVDSG--NSFHFY-----G-FNLL-TKEE--WQ--NMMLEIRGKQ------------------------------------------------------------------------------------------------GVDEFWPDLSL-------------------------KQGFSMLRITPSRY---K-LCQPAIYP
 HGX34664.1      KYEELFTLRRPF-DFSI---LA-QKLQ--KV-NT-----F------H-AIA-LSS-RVQ-------------------------------GKHIPLIDFSTEHSP----TD------------EN-ELKGVLL--------EL-NL-------TERVAVDSG--NSYHHY-----G-QKII-TSSD--FY--THMRKISTHK------------------------------------------------------------------------------------------------NIGGCWPEMQM-------------------------RQGFGLLRIAPSAG---K-PYFPEILR
 MBS3093909.1    FSLPV-TEHN-I-HIPS---LI-EKIK--KM-PS-----K------N-ALA-ISS-LVL-T-------REG-------------------KKHLPMIDFMSTNLE------------------YW-EIENVIE--------RL-KI-------PKRILVNSG--NSYHHY-----NTEKLM-TEEE--FY--NYTNIIAEQP------------------------------------------------------------------------------------------------EIGKNWPWLSA-------------------------QQGFTLLRISPSAT---K-PFFPTIEE
 MBI2405760.1    PLTPAKWRQD-L-WEVM---KDFEDFG--QY-PH-----I------W-ALG-VGS-LVQ-T-------LDG----------------V--QAHIPMLDFCCDKAP----EN------------LT-HIIELTK--------PY-----------GGFILNSG--NSYHFW-----G-STLL-SQEE--YR--RFLDHFASRE--------------------------------------------------------------------------------IFL-----------KDLVDGNYLDMSA-------------------------SLNFSVLRIFAYPP---QKPQEPQVVA
 MBI4038120.1    MADHI-TSNPPLDEIDK---LL-DGFE--RY-KP-----F------Y-AMG-IVS-RIK-L-------TDG----------------T--YAHIPMLDFGCEPTE----EK------------LD-DISKLMS-----------SW-------SPGFVLNSG--ASFHYW-----G-FHLL-KQEE--WE--KFLDYCSSEP------------------------------------------------------------------------------------------------LVEWGYIAACK-------------------------RRRISVLRVFSHPP---AKPIEPRVVK
 MBI2334898.1    AIWPV-GREQ-LLLPDW---AG-TMMR--SI-GR-----G------YDYLS-LGS-RVL-M-------EDA-------------------FWHIPMIDFETKNQE---------------------QALRTLV--------EL-SL-------PYGYLADSG--DSFHYI-----G-SHLI-SEPG--FR--RLLRELRKNC---------------------------------------------------------------------------------------------RDLGVDRAWVEYLSM------------------------DRGMFELRLTSGPE---K-IKTPTVIA
 THD70963.1      DQLLI-PRSS-L-DREG---IL-RLCA--EL-SP-----G------S-RLA-LRS-EIQ---------VSG----------------A--PKFIPMIDFICEKSE----AN------------LR-LLSSQLG--------HLHRIDG--FNTGGGVLLETD--NSYHYQ-----A-RRLL-PLDK--WT--SFIGHVLLLH--------------------------------------------------------------------------------PPAEHRELAHRTGALSVIDVRWAGHVL-------------------------IGGGGALRISQNFD-----GKFPRVVK
 KKU04022.1      KLDWL-TSPQ-LNCEDS---LI-GVIS--LV-EM------------A-PVE-IDDPHVL-N-------LSP----------------E--YRHIPMVDFSSLAFNG---DNK--------SEDIN-NIKNFLR--------EVLEE-------KQGWLLSSG--RSYHYY-----G-ANLL-TPDQ--WT--WFMGKLLSQN--------------------------------------------------------------------------------KEKAG---------KVVVGARWVAKNLAGRDRIHS---------------GVLGRFATLRLTSGEK---K-PSVPLVVD
 MBI2405759.1    GLQWL-TSPE-LQTQDS---LI-GFTS--RV-GV------------E-QQE-TSP-RVL-R-------VSE----------------E--IQHIPMLFFRPHVGTP--QEQ------------IA-QIKESLK--------RV-EQ-------KSGWIIVAD--PGYYYC-----G-TELL-RENE--WK--NFLSRVTNLN--------------------------------------------------------------------------------AR------------NEIVPWKYLTFSMVPKITQQT---------------GVKEAYSTMRISTSPL---N-SSVPKVID
 MBS3115950.1    RTFPL-RTEE---LVAR---VK-TLRE--STESR-----G------E-LLG-VTS-EVV---------ARG----------------K--KRHMQLLDLDHERCY----TGAGWFRAGTPRDVLK-DYADFFQ--------RF-GA-------SAGFLVNSG--RSFHFY-----G-SGVT-TEAQ--WM--DQLHRISADR--------------------------------------------------------------------------------TK------------GNPVDKEWLETQL-------------------------ERGYSLLRISKNDY---K-KTEPVVEK
 MBI4276805.1    ALIFT-PRRE---VDER---LD-AIFE--RS-GQ-----D------C-GMA-VTS-IVS---------VKT----------------E--QKYLFLLDCTLTVSE----EHE--------RELID-GVYGAMD--------HLPAL-------RRGMLLRTI--HSYHLI-----G-FTPL-DKEE--WQ--QHMAQALLLH--------------------------------------------------------------------------------SSKR----------EAIGDARYIGHSL-------------------------ERGYGSLRISDYQN-----KPTPDFIC
 MBX4212446.1    ELIFT-PRSE---VDQK---LD-KISE--LF-RE-----D------R-GIA-ITS-LVG---------RSA----------------E--LKHLFLLDCKLEASV----EN------------DS-KVVEAFRCSK-----GFTAL-------SDGMILKTQ--NSYHIA-----G-FVPL-EFNK--WI--DHMGSALLLR--------------------------------------------------------------------------------TADG----------IPIADHRYIGHSL-------------------------KRGYGSLRISDYQG-----KPLPIFLA
 MBP8273206.1    -----------L-----------------KL-GD-----A------A-DIA-FHS-TCQ-L------EPGG----------------P--VQHLALVDMALSPSD----LR------------VD-SVVDFLK--------QN-AC-------DQVLIVHSG--RSCHLY-----G-LGLF-DGPQ--WL--RLMSGLLGFSSRRGIGTPLHPMTIAAFLQRVCDLEGNRDRVRSETVEFIDEFVAPAMSIQSSLNGVRPFADSASELQMAVRVAAWSLLQNAP-DP---------NELVDSRWIAHRL-------------------------VAGYSALRWTGNQE---HYLAEPRILR
 MBS3148790.1    -LFRV-KPNL-V-LAE-------SLRQ-----SE-----G------K-SLG-LAS-IVA---------HEG----------------Q--TYHIPMLDLDAHGKFDFFDDAQ----------LLD-MYKTTIK--------RETEI-------EQGLFLRSGPSRNYHFL-----GIGRLL-TQDQ--YV--TFLGLALTMK--------------------------------------------------------------------------------YEIGDNA-------INLADSRNIGHCLTRFAHKAELGK---FP----SRYCQFERFSTMRITPKQG---Y-GGPPVVVD
 MBS3167746.1    TSVQF-GDYR---IRSF---VE-KAKE--SV-QD--------------SLG-FIS-LIH-F-------TDL----Y--------GGLC--EAHIPMIDFDTDYDFGFMDDQT----------LLE-TIKGKIR--------DHTEM-------TKGFILKSGPKRNYHFV-----GVGTLL-SEVN--FV--TFVGLALTMR--------------------------------------------------------------------------------YKRDDGR------VLNLVDARHIGHSLTPLKPLAELEGIGSDPIYDWSRYNLVKRFSTLRITPKRG---Y-SNYPLVVD
 MBW2973441.1    PPVDA-DSLK-S-LDDL------SFV---TV-QD-----G------R-MIG-LTS-KVQ-I-------GEQ----HEN---------R--YAHLPMMDFDTHDNFSEMKEAA----------LLD-LLKEKIR--------EDTQL-------EKGVILKSGPKRNYHFL-----GIGSLL-SEEE--LV--NFAGLCLLMR--------------------------------------------------------------------------------QLSEKKE------KLGLADSRYIGHMLTPLKHLVDLD----NPTGFLTQYSYTLRFATLRLTKKPK---Y-KHPPKVIA
 NQU98045.1      WPVDV-SNGL-S-LDDIS--FI-EDVQ--KT-QS-----N------R-LVG-FIS-KAE-Y-------DSD----TKC------TSTA--FANIPMIDFDTHETFAFMEEDE----------LLN-LIKTNIR--------EVVEL-------EQGVILKSSPKRNYFFL-----GIGNLL-DKED--FI--TFIGLTLSMK--------------------------------------------------------------------------------YATGDNP------FLDLVDTRHAGHSLTPMKYLPEIEK-NANSDCAWSSYELVDRFSTLRISPKEG---Y-KDYPVVVD
 MBW3001315.1    HRLDV-SKGI-T-LDDL------SCTQ--KT-DL------------E-LSG-LIS-KVM-L-------GKP----YPK------SMYK--HAHIPMVDFDMHDTLDFLNEKE----------KIE-LIKEKVK--------QDTEI-------NQGVILRSGPKKNYHFM-----GIGELL-DEEK--FI--SFIGLALGMH--------------------------------------------------------------------------------IIRDNKK-------INLADSRHLGHGLIPMVYMSEIHN-SQNPKEEWSRYFCAERFLTLRIQPKKG---Y-KDLPRVVD
 NQS89574.1      TYVEV-TPGQ-P-LDRS---RL-DVLA--KA-SS-----G------R-TVG-LTS-LVY-F-------NQG---------------RN--RVHLPLLDMDLKRPI----NGE----------VLD-WVKCQIR--------EVIGI-------ERGIILASGQEGGLHFI-----GTHRLL-TDAE--LV--TFVGLCLQTW--------------------------------------------------------------------------------LPDGQ---------PYLVDPMWLGFSLTPMWHALEQKE---NPYD-----DGLLRFTTLRVSATDK---K-PKLPQVID
 HCC67848.1      EIQEL-SKKI-Y-NDSA---EE-YTIE--GL-DII---VC------E-ILG-IGS-KIR-M-------REG-------------------VKQLRMLDFHFSEQE----FN------------IR-MIQDI-------------GL-------PPGVILRTD--QSYHYY-----G-FDFI-DKGD--WR--DWITKLQTID--------------------------------------------------------------------------------KN------------KELFGWGYLGLCL-------------------------DRGYSALRVYGYPGT--GKEKTPVVVS
 NOZ31426.1      ------------------------------------------------TWG-VGS-KWR-------------------------------DKHLIFFDIDGKGIT---------------------NVIEYLV--------AR-DI--------PFIVMETA--KGYHVI-----G-LELV-TWKQ--LN--SMWTAL--------------------------------------------------------------------------------------------------KPAIDNKWITLQR-------------------------KRGFAVLRVCGKYP---CQDIKPVLAY
 KKT77665.1      NIWGK-KSDE-W-EPAR---RH-PLDP--DL-PQ-----R------A-VFTVINS-CVM-L-------VGE----------------T--MAHIPMMDYRCPVSV----AN------------LA-RIVGDLR---------L-QY-------QNGWILESG--ASYHFV-----S-SHII-DPDG--WR--KWLETMAD------------------------------------------------------------------------------------------------NPLIDPGFINASR-------------------------GRDYSSLRITSRREY-RGWRLVPNNSR
 NIO22638.1      GILGI-PSND-F-TEEHD--SELKITFPCYVSDQ-----DRYAISYT-CFG-IRS-LCV-N-------KDN----------------E--LKHMKHVDFGICSDHL---ENEKD-----RNEIYD-KIMGDLK--------EI-RT-------GEGWFVHSG--ASFHYH-----G-KNTL-KIRE--WS--EYMNTLKKQA--------------------------------------------------------------------------------KKD-----------NTTLDKKWPEIQM-------------------------EKNESILRVEASIE-----KPKPKILG
 MBL7206627.1    HEVPV-FQGR-V-NREK---LG-EIFF--KM-EP-----D------I-TMG-VSSRRLHPEQEYQTDWSDR---------------WKF-NLHAPMIDFRCSDPE----EA------------IK-VMEELQRDP------RF-GFDR-----RNAVLIDSG--ASFHLH-----F-PGNM-MPWE--FAE-RYLETLENHD------------------------------------------------------------------------------------------------EVCGRWPELQR-------------------------DQEYELLRVAPAIQ---K-PKIPVTLD
 KKQ12125.1      --------------------------------SE-----N------H-AIA-FTS-RVT-LNNLSVPGGYG----------------G--VAHFPMLDIVHPATE----EN------------IEYLITEVRR--------KC-GL-------EKFFVLKSS-NNGMMVI-----G-AELF-DEEN--FE--AFLFDSLSIN--------------------------------------------------------------------------------HVETQGI------DGYWLDDRWVSRCSQDGVAETG------------NRINRWRFNGALRKMASPP---QKPDEPIIMG
 PIV11111.1      LPVEIMPNGD-L-RPEY---NPMDDPL--MA-ER-----N------F-AVA-FTS-RVL-LNNLTLPGSYG----------------G--VAHFPMLDIAHPPTP----EN------------IERLIKEIKQ--------RC-GL-------QKFFVLRSS-DHGMMVI-----G-PELF-DEDN--FV--AFLLSSLLLN--------------------------------------------------------------------------------HMEIAG--------EYWVDDRWIDRSAENLVAESG------------NRINPWRFDAILRGTALPP---SKPEEPTIVA
 KKT67533.1      ITIGIGPDGE---LDGY---NPLKDPE--VA-QE-----G------F-VTA-LFS-KVL-LNNLSSPGSFG----------------G--DAHFPLLDIVHPPTS----EN------------VERLVSEIKG--------RC-GL-------EKFFVLRSS-NKGMMVV-----G-PELI-DEEN--FT--AFLFDSLLLN--------------------------------------------------------------------------------HLEVAN--------EFWVDDRWVARSTQNFVKDL-------------ERLNSQKYGGILRITALPP---VKPEEPTVIA
 HGM91265.1      -----------------------------SV-----------------VFG---------L--------------------------T--YHNVVMLDLDGMSFR----EV------------KR-LCMEAVR--------RY-RL-------GGFVILRSS-RNNYHVV-----F-DRTFKTWDK--TL--NIMSRIAIMS----------------------------------------------------------------------------------------------KNPNVWKWLCMQV-------------------------IKGGATLRISPKPSN-PGFKPPPRVVF
 MAF43773.1      RMTSV------T-----------------GV--------N------S-ALP-----KTK-A-------GDL----------------E--NYHLLMWDFDGVKKR----AV------------HD-SLKRIQR--------RR-NL-------PPIYVLGTGRPDSYHAY---------CF-SKHK--WE--EAFLIVWQTK------------------------------------------------------------------------------------------------KVCSTFVKMGF-------------------------VRGYFTLRFSPKSG---RAITFDSVLK
 OGM21847.1      ELHYL-TGND-W-TGGFSGNFD-IALR--EP-TE-----E------A-AVA-LLD-DVG-S------EKDS---------------PK--AMVIPLLDFDTQYSR----NP------------QQ-ALTQTIN--------TL-RSNG-----FSGWIANSG--NGHHFI-----G-DFMV-PREPGLWQSLGLMTKLILSR---GGDFDRHREYADRIYKA-----TSLVEARAIAREIL-----------------------------------------DPNTGIP---NTDTPSIGDIRWTSHSI-------------------------LRGFAILRSQPFWR---N-PNAPEVLA
 MBI4872743.1    TTYALAPGER-LPIQGH---EQFRIER--YR-RP-----D------R-LLS-LHS-RVV-T-------EEG-------------------CRFFLMLDLLAPHDL----LGR----------VMT-YLGALLR--------TG-GV------RGGGFVIRTS--RSFHFI-----G-RECV-DAAL--YR--KVLDLVLKSG--------------------------------------------------------------------------------GG------------NGIVDVGYCAHTLA------------------------RELETGLRLQPAMP---E-ERLEVVAE
 NBZ96923.1      ERLLLEPAVD-LGTNCY---TS-HAIS--GV-----------------GVA-VWP-WT----------PDS----------------D--KLHLPVLDIDDEHGY----DA------------LP-FLQEVFQ-------------------TPNVFFHRST--TNWHAYIGAVPG-GEFG-QGIP--WD--VYRTILRYLE---------------------------------------------------------------------------------------------TVELVDPKWVDHSC-------------------------AEGYCTVRKPGYPKF-TRSTQAPETCM
 KKR05590.1      SLLYVWPIDK-L-KEDM---ES-KLTAL-NL-VR-----D------K-KQR-LRD-LTQ-L-------GFE-------------------ALAIVMVDLDCPNTE----DF------------FH-SIRQLLLD-------QF-HD-------TDWIQFKTD--NSFHII-----F-NQFV-TPDLLPWFYGDLICKFSKLD---PDGDKFITNYIGNQLKQN---YSNREKIRELCSYILDNFTH----------------------------------YDTPQEEKF-------RSVLDIRWIAHSLLELLSYLE---------------GNAGSFAFLRANNKPG---S-KKVPTALA
 MBI4215760.1    SLVYAMFAGS-D-GPPF---ASRKAWAK-HL-CY-----E------Q-ENS-LGE-LTE-R-------GMV----------------T--PMAWVMVDFDCPTGK----SN------------LA-AILKILRE-------TY-PL-------GSWSVFDSG--GSYYFL-----L-EDLV-NVKNVPWHWGKLITNFAWTA---PPNRRHIFEGIGRDLQTY---WNNPVKLSRLSHDIPDMICH----------------------------------YDDPPGEKL-------PFIIDLRHMAHSLRELLRYFR---------------KKTGSFAYLRLSQKRP---Y-DLPPIAVA
 NMB83389.1      KAFTK-RISN-I-EDQID--VE-YIEQ--HI-EEYAFLFE------K-FLKYVSQ-EYR-V-------NLR----------------R--KFVNLMSNLSTKEYSK--QQN------------KD-VFLSKLS--------EL-TP-------EHLVVLQLA--YNYTFT----DG-KQDY-EKTK--TVK-EYIVKELREK------------------------------------------------------------------------------------------------GLEEAIIYAILTD-----------------------LQSKGLINETYHPTF--GGGLYTYHVT

#REC_response_reg+Calcineurin-CE
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 MBP3577211.1            MD---------------------NLIVFDEKLSTYNFYNDILGKFLEIYKSQV---DV--------QPVLD---------LRGTKYISPAAIPVLLSFGDYLRKLY-----KHPIDILVKE---------DSDLLNFMICSRFVSICK----------------------QLHIFNF--DETVL--ESWRY-----K----ELRDLHKISFTNTKYAD------------ADKIEDLVQRRNFIFDCLFD--RTKVIYENILSD-TNQLPK----------SVIDTTISSIAEIETNAIIYSQSYSFTYVAS------DRFGTNISVADSGIGFEKSFEKAG---RE-------LFTLVGSD----------------------NID--LKFRNYLVIMNALNYSYQKHLKEEREDLWSLK-NNVV-------------------NNNGILKIQYRNTQVIFSCNRCKYCTKNE---------------------------------NKKDISACVKCLLERY---SEDS--YSPIKLF-------------NVGFQGVRIEITINRGE-------
 WP_202703891.1          MKG-------------------VPILLNNKAFTPFHFYSSFLGSVASFYRQFP---QE--------KITFFLIGEDEKESFFHTYYFDPISIPLFLSLADQLSKFH-----KESITLQLYN------THSTKKVLAFLDRSDFFKISG------DFHK-----------FHKNILSF--NKDFL--GFFDS-----N----KQRPEHKVRFYSLNEGV----ITN-----SISTLPPEQQRDYLIEYYTY--KVKDHFEVILNE--SSNNK----------EIVFDYVQILSELITNGVLHSKSDVYALMFT------DKERTCFSISDNGIGLFESLKSKQIQTVN--TNYKLFDLYNEL----------------FDTIPL-NVD-KKIKESFYSIFEALYYSILK----DRKGLFDLMTTVVL-------------------NSDGYFRLHNHNAQIIISLRMMRELYVLVKLRGQIYDCHQKYISKVIDRNEFEETFSKLTLHVRDEFKKLITNIISNY---NSDVK-YSSIRLF-------------EVRFKGVHIEVEIPKKY-------
 WP_107831757.1          MIT---------------EHAIILSLKEGTPFTSFRFYNEFLKELSQYYRTAAN-KYD--------PPDIV---------LDNDLVIEPNTLPLLITLGAYLKDFH-----QKRARLIFEN------DLVSNHLIKFLQRSDFLYIIG------NNMN-PTFP------LGRRIFQF--DERQV--GDFRS-----K---KEQRADHKVRIYSLDDSA----MASV----VDSKCSEEAQRDDLIEYFSF--SVTKHFEELISD--ADTDN----------RTRRNVINTMAELITNGLFHSKSDAYVMMFS------GRFKLSCSIADKGIGLYPTIADKP---PT--SYYEPLGVFKEL----------------EGRVRL-KMS-AEVQKCAFSIFETFYFSMLK----NRRGLFDLMINIVV-------------------SCKGYFRLHYDSVQIIVSSRMSRELTELQEIRIAIANTHSQAGFGEIAEDEFLERMTMLSQKARQAILQLALTVFQRY---TEDVQ-YSSIRIF-------------SIKLPGVHIETEIPKIAN------
 WP_156307975.1          MNN------------------IVPIIDSKKTFTPLFFYSDFLDKLVKFYRENR---NE--------EIVFRLFEKGDDEIFNSSYRIDPISIPLLLSIIEQLSKYH-----RAPLKLLLNN------NHATLDALEFLYRANFFKTIS------EVKK------------ETKILQY--DPNYL--GAFKG-----C----TIRKEHIVRSYRKED------FPNI----DFDQEDEIYLRDQVNSVTSY--HVQNHFQELLFD--NEKTS----------RNHNTYIDILSELITNGVIHSKSTTYAMMFV------DKYHTKFSISDNGIGLRNSLSLKT---SF-PFYYEKNEIKSTI----------------NLN-LG-ATD-KHFVDNLIDIFEILYFSSLK----ERRGLFDLMINVVI-------------------KSNGYFRLHNDNCQIIISNRIFKYMASLNEMRESILMLHNLNELGKLEFEDFKSRLLEKKAIIKNEFIKIIKSTLKYY---SGETK-FSSIRFY-------------NVKFKGVHVEVEIPN---------
 QUC66358.1              MR-----------------------IIFDKYVNNQMFSKIYLRDII-LYASQG--NSD--------MLVLD---------FQNTSFISPSVLCDLLSVFSYIKETY-----NTVIYLLFGW---------NTKLVEFLGNTDFFLAAD---------------------VGRSVYT---DVLEL--SPITQ----------KRENTDKIRRIKLPTYFE-PGYRGS---EEVIYHFKDETIEEAESRIRQ--MVSKDFWSLNRK-VESIAR----LGI-NNDMYIELSKAFSELIINAYSHAGGNYCYYTFQ----NYNRSGLSFVCSDNGSGCYYSFREKI---DL--KWRK--------------------EGLFSDRVFF-EYENDRYIRSLMGIVESILYRYYNNKQIFDRGIIDII-KTILAVGK---------------DHNPVFRIQSDYAMLQIDARSVKKLFDGIDEINPLYFDYSSITP---------------------KIDVFEKLVLDQSI--RQDWITSKHVVFS-------------PYYFPGVHISISIDPIREEKEGSD
 MBQ8804692.1            MD---------------------NIIIFDEKISTYYFYNNILRKSFEIYSLDR---ET--------PPILD---------MRKTQYITPSAVPVILSFGDYLRKLY-----KQPIELLIGS---------ESSLLNFIICSQFKSISE----------------------KLQIFKI--DKEII--ESWNY-----K----ELRDLHKISYTNIHYTD------------VDRIKNPVKKRDYIYDCLVD--KSKAVYGKILQD-THQLPI----------NIIDATISSIAEIETNSIIYSNSYSFTYVAS------DKYGTNISIADSGVGFERSFIKEK---RK-------LNMVEKYQ----------------------KLG--PKFHNYLVIMSVLNYSYEKHLKDKRADLWTLM-TNVV-------------------KCNGIFKIQYGNTQVIFSQNSCKNCKRNE---------------------------------GKKDISSCVSCLLERQ---SEDS--YSPIKLF-------------GVGFQGVRIEIAVDKEED------
 RZJ76936.1              MPN------------------IKSVIKSNVNLTSYKFYTDFLKEVAESYRNG----AT--------DIDLQLFENGDNDIYSSTYHIDPIVVPLLLSLTEQLSKYH-----KKALSLGLHN------NQATIDVLEFLVKCDFFHISG------NNIN-PNFP------KGRNILQF--DPLFF--GSFKG-----K----VLRTQHRVRAYSLEDDG----LAIA----IKDFEIEEEKRDFLMSHYTY--KVRDHFQELLFD--NELTI----------DLHNIYIDILSELITNAVLHSKSNAYALMFV------DRFKTKFSISDNGVGFEISMKSKI---SS--NYYELNSLKNEL----------------SKQNTISNIS-SAILNNLHTIFDTLYYSALK----ERHGLFDLMVTVVL-------------------GSQGYFRIHSENSQIIISNRMMEELKSLENIRNQIYIIHNTYALNQISQLEWEKMLQIKSQSLKCCFIDFYKKAVDKY---SVDIK-YSSLRFF-------------LVKFRGVHIEVEIPNNQGDDNI--
 AMS26850.1              MNS-----------------SIIPLIENNVTFSPYYFYNDFIKKVADFYQNHE--KEE--------KIQFRLALDSDFDFIGKNFFIDPISLPLLLSLSLQLKNYH-----KSPLSLFLSN------NYGTVNIIEFLYRSDFFHLVG------DNKN-PTFP------LGKNIFDY--NEAYL--GGFKG-----Q----GQRIEHKIRCYSILDDN----LQLK----LNNILDEEAQRDFLVEHYTY--KVKEHYGILLNE--NDNTG----------NYTNDFVEILAELITNGVLHSKSDTFSLMFS------DKYKTKFSISDSGIGLYDSLDKKN---NN--HFYKKFILLNSL----------------SQTFNL-KVS-EHIKLSLLAIFETLFYSMLK----DRKGLFDLMCNVVI-------------------NCGGYFRLHNNNAQVIISSRMLNDIQVLYETRALILNTHNAILFGQIPEKDFIIKMQELEAKSRQQIIQLATSIFKKF---SQDVK-FSSIRLF-------------EVKFRGVHIEVEIPNSNNTK----
 MBQ8200070.1            M-----------------------IYKLPEKISKWDLYNKVLPELTEQYKHIK--KGD--------TTAVS---------LVQTEQINSNAVTLFAGMLNLLQNKS-----QNPVYLEFAY---------NPRFLGFLESIDFLRQLQ----------------------AKGIVEY--EYDYT--ADLKT-----D----MYSKNNKLYSFQPCKYF-----------EDKLIEEKKEFRDNLAQNMLFWLKSTPFFKKE----TTPIKGD---------QMWETTLGAVAELIDNAILHSGSISYLYMQSGIKFEDNKKGYLISVADVGKGYYGALSEKI---EK--QPEEECILYTQSSR----------EQFYRYAHSL-GID-IEKEINFLSIMEALYYSQIQ---DREIDLYKLK-NSLA-------------------ISNANFRIHQRNKEIVFTSKQCGGCNNRE------------------------------------DILNCLQCIWN-----RKDTS-ETSLKTY-------------PIEMAGVHIEIEFIQEKKNV----
 RLD36496.1              MNY--------------------YPLNAGSLSDLGDIYLLDDEYTNEFQPSIGEIDNS--------KLALDFR-------YLEKGRINTYTLTSLISYFSKISSNL-----GYPVPLILDW---------NPYILKFLERIDFFKTIS----------------------DFNIFWY--DDRFL--GGYGP-----Y----EFNPNTKIFGYSKLTAN---IEYNS----DLLDESKERLRRYFEDDLGG--KISNLFSIKDSKIISDLD-----------ELIRTLSIVSAELIVNSLIHGKSSTFVGLQR------SPRRISISICDSGLGFENTLPFSH------------------P-----------------------WINNLKLSGNSQYIGYACFIKESG------FGIKQAI-EKIL-------------------NIHGRIHISSNTNELVLKPRFWSNIKERFAKNKANNFKQ--------------------------DSLRIISNEFPSV--PSQYRT-TGYCRYF-KSLYSQPNEPEKRINVEGTRISFEIPINYKE-----
 MBQ3559669.1            M----------------------RIIDVPYDFTSYEFYSNILPQIKIS-------GEE--------EIVLD---------MSFTRRIEPLVIPNLLCLAYQRKNDC-----GIILKLLIPD------TATGGLIRNYLNEIGFTKYAI----------------------RTGLFEF--IQDPY--GGLEG-----K----KIDPICGTLVFNASDSR----------------DDIYRGVDMCITPFSE--EYLARFQIY-----DKDKY----------RYMNEITAFLEEILINCKIHAKSFSITTLHA----NYSTKKIYISVSDVGCGFLSTTEESG------------------------------------------------IEDEKQAILNGVYKRKNS----KVYGLYNVI-RRVL-------------------EYDGKVRIHSNDTQLVFTPRVLNEFKE------------------------------------------------------ECLEN-MESFEKY---------NVKHTQLYNGVHIEIELPLEKGNNNVHN
 WP_027395418.1          ---------------------MISILKNNENLTTFKFYTSFLKEVALYIKE-----ND--------NIDFEFVEHGDNLVHESNYSIDPITIPLLLSLIEQLSKFY-----KKPIELSLYN------NQATKDVLKFLMSSDFFNISG------DNTN-PYFP------YGRNILHY--DKRFL--GDFNK-----R----NPRPEHRVRCYSLNDNN----LFEK----LKEFENEDEKRDYLISEYTY--IVREHFQELLFD--NINTS----------LKSDFYIEILSELITNGVLHSKSNTFALMFV------NKFSTKFSISDNGIGFEESLKTKE---EN--SIYKPLELKNKL----------------DAIKIL-QVN-DKVLNNLNYIMETLFFSSLK----DRRGLFDLMTSVVL-------------------NSNGYFRLHSNNAQIIISNRMRDELKELSSLRNTLFDLHKNIAINKIDDERYNGEMISIKNDILEFFVKFYYNLCNKY---NNDFK-YSSIRFY-------------NVRFKGVHIEVEIPTA--------
 WP_166237465.1          ---------------------MVSILKNNENFTPYVFYTTFLKEVAEDINK-----EG--------YVIFKFVENGDDKVFDSSYRIEPISIPLLLSLSEQLSKYF-----KEPIDLLLYK------NNATKEVLNFLHKSDFFWIAG------NNKL-TSYP------LGKNILKF--EESFL--GDFIK-----K----DPRPEHRVRCYSLNDDN----LISK----LEVFESEDEKRDFLISEYVY--TVRQHFQELLFD--NSNTS----------NKTDYYVELLSELITNGVLHSKSNTFALMFV------NNFSTKFSISDNGIGFEESLKSKS---EN--LLYTPFELKNKI----------------DNLSIL-KVN-PKIINNLHVIFETLYYSALK----DRRGLFDLMISVVL-------------------ESKGYFRLHSDNAQIIVSNRMNKQLLELSNLRDDLFKIHEDILINSIKDNRYDDQMIKLKNQIMDCFMNLYNIVCDKY---NNDYR-YSSIRFY-------------NVKFKGVHIEVEIPNA--------
 MBN1971819.1            MS-----------------------IQLNKSVNNLYFYDKLLSEVANFYHNWD--NNS--------TPSFN---------FNKTTYIDPPFLPLFASLGLYLKKYHIGKNIKENSIIELNN------TPDTIKTIHFLDKSEFFDIVG------KQLDYKPVD------FSLDIFDF--DKKII--GGYSGYIF--K----EQRNEHKLNVYFPSQDK----LLNY---NQLTIEQKSEYRDKLLEKFIVG-KVQDDFAQVLYN--DEINR---------VITSEIVLTGISELIENGIIHSGSEVFSSIFS------SNKRSIISVADIGIGFEASLGNKS---ES-EFPLTKFYILNHF----------------KKEKKY-----IKNFHNCYIIFDALLFSLNR----NRHGLIDVILEYPT-------------------QENGYSRIHDTDLQIVISNRYFNIIDEIKQLRKKIIKAF--------TNNMPSVELQSLFLKGAELLIELCERIIDNY---NIEIN-VSSIRKF-------------KTRFPGVHIECELKN---------
 MBR4583689.1            -----------------------------------------MGKLVSCYNESN---GD--------NPVISYKLTDDMDPFMGKYRIDPISLPLLLSLSQQLKRNQ-----NSAIRLDLSN------YPATTKLLEFLYRSDFFCVAG------NEKN-PNFP------SGKDLLSY--DKRYI--GGFSN-----G----NIRPEHKLRCYSINDEP----LLNA---IISSNISEDEKRDYFIEHYSY--KVYEHFDALLRE----STG----------DFVSLYVDILSELITNGIIHSGSDVFALMFS------DKYSIKFSISDSGIGLYDSLDKKE---SN--IYYEKFDLTKKI----------------LKKTKL-PTN--TLTKSLVAIYETLFYSMVK----KRLGLFDLMVNVVN-------------------QYSGYFRLHNECSQVIFSPRLSRELKSLETIRVGIRNLY----FKSEGEVDFGAEIKKMILEGEDLFLELFQSTLKKY---SEDVK-FSAIRTF-------------NVRLKGVHIEVEIPKQ--------
 WP_179415968.1          MVQ---------------DNFIKIISNNGGTFTSFRFYNELLYEVAEYYRSPNY-RAL--------PPTFV---------IGKNLLIDPPILPLLITLGAYLKQYH-----KQTLSLVLEN------DLNNNNIINFLLRSDFLYIVG------DNTN-PTFP------IGKNIFHF--DKTQI--GGFIN-----K---QEYRTDHKVRIYSTTDTG----VIS-----VNNIIGEESKRDFLIEHFSF--TVENHFKDLLRD--SITSI----------ELNNKITDSLSELITNGLYHSGSDAYVMMFR------NRYKTTCSISDNGIGLYQTIALKT---VS--EYYIPLNLFNIL----------------KEKITL-NMS-QDIKDCAFAIFETFFYSMLK----DRQGLFDLILNIVI-------------------DCKGYFRLHYDYVQLIISGRMLPELNELAQIRNKIRHVHNRMSFAQIDKKEHVSTMIKLSAEAKNAVISLAQSIFQKY---SHDVQ-YSAIRIY-------------SVKFRGVHIETEIPQEINQ-----
 WP_147353745.1          MSY-----------INDMQNNISNVIVFDEKISTYVFYTKVTKTFYDMYMSQR---NT--------APILD---------FRKTKYITPEAIPVLLSFGDYLSRLY-----KRKIQIVYTR---------GSELHNFFMVSKFYEISQ----------------------KLDIFEW--DDVSY---EWYY-----K----ELRKLHKISYTNIIYAD------------VEKIKEPMQKRDFISDCLRD--RSKVIYQNVLSD-TNKLPE----------NIIGATIDAIVEIETNAIMYSQSHSFTYVAS------DRYGTKISIADSGIGFKESFLRNK---RE-------LKMVKKFQ----------------------GVE--KKFNNYLVIMSALNYSFEKHMESKRDDLWSLR-TDII-------------------KNNGTFKIQYENTQVIFSCNRCKNCTQIN---------------------------------GKKDISICVQCLMRQY---SIDT--YSPIKIF-------------NIGFQGVRVEVSINKEG-------
 MBQ3749727.1            MSS----------------QNQVVIIRDGEVFSPFYFYNSFLPEIASYYKDPD---NK--------GKQLVFYLTDYPDFVMGKYWVDPISIPLLLSISHQLRLHQ-----VNPIRLELMN------VPSTNALIEFLYRADFFYVSG------DNMN-PAFP------KGKNIFSF--DKVHL--GGFSG-----K----QIRPEHKVRCYSLNDED---DLLKI----NQTLGDEDEKRDLFVEHYSY--LVTKHFWPLLQE----FAD----------DKIIFYTDVLSELITNGVIHSGADVFALMFS------DRFATKFSVSDNGVGFEASLSKKE---DT--FCYKKLELLNCL----------------IKEFNL-KDD--FATRSLLYIFEALYYSMMK----NRVGLFDLMISVVN-------------------DYQGYMRLHTDYAQVVFSVRMRDEIAALEELRTKIRNLFSQRSFGLITEDVFRNQMSMVIMNSKIAMKTLFKKIWDNY---NEDVR-FSSIRFF-------------PVRFRGVHIEAEIS----------
 WP_114006097.1          MDT------------------VKPILQANTTFTPYKFYSEFLEDVANYYFQS----RE--------PVILKLFENGDEKIYDSTYRIDPIAIPLLLSLIEQLSKFH-----RRPLELLLFN------NRATVNVLEFLYRCDFFYIAG------DNQN-PNFP------KGRNILKF--NKAYL--GAFSG-----K----EMRPEHKVRAYSLDEDE----LKSV----LKNLSSEEKQRDFLISHFTY--KVREHFQDLLFD--NNYTA----------EQYNTYIDILSELITNSVLHSKSIAFALMFV------DRFKTKFSITDNGVGFAESMKLKP---KT--AFYEPEGLKTLL----------------LKNITVKNIS-ENILGGLYTIYDTLFYSSLK----DRHGLFDLMLTVVL-------------------ESKGYFRIHSDNTQIIVSSRMADELYGLQLYRKKIFSYHLAFQLKQITKEIFEQEIAEEAEAIKQLFLAFCEKSVSKY---SEDIK-YSSLRFF-------------PVRFRGVHIEVEIPNTLENDHISD
 WP_072961372.1          MES------------------IIPIIDSNVNFTPLVFYRDFLKKLANFYRENP---TE--------EIAFRLFGNGDDDIYNSSYRIDPIALPLLLSILEQLSKFH-----KNPLRLFLNN------NHATSSALEFLYRANFFKTAG------DRDY-YN-Q------YGNSIISY--KEEYL--GAFKG-----K----EIRKDHLIRSYRKDD------YSNI----DFQINDDILLRDQINSLTSY--YVQDHFRELLYD--NPNTV----------DYQNTYIDILSELITNGVMHSGSTTYAMMFV------DKFRTKFSISDNGIGLKKSLEAKI---TF-PFYYKKDDFKNSI----------------SHK-KT-DFS-SYYVENLLDIFEALYYSSLK----EREGILDLMLNVVI-------------------NSNGYFRLHTENCQIIISNR-FKYIAKLHEIRQQILNVHNINEISNMEQSDFKNSISQYKKLIMEVFENMFNTAIDYY---TEETK-FSSIRFF-------------NVKFKGVHIEVEIPNT--------
 WP_171773516.1          MND--------------------KIIYFQENSTNFSIYDDLLVQLNKYYKAYTN-KEE--------VISLS---------LENVKWLDSMILPNIMVIGTILRVFH-----KQSIPLHLPY---------DLRLLKFLKCSDFFQISD------SS--------------FLKLFDY--NEEVVDQSNYFI----DK----EYRDKHKIHYYMPDLSYY----------DIESEEEQQNRRGEMYHSIRYG-TVPNDYRDILQD-KNVLDS----------EQIDDVLDIFAEIICNSILYSKSITYSFLQT------GKYNSTISISDAGIGFKKSLSKKS---SH--ESY----IINKYQD---------------------KFN-LNMYEDFLYIIEVLNYSMNQ----KRRNLWSLK-NIIV-------------------NNGGTLRIHYNSTQVVFNSSRCSGCKK--------------------------------------SAEDCIECFAKRF---YKDKK-VSALRIF-------------PIKLRGVHIEVEIGNEGRRSTC--
 WP_171391349.1          MGN--------------------ITIRVGAMQSVSSVYFSSRKSLDEFNKEWALGHQP--------SVTWDLS-------QLKPGRVNVAAVAFLLALAHRIRSFT-----GRRQKTVIEW---------HPNLFSFLFDINFFTVSD----------------------NYDLFDW--PFEI---GGFEG-----G----KTNPNTKILAFSQLESV--PDMRDL----EGIAKWKRVHRENYRSNIIH--SCEALFSVN----ENSNPK----------NLPLIMSRNCAELVTNSLLWGDATPFVGLQR------TRSNIFISVSDIGRGLRGSLVQKQLVT---------------------------------------KQN----SDDLYAIALACTINKND------FGLKRAI-STVV-------------------ELGGTISISSGKCEIRWGEELWKHFLIDIDNGGFEY-----------------------------AVQQLNLRCGDTLET-SYDKKINGFRRIW-------------PSSIRGTRVSFSIPLEGKLYK---
 WP_185256907.1          MKK----ILREFIMIGMRVVMEYYIVRFPQKISTFNLYFEILPQINKFINCSIY-ESK--------RLFLD---------WGIVDIVNPLVIPDLLVMGKWIKKVC-----GKSAVLYIPT---------KETLLSYLDNVKFLQYNS----------------------DDEIYEV--LEEYI--GGYLP----------KKDPNKKTYHIENNYTE------------------------DMIWNVMG--TVQDSFSAI----YDKWDN----------NNSIIVMNMIWNFCVNSTRHGKTDCYVTFQN----LKSIQKFMVSVSDWGTGIYTSMYERA---CK-----------DEIMN----------LHFMTPKRLV-ELK-NDKYKELHAIMEAIFYRSDT----PDFGIYDAV-SETV-------------------KRKGIIRISSNDTRVVITDNFYNNFVSILHE--------------------------------------------------NKEKY-FSEIDKAIKD--EKNIFVDEGIYMPGVQCELEIGFQ--------
 WP_038673635.1          M----------------------QTIFFESKITSYNFYNKFLQELSSFYKTNG--GRI--------APNLS---------LEKVEWMDTLVIPNILSLGLYLSKFH-----HSQIPLQISW---------NPRILFFLNEIGFFKIVQ------S---------------KFSVYEI--DERFL--GGFPV----DK----QYRDKHKLQYYLPLADYY-----------NKKLEDQEFYRNELFEKMRFG-KVLNDYKDVIED-QGSLDS----------QEVKKTLDVLTELICNSILYSGTECFAFMQT------NKYGSKISLSDYGIGFRKSLERKN---IK-------LKVLEANYK--------------IYSQKT-GID----LEDFLVIMDVLSYSKSK----ERENLWELK-NIIT-------------------KNNGILRIHYQSAQVIFTHNKCKNCEE--------------------------------------DIKKCLDCLLETA---DRDPQ-YSSARFF-------------KTKFPGVHVEVEFTRQEGYGC---
 WP_137339394.1          M-----------------------------------LAKNMGPGISVVREEYIKHKTEYDNGLLPIPFEIDLR-------GLKPGFISTATLTALLSVCYNLRKTF-----GQPIPAWLDW---------NPEVQRFLASLRFFQLAN----------------------SLKIFKWLPGEEII--GGYTV-----S----KIQESSTIVVFTNSMNY------------DDIKDRYAEVRRQLWDQIAP--RLAFNIQDL----VSNLRE----------ESAGIITNATLELIINGLIHGESETFVGIQR-----RSRTRLTVTVCDSGIGFPLSLAKTT---ND-------ILLSR--------------------------------KENLEGILYGCLATDSF----ES-GLTRAI-ESVLNYKESYNQNY---------ENEGYVVVSSFDAEVRWQKYNWERAKQITLEPSNNLQLK-------------------------NNLAKIKRLRFDQ----SEGHE-TGYFLKY-AD----------NVSIKGTRITFEIGI---------
 OJV64356.1              MN---------------------RTISLPEQFTLDYFYSSLLEETNAFM------KNE--------KVVMD---------FSRVIYLEPSVISNLIVLGSQFKNSY-----GATIKIQFAN------NESNGKVKKYLSVMNFFDLTD------TKKN------------GYRCFEY--DNSAY--QGYVD-----N---DSFNYETSKTLSTDNLEYL--NIFNQ-------------------TFFAT--KFPEYNLIPIRD--GYLSVP---------VKMNVLSLITNSCYTNVSEHTNSFGIMTVHR----NWNEKVSYFSISDSGTGFKESLNNKN---GI------------------------------DKKTNK-SVSYSTIENEIDAIVEAMYFRHEE----KYHGLSRMILKVLEVFHLNTLENEPYTKQNDIFFDFPIILIHSNNYLIKIYGDMYKYFNFYHYE--------------------------DKGDKSLEFNSKYYKSMFKNY---LNDNK---------------DRCITKTLDFNGVHIAIKMPFSKKNNK---
 WP_088227826.1          ME-------------------EYYLVDFDENVTSYSFYSKILPQLHIYFERKL---SK--------SLLLD---------FSNVNFINPLVIPNIIAVGFILKEYF-----VKPVELYIPW---------KPELLSYLDDIGFFAIVR----------------------KYKIFNL--DERLI--GGYES-----G----KINHACKTFIFEPGATK---------------------------GDIRY--TLNKSIKLLIEE---KYSE----------NTLDDLLNTLTEICCNACIHSGSRCISTFQSNIGSNIKHKKAYISISDYGIGYYNSILKQL---SK----------INELN-------------FISKSQYT-LLD-IDKHKNLFGILEAIFYRKKN----DEYGIFQVF-KYVF-------------------EQDGVIRVHSEDTQLIFTKNTFLRYINNPNELDEYL-----------------------------DYIKLANK--------KSDMQ-FSPFRKN-------------ESRLKGCHLEIEIPLRMDE-----
 QTE70055.1              MAFVSS-------------------------------------------------YDD--------ELVLY---------LDRTSHITPGVLCDLLTFFKYQKTRK-----GATVLLVFGN---------ATKLRSYLDDTQFFLHSE----------------------HGNLFIT--DIVYHYSSDLDI-----R----RRHNTNKIHRVNVPLHS----ISNKI-------------------YLPY--SVQNEFHRSVLELYNSYEKQRAMKQL-KLDDYEKLAGGFSEIIENAYGYGYTTTESCFYFSFQ-NYKKTGISLACSDSGGGYYNSVLSKL-------YYVEEKNVIESPQLRKIEIKLPLIPKLFTKNEFL-SFKNDTRRRNLAAILECILIHIDD----RLNGFPYILSTLVL-------------------HAGGNLHIHSENTLINISREFLSEYFVVSNGVISGF-----------------------------NKTKLRGIVLNLRIQ-DKLIQ-NGTLQVY-------------SHFFPGVHISVEIGGQESNGKYL-
 WP_074233652.1          ---------------------MVNVLNNNEKLTPYVFYSRFLKEVAAEIQK-----NN--------DINFKLAENGDNYIFDSNYTLEPITIPLILSLTEQLSKFY-----SKPINLNLYN------NHATKKVLNFLYKSDFFHVSG------SNKN-PSFP------IGRNILKF--NDEYL--GDFIN-----K----SLRPEHKVRCYSLNDRN----HYQE----LQKYKNDDERRDYLISEYIY--IVKEHFQELLFD--NESTN----------ENLDLYIEILSELITNGILHSKSNTYALMFV------NKFGTKFSISDNGIGFTESIKNKS---AD--FLYQPFELKNEI----------------DKINSL-NIN-EKILQNLNFIIETLYFSSLK----NRKGLFDLMVSVVL-------------------NANGYFRLHSENSQIIVSSRMTKELNILSELRTRLFKLHRKTLINGGGQD-ITSEMVMIKNEIKNNFISLYKNICNKY---NEDYR-FSSLRFF-------------NVKFRGVHIEVEMPNKI-------
 MBL0883088.1            MEF--------------------KKITVGPLTSINNLVYHLSKQFLEIRTDYLLGKRP--------VFKLDFS-------DIKSHSISLPALASLLSVGKKLSEFI-----GYPIPVITIW---------EPHTLAFLHQTNFIQIAK----------------------KLNIFSF--EDDIDGWSWFTA----DR----PLNPNTKLLYFGDVKPI---SHFDP----SEIGTQKALHKQKLISNLKL--RCSAVF--------NGFNN----------KLENTLYNTLLELIVNSLMHGQEFAFVALQR------SSKGITIAVCDSGIGFKRSLQQTF----S-------YPQLNE-------------------------------LKDEEAILIGSLIQKEI------HGLRLAI-SEVLRYREN-DFEL---------KNEGWVTISSYGAEIRWQKRAWREALNHFEQLDLNHQKP--------------------------SISDIFDPIYHGQID-EEALE-NGYCRTY-------------NHFLVGTRISFEIKF---------
 WP_157523391.1          MDD------------------VKTILKSNSNLTPYKFYTEFLEGLADFYRNN----EQ--------AIKFKLFEKGDDDIYESQYQIDPIVIPLLLSLFEQLSKYH-----KQALSLILFN------NRATIDVLEFLFQSDFFSLIG------DNSN-PSFP------KGRNIISF--DRGYL--GAFKG-----K----TIRKEHRVRAYSLADDG----LSSL----LKSYSNEEDKRDFLISHYTY--KVREHFQELLFD--NEFTA----------EIYNVYIDILSELITNSVLHSGSNAFALMFV------DRFRTKFSISDNGVGFGASMKLKQ---PT--FYYSPNAVKKIL----------------FEKIIINNIP-ASILDNLFTIFDTLYFSSLK----DRHGIFDLMVTVVL-------------------ESKGYFRIHNDNCQIIISNRMMDELLILNGFRNEIYNLHTTYLLNQIDERTWRNNLIIKSKSIQEAFISFCVKAVAKY---SFDIK-YSSLRFF-------------KVKFRGVHIEVEIPNTLSDDNFNN
 WP_035625750.1          MKE--------------------QIINVGSLSSLSNLNFTLTKELKILRESYLKGNGH--------IPVWDLT-------NITPKKVSFAALTTFLGISKTIRDFI-----GKPIEIRVLW---------QPEFQGFLSDIDFLKISS----------------------EFDLYDW---KGML--GGFSN-----E----KTSPNTRIFFYNDVPTF---SYTDQ----QSIITWKDTKREELKRSISF--RLKPIFDNNYFV--EQWNR----------ELEAVFTTTISELVVNSLIHGRSIAFVGVQR------TKRGITTCISDNGIGFLNSLQQYK---PD-------LIPSLS-------------------------------KSNLKAILYSSLHSRNK------IGLYRAI-NDVI-------------------LSGGYINISSFDSEIMWSNEIWQHINTFQSLEDILA-----------------------------LNLETSAFMLDGFVD-IETLK-KGYLKKY-------------DHFLMGSRITFEIPFSHE------
 WP_136524326.1          MLLPDASIDVASQKAQGDQMRELCHIYLGEDATSFDFYNNVLPQLHNFFRQNS---GR--------ELVLD---------FSEVSFISPLVVPNIFTIGYILKKHF-----GTPVELIVPW---------KPKLLSYLNDISFFSIIS----------------------DYDLFVI--DDRYV--GGLNT-----N----TVYPGCFCYCFEPDMAY---------------------------EDVRY--KLKKSINIITDL-ATSITG--------VKSDGSDLLNNLTELCYNACLHSDNLAFATIQTNLTDNNRHKKAYLAISDCGNGLYHSLSKKY---RA-----------NEAS-----------PVTVSTDEFL-SLS--EDVRNVYAILESILFRQQY----EVFGIFHVV-GNVT-------------------ATGGVVRIHSNDTQVILTQNSFQRYIDHPVKLAKTL---------------------------KDKLVQVQRE--------DIELR-FSPVRKS-------------SGKLKGVHIEIEVPIGVKR-----
 WP_143147228.1          ---------------------MIPILDDGRNFTPLIFYTEFLPKLAEYYKNNK---SE--------DIKFLLFQKGDTEIFSAIYRIDPISTPLLLSIIEQLSKFH-----KKSLELYLNN------NHATIKVLGFLFRADFFKISR----------------------ENKILYY--NENYL--GAFQG-----N----EIRKEHIIKSYKKKD------FPNI----DFDFENEIQLRDHVNSIISY--NVQTHFGELLYD--NINTA----------NNHNEYINILSELITNGVIHSQSTTYAMMFV------DKYQTKFSISDNGIGFKNSLNSKQ---NL-PFYYKKNEFESNT----------------TLQFPT-SIN-KYFIENLLEIFEILFYSSLK----ERKGLFDLMLNVVL-------------------HSNGYFRLHTNNCQIIISNRIFKYITSLNELRDEILESHKLFELEKISLNDYQQAIIDKKNLISKQFEKIINATIKYY---SEETK-FSSIRFY-------------NVRFKGVHIEVEIPN---------
 WP_158991703.1          MSL---------------DNAIRLTLKNGGAFTSFRFYTEFLPELTIFYRSRY--KGE--------PPYFV---------IDRNLKLEPSVLPLLIALGVYLKNYH-----KQSIFLDIEN------DFTDNDVIRLLLRSDFLYIIG------NNTN-PTFP------IGKRIFQF--DQTKI--GALTN-----K---QDWRSDHKVRIYSMNDTG----VID-----VNHIKGEEAKRDFLIEHFSF--VVVEHFYSLLSE--MGVSE----------NAKNNQVDILSELITNGLYHSGSDAYVMMFN------SPYKTICSIADNGIGLQATIKNKE---AS--AYYEPYSIVKEL----------------TGKTGI-KVS-EQIQICILSIFETFYYSMLK----ERQGLFDLMLNIVV-------------------NCQGYFRLHCESVQIIVSARMMEELNELQIIRNEITHLHNTFNLGRIQELEFTNRMIPISQNARTSIIKLAHNIFKKY---TEDVR-YSALRLL-------------ETKFNGVHIETEIPIQNN------
 TRZ64465.1              MEA--------------------IYLNPGPLSSFNSLVYYLGPQLEKIRNLYIHGSSP--------EIILDLK-------NLNTQNINIPALAALLSNCHKLSQFF-----GRPIVTEFSL---------NPYIQNFLNHVHFFRIAK----------------------KLKILVW--DEKTV--GGFWP-----S----DMNPHTKLLYFGDVHES--VEKNTP----DEIVRIKAVLKQKIGPNFSL--RCSEIFK--------SFDP----------KLEYSVENTALELITNCLIHAKDYAFVGIQR------TSKRITVSVCDSGMGFKKSLVNSY---PD-------YLIFRG-------------------------------ASNIQAIVIGSLIQQYE------HGLRLAI-NHVLNYNDS-QYNT---------RNDGWVIISSYDSEIRWQKPNWDRAIEYFQETGLGLKLP--------------------------DISLLLGDELNKKVP-YEQLE-QGYWRNY-------------KNILMGTRITFEIPIV--------
 WP_110348614.1          MDN-----------------EYVTILENKKPFTSFYFYTDFIKRVADFYRASS--SKS--------LIQFNLIQENDFEATFCTYYFDPISIPVILSLCEQLKNYH-----NRSLPLFLSN------NNGINQVLEFLYKADFFFVSG------NNLN-PNFP------VGKKIFSF--QEGYL--GNFAG-----K----NQRVEHKVRCYSIADDN----LYDI----TNSEASDENKRDVIIEYYTI--KVQNHFSELLFE--NSVTE----------KLQSFFVEVLAELITNGVLHSKSNVYALMFL------DKYKTKFSISDNGIGLYSSLTEKK---DC--FYYSKFVFTDEILR--------------SKQIKL-NVD-ENIKNNLFAIFETLYYSMLK----NRKGLFDLMCNVVL-------------------KCNGYFRLHNENSQIIISHRMVNDLSQLFQMRNEVLEIHYKFLFEN-DLEKYENDLTNIIPRLKDLFAKFVFNTIDKY---NNDVK-FSSIRFY-------------EIKFKGVHIEVEIPNSNLS-----
 WP_062852933.1          MDN--------------------LTINIGQLQSVASVYANVSKGLLEFNRRWASGHKV--------SVTWDMT-------NLTSGHINMTAASFFLAIAHRVRLFT-----EQRQPIRIDW---------HPKQFSFLADIGFFKISN----------------------EYDLFDW--PFEI---GGYEI-----N----TINPNTKILAFDQIYSS--PNYSDS----HEVAEWKKVHREQYRREIIN--RCESLLSVS----ESYLGR----------DLPLIMSRTCAELVTNSLLWGNSTSFLALQR------SKKSISISVIDIGRGFRSSLGQKSDML---------------------------------------NIN-TSLLDDISSIAIGSIINQND------FGLKRAI-STVI-------------------ELDGTISITSNSGEIHWANDSWQKYLHFLYDYNIES-----------------------------AISSLPTPIKKST---SQDRE-NGYTRTW-------------NNSIRGTRIEFNIPLREKFY----
 WP_146202865.1          MLE---------------ENIIHLDSPDQKRFTSYRFYSELLSDLNEYYRSDY--KGA--------APVIS---------LDRSLRIDPSVLPLLMALGAFLKEFH-----KQSISLEMDN------DLSSNGIIRFLQQSDFLHIVG------DHDN-PNWP------NAKRIFKF--NREAI--GQFSQ-----R---GELRFDHKIHLYSRNDPG----LRL-----INLIDDGEKRRDALIEHFSF--LATSHFENLVND--IGTDN----------FIKTQFVQIISELITNGIFHSGSDVYMMMFS------NRFKTSCSIADIGVGLFDTIMAKE---KT--AYYNPGGLMGIL----------------SQKITV-SMA-PVTQKCAFSIFETFYYSMLK----DRQGMFDLMLKVVI-------------------RCQGYFRLHYDNVQIIVSSRMLNELSMLQEIRTGIWRCHSWFLLNPELSDEYHQQMLSLSDQGQKAIISLAEGIFRNY---TQDVQ-FSAIRIF-------------QVRFKGVHVEAEIPTNVN------
 MBE6025113.1            M----------------------NIIDMPYDFTSYEFFRKVLVDAKYN-------CDS--------KLIFD---------FSNTRRVEPLVIPNLLCLAYEIKQET-----GTIPQILIPD------TYEGGVLRNYLNEIEFTKYAL----------------------GAELYNF--PYNPY--GGLSG-----K----KIDPLCGTLVFDAVSTR----------------DEIYRGIDMCITPFAE--RYLEKFNSY------NDNN----------MYINEIVEFLEEIIVNSKVHGKSFSITTLHA----NYSAKKIYIAISDVGGGFYSTLQNEA------------------------------------------------IDNDEKAILAGIYKRKDS----KVYGLYNVI-RRVL-------------------EFEGRIRIHSNDTQIIFTPRVKTEFLN------------------------------------------------------ERLNK-VNNFRKY---------NVKGTVQYDGVHIEMELPLERGWRDENF
 WP_201918939.1          MTK--------------------SVINVGPMKSLNSLSLYLAPQLDELRNSYIEGRGA--------IPVWDLR-------NIPPKGVSIAALTSFLSISKKIRDFI-----GTPIEILIHW---------QPEFQGFLSDIGFVQIAR----------------------EFDLYNW---QGML--GGHKT-----G----KTNPKTRIFYYSDLPNI---DRSNN----EQLIEWKDRKRQEIKHSIAL--RLSNLFNTKIFH--ESWSN----------NLESVLTITGSELIVNSLLHGNDIAFVGVQR------SSRGITTAICDSGIGFPKSMKSNY---EW-------LKDKPP-------------------------------LSHTKAIILASLLSKNK------IGLYRAI-DDVL-------------------ATGGYVNMSSYDTEVRWENHLWNQAKELKIQFDGKI-----------------------------VDISSLGKPLRGYKA-LEEIY-QGYYKEY-------------DAFLVGSRVAFEIPFVI-------
 WP_123856548.1          ---------------------MVSILKNNEKLTPYSFYTRFLRDVALNIKT-----EQ--------DITFKLVENGDAQIYDSVYNIEPITIPLLLSLIEQLSKHY-----KKPINLSLYN------NQATKHVLNFLYKSDFFYVAG------NNRN-PYHP------YGRNILNF--KEEYL--GDFIT-----N----RPRSEHRVRFYSLLENN----LQQK----LNEFTKEDDKRDYLISEYSY--IVRDHFQDLLFD--NTNTA----------DKIDIYVEILSELITNGVLHSKSNTFALMFV------NKFATKFSISDNGIGLVQSLKTKT---AD--TLYKPQELIQKL----------------QLIKIL-NLN-SKILENFDFIIETLYYSCLK----DRRGLFDLMLSVVL-------------------NSNGYFRLHCDNAQIIISSRMQKELNNLSNLRNQLFNIHRKILINDVTTESQLAYMLELKNLILDHFVLLYENICNKY---NDDYK-YSSIRFF-------------NVKFRGVHIEVEIPNS--------
 MBR4983255.1            M-----------------------IYRLPEHINKDTFFNKILPDLTQQYRTIK--KGD--------KAAVS---------FVEIKNINSNVLPLLAGMLNLLQYKS-----KNSVFVELAY---------YPRLLAFLKIVGFFDVLS----------------------EYDIIEY--DEGYL--EGLGNY---------NYNKENKMWTYLPIPYF-----------EEKNEEEKRNIRDSLAEKVRGELCCKDFFKKK----TSPIDGD---------ELWNTTLTASTELIVNAKIYSGSISYSYMQLGMRFSKNRKGYIFSIVDIGKGYYKSLGDKI---EK--GGA-----YTEQAR----------EYFYRYAENL-GID-VVKEINFLSIMEALYYSQTI---SREMNLYKLK-NLLA-------------------ESNANFRIHQKNREVAFTSAYCSKCLDR-------------------------------------DILCCLECVWK-----RKNSD-KSPYKAY-------------PIAMAGIHIEIEFVQEKKYV----
 PKP23046.1              MEN-------------IKYNLESKEIEFSGKISSYKFYVKLFEELKVFYMENG--NST--------PPVFS---------FTKVDEFDPLVLPNLLFLGLILKTFHN----GKIIPLKI----------LNTSATKYLDNTQFFNNVGAPKIISEEFNVNNIKIEIVKRVGLEIFAF--EKGYL--GFYNN-----SNNLINYNPNHKIHVFENCSYEYYKNYLDKSLTPENLELKLDTIRTKKFNELKP--KIEKYFYNVLHA--YERSQ----------NNINTILSIITEIVCNSMLYSYSACSAMLQS------KDNKTTISISDIGIGFEGSFIKKP---NF--DNF----VTRNFKS---------------------HYK--KKLKNYLLIFDALHYSKSK----ERDNLYTLL-VHIL-------------------EKGGKMRIHYDNVQVIFTSNRCSGCDV--------------------------------------IPMKCAKCLLDNL---TSDYL-ISPVRFY-------------ESNYQGVHIEVELNF---------
 WP_007811631.1          MNE------------------PIALIKDGKNFSSYYFYNNFLKSVSQYYREDK--NQN--------TIQFSLIVEEDNEIVGNKYFIDPITLPLLVSLAEQLKKYH-----RSSLPLLLSN------NKATKSVLSFLDKADFFHLVG------ENYN-PTYP------IGKEIFSF--DKRYL--GDLKV-----N----NQRAEHKLRGYSINEED----LSNK----IKEFDSSERQRDYLVEYYTY--KVKDHFGILLFS--NNQTQ----------ILTFEFIDILAELITNGVLHSGSDAYTLMFS------NKFKTSFSISDSGIGLYASLSNKD-TSNN--NYYIKFEIFKEL----------------KKLNKL-KIS-EQIENSLLAIFETLYYSMLK----DRKGLFDLMCNVVI-------------------NCEGYFRLHNENAQIIISNRMLEELIILFESRKKIIQLHDNLLFKRITKENFEEEIKKNAIEVKTKFIKLAVSIFERY---HIDTR-FSSIRLF-------------EVKFRGVHVEVEIPNVK-------
 WP_209920120.1          --------------------MSITIVKQGVTFTSFEFYNIFLKEIALFYKDNK---QE--------KISFSLIDNRDNDIPYNKYRIDGNTLPLLLNIFEQLSSYH-----KEGVGLKLQNIIGHDKNLGTQDLISFLTNSNFFNIAQRQDQNYSKLE-PSYP----------IIDI--DKNLL-----PS-----K----KLDSKFEIDCFSLTQDD----SLRF----ELEGLNDEEKRDKLVEYYMF--KVEKKFSKLFPE--LSISKNFLQNTTTIIDYKKFYIHVLPELITNGVLHSGANTFASLYK------DLYKTKISVSDNGIGFNQSMDNKK---NL--GFYKRNRLKEEL----------------SKKNTF-NIN-PSYLTHLHSIFETLYFSMLK----NRLGLFDLICNVIL-------------------MLDGVFRIHTENTQLILSKRVNDTIVKLYNKRKQIIKLHDEKLLEKISDEELNSQMELLSSQALGLFVDFYVQTLGKY---TRDVK-FSSIRFF-------------PVRFKGVHIEVEIPN---------
 RGD96545.1              M-----------------------IDRLPQVINKTAIYYKILPELTECYKYLQ--KGQ--------QTAVS---------LVETESIYSNAIPLFMTMLNLLKSKS-----GCPVYLELAY---------NPKLLAFLDSIGFFSVLK----------------------RYNIAEY--EEGYL--GGFNNYCDYER----LQRNVTKIFVNEPYIYF-----------EEWGEAKKKRTRDTLSGNVKSMLRNTPFFRSE----TTPIRGD---------QLWENTLTAATELIVNAQIHSHSLSYAYMQMGIPLSPELNGYILTIADAGRGFYESIGERI---KK--GGS-----SFRRQR----------EEFYIYAECL-GIN-VKKEINFLSIMEALYYSQMQ---ARDMDLYRLK-NLLA-------------------VSKATLRIHQKNTEVVFTYAACQKCENR-------------------------------------DILNCVQCVWA-----RRNTK-NSPLKKY-------------PISMAGVHVEVEFVQEKKHV----
 OUQ22676.1              MQ---------------------QIIYVERYLTSAEYYGFLLPKIQLILKYYD--KTD--------AIILD---------FSGTLKIEPNVIPNLLCIGQKIKDIL-----GYNAIIRIPD------TYEGGKIKKYLFLIGFTKYSK------------------------GIYDS--EFDLY--TGFEG-----K----TIDPLCGTVYFESQVSK----------------DEIGRKFDQMIGPFAE--KYLRKFDKI-----NMFNG----------QIENDIINLLKELAVNAKDHGKSFSYTTVHA----KYSKRIIYISISDAGQGFFRSCMEKY---KK---------------------------------ELL-ENN-QTISNEVEAILYCIYVRKAS----KIFGLYSVI-NNTI-------------------TNKGIVRIHSNDSQVIFTNKIKREFEK------------------------------------------------------QDLLK-NQKFWKY---------YVRRNLKFDGTHIELEIPF---------
 GEM51947.1              MHN------------------SIPIIKDGLKFTPLYFYNTFLKELADYYRNNK---GE--------IIEFVLFEKGDKDIYNAIYSIDPISIPLLLSIIEQLSKFH-----KSPLKLHLHN------NHATSSVLEFLFKINFFKIIG------PIQS-PNF-------ISSNILEY--DEEYL--GWFKG-----K----DPRKDHMIRLYDKKQ------FPEI----DFETTPDIELRDQVNSLTSY--KVIEHFSNLLQD--SHVNQ-------------NKYITILAELITNGVIHSKSTTYAMMFS------DKYQTKFSISDNGIGLFKSLQNKQ---ENLPYYYNGEELKDAI----------------NKD-EH-KFN-SIYLDNLLNIFEVLFYSSLK----ERRGLFDLMVNVVV-------------------NGNGYFRLHTEYSQIIISNRIFNFINSISEIREQIFDYHQIFELDNEEEYKRLLVIQKLKDNMKYEFIQFITNTLNYY---SNETR-YSSIRFF-------------PVKFKGVHIEVEIPK---------

#STAS_PRTase_assc+PRTase_STAS_assc
 Consensus 90%           ....__________hh_h_____h_........______...........................____hp___hp_l_____.........____hhh-h__l_____p.....____h_ph....______l_h__...........................hp.__h________............._s______..............................................___h___h_____....____............._______ps_hb_s_alslK_hh_.p__hh_h_ha_lh__h__......................__p___hh_ps_suuhlss_Lu_hh__phh_h__lGP__ph_p_.___p_____palhl_DhhCbGsEhbb_psllph__u_h_G_hsl_p_________..................___slh_hpp_..._h_a_l___bp............
 Consensus 80%           .._hb__b_p_p_hhhslahcp_h_........_s_h__........................__hbsp_lp_pshppl_p_h____......p___hhlDhp_lp_hp_p.....____h_ph...._p__b_lhh_N...........................lp.p_lhp___b__.........___._s____p_.................................___.....____.p__app_h_pblb....p___............._____ppSSslYls_YlslKphhp.p__hhbaslY_Lubpl_p..__..................__p_s_hhhpsbNuuhIsslLuphl_hchlhhcplGP__pl_pp.h_pplbpsppYlllsDhlCLGsElcbhpsllph_suph_Gshulhchp_____p__.................p__ulhplscp__._l_Y_I_sshp_...........
 Consensus 70%           ..Mhhp_l_ppp_hhhslHhEp_h_........ssblpp......................___shbsppls_pslpplhp_lp___......ppb_lhlDFppIp_hp_N.....h__bh_pl....bpp_bplhhhN...........................lp.pplhp_b_bp_.........h_p_ps_bp_p_...................__............____________.pp_app_a_cblp....ch__.............pppb_psSSslYlspYlslKchhs.p__hhbahlYbLAbpl_p..pb.................._ppps_LhhpohNuuaIuolLoplLphcllhlD+lGPhsplbpp.h_ppIbpsppYllVuDhlCLGTEl+IhcslIpa_GGphhGslull+hcs_p__p__.................p_bulhplscpps._lsYpI_Tslp_...........
 Consensus 60%           ..MlhSblpppphlYhslHhEphhp........usalsc......................_pbGIasppLsbsolpplhs_lpp_s....._pspplllDFppIcshpsN.....hpphh_cl....pppsppllFlN...........................ls.cpllcphshpp.........hpp_pshbpsp_...................h__hhh........pp_s______p_.pplFpppF_cblc....cah_............_pppbb+sSSsVYLspYIDlK+hls_c_shhhahlYpLAhclbc..ch............__p...bpppshLlCpohNGuaIuolLSpLLphDllhlD+lGPlN+laps.l_ppIpcsccYIlVSDllCLGTElKIh+sIIpa_GGphlGslull+hcolppbcb__................sshulasIscpsN.plsYpIpTsLp___.........
 Consensus 50%           ..MllSblpspchlYlsLHAEphas........usals-......................_spGIascpLspsTlccIhchlpsps....._pscpllLDFcpIcshQsN.....lpclhpcl....psps+pllFlN...........................ls.ccllcclshcs.........hssspNlhpscs...................ap_ahh........ss_sb___bhch.cplFcccFpchlK....+alp..........__pccspbHsSSsVYLssYIDIKKlIs_-psFahYhIYcLAhKIpc..ca_...........__p...psccPlLlCQSLNGoYIASlLSsLLclDlLaLD+IGPlNKlYss_ls+sIccs++YIlVSDllCLGTEVKIhKNIIpahGGchlGNVoIlKlcTlpcccbsb................sshSlFsIs+sNN_-lsYpIpTsLcp___........
 annotation                 ***********************************************************************************************************************|STAS|***********************************************************************************************************************   ******************************************************************************************************************|PRTase|*****************************************************************************************************************
 ss_from:MBQ8200071.1_A  ----EEEECCCCEEEEEHHHHHHHHHHCC----CCCCC--------------------------CCC--EE-HHHHHHHHHHHHH-CC----CCC-EEEEE-CC--EE-CC-----CHHHHHHH----HHC-----------------------------------CC-EEEEC-CCCCC-HHHHC-------CE--CCC--------------------------------------------------HHHHHHHHHH----HHHH---------HHCEECC-EE-CCC-EECCEE-CHHHHH-HHHHHHHH-HHHHHHHHH--HH------------HHCC--HHHHEEEEE-CHHHHHHHHHHHHHH--EEEE-----CCCC-CCCCCCHHHHCC-EEEEE-CEECCCHHHHHHHHHHHHCC-EEEEEEEEEEEE--CCCCCC-----------------EEEEEEEEHHHHHHHC---EE-CCC-CC-CC------
 MBQ8200071.1            --MFEIINEEKKQIIISLHLEQIYIEMNS----INHLKD-----EK-----------------KLFKTDTLTKSCVDYLVKRFSDNKQ----YGGYEYIIDFQHIKYVQRN-----MNGVFLGW----ISGL----------------------------------DK-RKIIHFENFDNYIELRH-------KSIPEES-----------------------------------------------QTDYQNAFAEYGK----KYIV---------ANCCDGKGYTTQIGTRLGVYVDLKKIINDSVEMLRWC-YIIACGLDE--YF------------STENELIEKKSLFFCHTMNGTYISGILSQLIGCNIVYVDHLGPYNKLNKIDFYKEKSHSKEFIIVADMMCQGNEFLRAKNIVEYMGGTVSGCVGILKMNISNLLKDYP---------------VNIFALEYTAEDAAKELSYTICTDLCSVKCSSCKRKEG
 WP_007811633.1          --MIISKIEKDVFLYYNLHAEQTIT--------GTFFND---------------------SICSGIFDEQLTISTLEVIDKDLDKMVG----IDSKIVVLDLIRLKDASNN-----LKVLLFNI----STKCQDLIFTN---------------------------IK-SNVFSKLDLE----------LSNKHNVKNGND-------------------YSILYY--------SPETKEYTIEKT-DDLFDSEFKKIII----KYNK------------DNIPEYHESSSVYLTKYIDIKEMISVDKAFFIYALYQLALKIKS--NW------------LDHLAIESERPTLICQNLNSSYIASVLSSFLRLDILILDHLGPVNTMYSS-LNNKIEEEKSYIIVSDVVCLGTEVKIAKNIITFLKGKVFGNIAIVKINTLLEDHMKKEEKK-----------MKTLSVFNISKDNNDGIDFEIKTAFTL-----------
 RZJ76935.1              --MIISKIVGTDFIYLNLHAEEVIS--------TNYIED----------------------GCNGIFVDRLTVETVKRAFEAVKLDN------QLKTLVLNFRHINACQKN-----LNKTIIDL----KNEGYKILFIN---------------------------LK-KAVCEDLALTT---------ISNSKNTSEGDV-------------------WLKYFFF-----EDGDDPFTNILVDV-DKLYKATFQSKIK----PFID-------------LHKKPHASSFVYLTSYVDIKKLLSHEKDFMLFSLYKLANKIRK--EW------------DNE---IFRNPILVCQSMNSAYIVSVLSNLLLLDILILDKIGPINKLYNR-MGSTISADRKYIVVSDLVCLGTEVKIVKNLVQFMGGKYLGNVSLIKIETLADDDITGID--------------STKAVFSINRSNNRELNYNITTNLEQL----------
 MBR4583690.1            --MIISKITNNRIAYYCLQAEAAYI---------NSEND----------------------FHIRIDAEILPKSVIDRVCDDIMKDA------ISSTFVLDFDGIMNIQVNA----FEERISHI------CKKNIIFVN---------------------------IK-KDLIKQVKSFD--------YFVKPNGIKKSRK----------------DQDVYAFYS--------FCETDFKLLSDC-ETVFKTEFTEKLK----KYKH-------------HKKIMHHSSSVYLSAYIDIKRFITQDKFFVLYSIYRLAKKIQKKKEWQN----------SFE---SNDKPTLICQSLNGSYLASVLSSLLGLDLFIIDGVGPINKLYRS-LGATIETGKKYIVVSDVVCLGTEVKITKNIIEYLGGIYYGNVSIVRTESIKKYD-------------------NVESVFCIDRSNNDVFQYQIITPLEK-----------
 WP_118731488.1          --MLYSLLADEDIYFINLHAECALHTYS-----SEFYQY------D---------IMLDARRTKGIYCKKVNANIFENIYEY---------DYEEKDICIDFSGIEEISKNNLVGFVSKIKKKI----CSKNQMVYFLN---------------------------LR-KEIYEETGMENFLQI-----NNDNNGNIFAKM-----------------------------GNAKGTYTYSQLIMRK-EKVFKERLEKMIL----ESTD----------ECTETQHQHTSVPVYLSHYINLKKMVEAKSRLLRLAIYYLALSMID--AGI-----------MSNNPLDNSNISFFFHTINGGYIATQLAELFHIDLVYLDHLGPIESVHRKHFEKSIRDNRNYIIVSDVICLGGEVGRARTIIEYCGGKILGEICLVDIKTIKNRDVA-----------------NRISLYTVSNECN-KIGYTIKTDLCDVCREGGT--K-
 OJV64357.1              MGKISYNILSFNYVKFLLSVKSNIISNKSNINKSEKINYNEQRFKNS--------NFGNIYIGKDFYNYAFGDNSLNTIFDISNNFD-----FNNDYYVIDFKYITGCEDR--------TIINF----LDDNRDIIFLNLREMDGVFLNQICTKLLSENQNYKLYDINGNEVNYFTQTTDNNNLIS---DGNIKNIVEDET-----------LSIEFTNDIDSLVIVSDI-----------------SKTITYTDIEYIRDLIPKFLLEKNEEIIKDLVIVDEWYYVDSSSIWVKPYVDIKNIFS-KIDIYIFLIYELVEKIYD--------------FILIE---KVSKLKLIATSQQGALITDLVSKILDIDMLFFNTVGPKFGISQENDYLKELSNYNFISISDFICLGTELKILNAILLLTNSNLIKSFTFSSALDLNEGKISK----------------KISSVIDVKET---TIKYQISLIKGE-----------
 MBQ3749726.1            --M---------------------------------------------------------NEDRVVYALSVNKTSLDEICDDIQSEK------RCNVFVLECENVESFQLNT----LEKRMGEL----FKDGKTIVFAN---------------------------AK-EGLLASMAICS--------VFEAENSKYKHNG------------------SYNWFVL--------KQGVDCNSLYST-AHTFLNLFTAKLK----KYSS----------GLEEGNREHTSSSVELTSYIDIKKLMIQERAFMLYAIYRLAMKVKA--HWLK----------------GEKKPFLVCQSLNGSYIASVLSVLLDLDLYVLDQVGPINKLYRS-LGAKVKANEDYIVISDMVCLGTEVKIVKNIIEYLGGNYVGNATIVRTKCVRIFD-------------------NTEEVFVIDENNCQELNYKIITAI-------------
 MBP3577212.1            --MLYSILNDESTYYINIHAECALGTGI-----NNFMEEDE---ED---------KKSASRQQQGIYCKKANANIFSNIYGY---------PYEDKNLCINFARIDDISSNNIITFVSFIKRQF----CAHKRNVYLLN---------------------------LH-RDIFNKMYLGEKISM-----LKEDVNMVSIML-----------------------------GTSRRVLTYSELTKKS-MEIFENKLTKSII----DCTV----------DLTHDDEQHTSVPVYLSKYINVKDLAESNPRFFRFGVYCLGMKLIE--QNI-----------LSQDYTRNVDMCLFFHTMNGGFISTQLAQLFNIDMIYLDHLGPMENVHRKHFEKSIWDNKNYVIVSDVICLGGEVGRARTIIEYFGGKVSAELCVVDIKTIYRRPQ------------------NRISLYTISKEQN-LIGYQIKTDLCDICEKENGCDK-
 WP_202703890.1          --MLISLIKNEELIYFNLHAEQTIS--------SSYFA-----------------------AEIGLYATELFDSTLQRINSCLDQIAG----SSELNLYLDFENIENASKN-----LFDDLSKI----KSKVKSLVFIN---------------------------LK-QNVLNQLSLNE-------EFLKNPNNHKMENE-----------------ETFTIFYF--------GNDSKAVRYLEP-QSLFEEELLHFIM----HFKS----------PDSEELFLHSSSSVYLTSYIDIKKMISQGTSFIMFCLYKLALKIHE--AW------------IEN---MDDKPVLVCQNLNSSFISSVLSNFLQMDVLILDHVGPINTNYSS-LNSKIEQDKKYIIVSDVVCLGTEVKITKNIISFLGGKVIGNVSIVKLDTLNEEHIASEK-------------LKNLSVFNINKANNSQINFKIKTALD------------
 WP_038673633.1          --MLNYLISQGENIIIDLYAEQVFGSI------ENHCST----YEG-----------GQTKLERGMNSYTLTQSVLSNLFNCLSGIEY----STSQYIVFDFSYIRAIQSN-----TEEIFSKIVLLILSQKRSVVFAN---------------------------IG-MCLVSDVDKIVLK------IMKNNEVIEKNSF---------------NSNMFEHYFTYTNL-QHLYQVGSKNWALEK-QQGFKSILEKAID----EHSI-------------TTDKPQFSSTVYSSKYINIKGLMQ-KTNFFNYCIFQLALKIIK--KEM-----------IPKDMTKHDEISLFCQSLNGSYIALILSRLLCVNFMYLDHLGPIANIYKTSFSKEIRKNNKYLIVADVICLGTEVKRVESIIQVSGGECIGSVCIVDCQLTDVGNSE-----------------HKLGLITINKQYN-PIDYIIRTDFCDKCSGRDSK---
 WP_179415969.1          --MVISAIRQADSLYIDVHAEQSYT--------GTFLAD-----KGD----------VNTNINLGIFGYELTRETLININSYVKSIG------EKLNVVLDFSNIKDIQSN-----QQKLIVEL----KNNSKKLVFIN---------------------------IN-EEVVKNSNVDI---------YTH--NKKIGQV-------------------YPTFYL--------TDNKEDIEIKNA-EFLFDEEFIKRLK----NIVI----------DLEPGKAYRHNSPIYLPKFIDIKGLMVADIGFFMYVIYKLAKRVSAKPEWNN----------------LTQQPILFCQNLNGAFIASVLSSFLDWDILSMDHIGPVNKVYSN-IGSKIKSDALYVVVSDVVCLGTEIRICQNIINYSGGKYIGNVSIVRVDTLVPEDQAK----------------DMVSVFNLSKNNN-PIDYKILTALDL-----------
 WP_109927972.1          --MVISKIIYQDCVYFNLHAEQSFT--------GSFLAD-----KGD----------SGINICEGIFGTELTLETLSNIETSLADSA-------DYRALLDFRGIRDVQAN-----LFKVVIEL----TKLVKRLAFIN---------------------------VT-DKIIEKLNLGF---------FTK-GNVLIEGG-------------------YQLFVL--------TTEVETFEMVDP-FSLFKHKFTDLLV----SNTL----------DNKGDSAFRHNSPVYIPKFIDVKGIIIADPSFFTYVIYYMAININQHDSWNV----------------VGDNPILFCQNLNGSYICSILSRFLKWDMLSMDHIGPANKVYSS-IGNKIRSEARYLVISDVICLGTEIKICQNIINYSGGRYLGNACVVKIETLLAEHQDK----------------NSVSVFSITESNN-PIDFKILTALSPQA---------
 WP_123856550.1          --MIVSQIKNANFLYFSLHAEEVFT--------SNYIKD----------------------NNDGIFVRSLQYETVCRLFAHLQDDPP----TGIKYLILDFRYIEHLQNN-----ILDKIIEI----RNLGYKLIFKN---------------------------VT-EVLIKPLSLEN---------IENVKNIANESG------------------RYDLFYFF-----ASETEEIYSNELRA-TVLFSNYFKELIKE---KYIS-------------PYNQKHASSFVYLHSFIDLKKLISLERPFIYFALYKLAVKIYS--KW------------KSE---IDNGPILVGQSLTSTFIVSILSKMLKLDILIFDKIGPINKLYNK-LEKHSFENTKYIIVSDLVCLGTEVKITKNLIEFSGGKYLGNVSLVKIETLTREDLQLDNV------------DRTIAIFSVSEHNNEELGYYIYTNLKPLNE--------
 WP_173855605.1          --MIISCIEKSLFVYFNLHAEEVVS--------SNYLND----------------------GNEGIYIKSLQFETVNRLYGFIKQSSF----KEQNNIILDFNNIEHLQPN-----ILKKIIEI----RELKFKLTFLN---------------------------VN-EKIIESLSLKN---------VENEKNIINDDN------------------GYDKFYFF-----SDNESNLYEIEIRS-DKIFYEDFKNRLKK-EGEYIV-------------EYKKPHASSFVYLKSFVDLKKFISNERPFIYYALYRLAIKIKE--KW------------QPQ---LENKPILVGQSLTSTFIVSILSKLLKLDILIFDKIGPITKLYNK-LEKHNFENRKYIVVSDLVCLGTEVKITKSLIEFSGGKYLGNVSLVKVETLTRDDLPLDNR------------DRTISVFSIRESNNEELKYYIYTNLKPLNE--------
 MBQ3559668.1            ----MYTIDNEKVIVFPADFVAYYIDACRY---KEKNLYS--------------------------SKQSLNEDTCNIISNIINSHS------EDKYLAIDMGNVSSYPMH--------IFSNI----KTNNPYVFFYN---------------------------IS-EPAISMKIEEDIENIIFL--DNNTIACFCIEK---------------------------------KDEIELLAKNDC-NEYRKKKHQEIME----KILL----------KKEKEAYKLESSGLYSNCYLSAKNLFR-EVEDFYFMAFSLARMVSK----------------------MPKFDAFITSSKNGAILATVLGDMLKTKEVHLIGIGPKYSMELGDSVGSIKEGKRYLYIFDFMCTGAEYKIVSALIDSKRALLKGAVGISRYMKENISFRE----------------KNIEVLVEADEI---GVPYMLAGDIDSLKR--------
 WP_158991701.1          --MVISAIRKQDIIYVMAHAEQSYT--------GTFLAD-----KGD----------PNTHISQGILGVELTRETLLNIAEFVKNQP------QPFSLVIDFSKIKDIQSN-----QQKWVIEL----KKRVQKLIFTN---------------------------IS-DFIVKKLNIDL---------YDH--NEISGDA-------------------YAAFYL--------TDAKEQIQLENL-DALFEDAFVARLQ----KSVI----------ETKTEDGYRSNSPIYIPKFVDIKSIIVEDPHFFLYVVYRLATTINLKREWAE----------------HAVKPILFCQNLNGAYIASILSSFLKWNLLSMDHIGPVNKVYTN-IGSKIKSDARYLVVSDMICLGTELRICQNIINYSGGRYIGNASIIKVNTLIPEHQPK----------------DAVSVYEISKGHN-PIDFKILTALD------------
 WP_209920119.1          --MIISKLITEKYIYINLHAEQVIT--------ANYLES----------------------SREGIFVTELNLTTLKNVVEDLSLLTN---EDKRDILILDFNFLAFLQPN-----LKNIFIEL----KNAGYKIIFLN---------------------------IE-KKIIEENGFDI---------VTNTSNEYEGSM-------------------FKKFYFF-----EGNDPSTMSVELDI-DSVFYKKFKEILIA---NKCN-------------EQNIKHTSSFVYISSYIDIKKIITFQRNFILYAIYKLAIKISE--EF------------LKN---KETAPKLVCQSLNGSFIASILSTYLNLDIVIFDKIGPVNKLYSR-LNKVIEEDCEYIVISDLVCLGTEVKIVRNLIQFLGGKYLGSIALIKVETLHKSHIDKID--------------TTTAVFSIRNSNNLELGYKIYTNLEETN---------
 WP_107831759.1          --MVISAIIKEQVIYITAHAEQSYT--------GTYLAD-----KGD----------VEVNIDAGIYGQELTKETLTNICAYIEATVH----GRDHDLVIDFEGVRDVQIN-----QRPLIVKL----KSLVRHLVLTN---------------------------IG-LPIVKRLEVDI---------YVN--NALMDDA-------------------YPVFHV--------SDQAPALELVPL-DELFYKKFVQLLQ----AHTI----------DNGTQEAFHHHSPIYLPKFVDIKGMAVADQPFFLYVIYRLALQMLAKAEWSS----------------GDEKPILFCQNMNGALIATVLSGFLKWDLLSMDHIGPVNKVYSN-IGSKIKSDARYIVVADMVCLGTEVRICQNIINYSGGQYIGHVSIVKVDTLRPGDQAK----------------DALSVFHISRENN-PIDYQILTALNNLL---------
 QTE70056.1              --------------MVNIYEFEIYDYVCAN---QDGISR---LLQQDYSL-----------CGGSIDSQITDLVSIEETVKELIQRG-----SSKKILVWDMRRVSANGMRS----LCAIFSTLY---EKTYRGVLFLSDRKMKNV--DEI-EKVEWEKSIFP---LN-DRISEAAYKIS-KSIKEI-APGESEKLESNECEFVTEILSDTCLYCGFSNTLAVLNKHIGI-----------------KHSVFSTIDDDIN----KYIY----TIIK-TNKPEKWEPNDSSNVYVNRYFDAKKILT-NGSIYNLVINRMALMIQR--SLAM--------FSNTNKENMREFDAFICASITGACLAAGLSAIYKKPVVYVKNVGPRIMANDGRTLARIKQGNRYVLIFDFMCLGKEYERMKMICDLCSAKVVCCAGISYYKFPRFAKADKKGKKQADYRFDYNKNLSISSLFQVNAYDKKYYQCDINHNERK-----------
 AMS26851.1              --MIISKIVKKNIIYYKLHAEQTVT--------GTFLDE----------------------PGSGIFEEILTHTTIDKLVSDSETMS-----PKEFILVLDFSNIKGCQNN-----IKKKIIQL----IHKFKYVVLTN---------------------------IT-KKIIEDIEVGI---------FQNPNNIESDDC-------------------FLKFIL--------SNETIEEIDLDI-ESIFIDEFLVRLK----KHVE---------PSVEGKDIVHDSSSVYLTSYINIKSFISLEKSFFIYSIYHLAIKIRD--HWKI----------ELKSEIINQKPILICQNLNSSYITSVLSSLLKLDILILDKIGPINKIYST-LDRKIEESRNYIVVSDLVCLGTEIKIAKSIIEFLGGIYLGNVSIIRVETILKKDKSY---------------LDTECVFNITNENNKEIEYEIKTALNIVS---------
 WP_069798789.1          --MIISKLNAENFIYYNLHSEEVIT--------SNFIEE----------------------NNNGIFCDRLQSITIERVIDDIEKSG-----KVQLNIAFDLKHIEGEQPN-----INRYFTQL----KKEGFKIALLN---------------------------IT-EELIVKFGFDS---------MNNSNNVRTDILFF-----DKGTLKPRKKTGFKKFYLF-----EDSSINFFEDGFKI-DGLFEKEFIKELK----PYIE-------------KHGEPHTSSYVYLDSYINIKKFISEQKALCIYSIYKLSLKILK--EWRENGPIPFYGEGNLQ---EYNPPILVCQSLNSSYITSILSNLLKLDILILDKIGPINRIYNS-LNKNIIENRNYIVVSDLVCLGTEVKIVKNIIEFLGGKYLGNVSLIKTETLKKKDINRRD--------------ATIAIFSIDRDNNEELGYYISTNLKSKKEDNE-----
 WP_110348615.1          --MIVSKIFWGDTVCYSIHPEQIIT--------STYLDE----------------------GGRGIEDTILTIDTLNRIADDCS---------NSFCTILNFDKIISFQSN-----LITVLKEI----KETSKNLILIN---------------------------IS-GEIVDGQHLNT---------YKNANNILIDGV-------------------YKLLYMN-------DNNSVIDYDFYN-EEIFRLDFKEKLK----KYID------------SSNKMAHTSSSVYLNSYVDVKEFISLDYQFVIYSIYKLALQLRE--KWLIGA--------------HHSNPILVCQNSNSAFIASLLSGLLGLDILILDKIGPINKLYKR-LGSTIIENRNYIVVSDFVCLGTEVKIVKNLIEFSGGKYLGNVSLIRVQTFDEFDIAYK---------------DALSVFEITKANNRDLNYYISTNLEMLRNE-------
 MBR4983254.1            --MFEIIDESKKQYMISLHLEEIRMALEL----KKHIDD-----QS-----------------RLFSQETLNKSCVDYLINLPRNLDK----YADYEFCVDFEHIKYMAPN-----TKQRFLKW----LQKL----------------------------------PN-VKISHCKNFEHYEEIKK-------MGIGEND-----------------------------------------------TLNYRSAFNDYGK----KYII---------DRCCDSQGHTTQTGTELGIYIDLKRIINDNIEMLRWC-YVIAYDLNN--YF------------SLVDDEPEKNNLFFCHTMNGSYIAGILSQLLGYNLVYVDHLGPYNKLNKVDFYKGKSRSEEFIIIADMICQGNEFLRAKNIVEYLGGTVKGSAGILKLDISNVLNPYQ---------------IKFFSINFTPEEAVNELGYSIRSKLCPDKCAECS----
 PKP23045.1              MKNLFSAISENETIYFSLHCEQVFQNFNYYE--SNISSD----------------------SGLGYFATELKIDTIERVRQAIETKE-----FSYKHIVFDFYRINESRNA--SSEFDLILNLV----IEREISISLIR---------------------------VS-EKLYGDLKLKS---------FKQKNNAFIKEH---------------DTNSYTDIFY------KCSKIDTQEYDSFI-KTLFQRLFIKRLKE---KYLE------------PNEKIFSNSSNVYLPNYINIKRFIE-EKDLTYFGIYLLCKKAIS--DNLI------KEYYNRK---DIKKTLLFFQSLNGAYIASILSKLALLDMAYIDHIGPINKIYRTILRNNFDNQNNYLIVSDVICMGTEIEIAKSLIQYENSIVIGNISIVKIEAIKGKQE-----------------IETCSLFKLTKENNGDIKYKIETEFK------------
 MBE6025112.1            ----MKTLDSERIQIVPLDFYSFYLEANAK---KGNINYS--------------------------RTWSVNETTYAYIKSLIEAYD------DSKYLGIDMNNINTYPMH--------IFSDI----KTTSEKVFFYN---------------------------IK-ELTLRFRMQEDLPQMKW---IGDEIACFSNKN---------------------------------EKEIEEIVSNDC-NRIRHYEYVRIAN----DIML----------EKSDKPYKLVSSGMYSNCYLSLKKLFT-EVEDFYYVIFSLSQMVSK----------------------YQNIDALVTSSKNGAVLATVLADLLNIKEVHLLGVGPKFSMGLGDSVECIKEGKRYLYIFDFLCTGTELKIVSALVNSKKAELKGAVGVARYSKEFDEVFQ----------------TKINDIIEADEL---NTPYIIAASKKDIIKLERDR---
 WP_072961374.1          --MIISKLDTGSFIYYNLHVEEVIT--------SNFIED----------------------INLGIYCDRLQSITMERVIADIRASV-----AVGSNIAFDFRKLEAIQSN-----LNTYFTEL----RTEGYKIAFLN---------------------------VT-HEIVLALGYDF---------FKHPDNRVADITFF-----DKITLDPRIKEGYKRFYFY------ERDNNFYPDDFKI-EDTFKEFFKTSLM----PYSD-------------KHEEQHTSSFVYLTSYINVKKFISHEKPLCIYAIYLLAAKILR--EWRKDGPIPFYSKEDKE---KQDTPILVCQSLNSAYIVSILSNLLKLDVLILDKIGPINKLYNS-LDKNIIENKNYIVVSDLVCLGTEVKIVKNIIQFLGGFYLGNVSLIKTETLKKADIKRKD--------------ATLAIFSIDKTNYKDFDYQIKTDLSDE----------
 MBQ8804691.1            --MLYSILKDENRYYLNMHAECALHTYL-----NGFIED-----ER---------IKNTSRQKQGIYCRKINADIFEHIYSY---------PYENKSICIDFKKIEEITENNLVAFVTFIKKQF----CAKGKNVYLLN---------------------------VQ-KNILEKMNWGDKFQI-----LEETDCIVSGRI-----------------------------GRGKATPQYDQLICEA-EEAFREEFGRVVS----ECTD----------ELNNTNEQHTSVPVYLSKYIDIKKMAESNAGFFRLCIYYLALQMMD--KNI-----------IKQECNQNKDISLFFHTMNGGYIAAQLAQLFNVDMVYLDHLGPLGSVHRKHFEKSIADDKNYIIVSDVICLGGEVGRARTIIEYCGGRVGGETCVVDIKTVQNREVD-----------------NRASLYTVSKTNN-KIDYKIKTDLCAGCEMEGKCNE-
 MBN1971818.1            --MLISKIDNNNTSVVCVHAEQVYNNLQISKRNTNRLST----ISSDNELNEEELEINIIKVEKGIFCSTLTYSPLKEVCNYYAEHQ------EIKIVILDFNHIRLSQKN-----SHLYFQKLI--ENSTQRILIIRN---------------------------LS-SGIIDSSILSL---------IGYEEQPFYEEI------------------IYNLKSLKI---DKKELA----------KCDFTNHLENRLK----EYFF------------KKDFEYHYSSSIYLNRYIDIKTILNSGDRFFLYCIYNLALKAIQ--QLK-------KNWKINK---GDSDYILLCQTLNGAFIASILAELLLLDITYIDHLGPINKIYNSYNSALIEKEKKYIVVSDVVCLGTEVKIAKNIIEFAGGFYAGNISFIRIKTSEDSDKKF---------------SNVEYLYEISNKRN-ILNYKVKTALDFKPLKNE-----
 WP_088227825.1          --MLLSYGFSNNCIYIPLHLNTIFF--------QGEINF---------------------------EKDYVNLSLVESIFEEVSK-------TKAKYYFLDFCRIKMTESR-----VFEIFADIL---SSTEKTIIFVN---------------------------LN-NRISNFIHNADCYGLVI---YDKTKTALSNHI------------------GIE--------------------FIDS-IGNYQEYIIDYKKKIIGLYVK---------EIVIMEEQFLESSSVYSNMYVDIKKIFN-NRKMYSLIIYELCNLVVT--HF------------------NKRFDALVSSSNNGSALSTIIGKILNKDVLYLMNLGPHLTIRDKELLNSIIPKKRYLFIYDFICLGTEFKITKTVVNTKDADLVGAVGVAKYRFEDRENKH-----------------KVFSLIDINTDCN--LSYEVYFEKREHIEAGEG----
 WP_171773517.1          --MLISFFCTKEFAYINLHAEQSFRSAEF--LNLNDINREE--YKNNK-------HNILKKSELGIYCNVLKVDVIKEIEDNIEYIAASSLQNKFPTIILDFNEITLIQPN-MENKLQLIFNKI----LERKIEIIILN---------------------------AN-KKLNTFINESI-------------KGIQSLDT--------------TDYKGESVYFLSYDKVSKTKLENFEAENCII-SELFNKVFIDELK----KCCD-------------ENTESLDSSPIYTSVYINIKKCIE-TISFFPYVVYKLAKLIIS--DKL-----------FIDKIEKNEEIKLFCHTLNGSYIASLLSKLLYMDVTFFDHIGPRNKIIRSFFNRNIKSNTSYIVVVDVICLGSELRAVNTLIDFLGAKSIGAISIVNCKTVKNLKDK----------------IKRYSIIELEKTYN-PLEYYISTDLELERGKKYE----
 RJW83686.1              --MFEIIDEKSKQIVVSVHLEQIYTVLKK----ATRLKE-----RN-----------------QLFKEERWNIECVEDLFHRIFESKQ----YQDYQIVIDFSHVRYIYSN-----GISRWISW----LEKN----------------------------------INRVQVCHHEAFWLCNGIGEI------KGLRESE-----------------------------------------------SLDYREKFNWYGK----HYIK---------NKCCDKAGYNTQTGTRLDVYIDVKKLINENVEILRWC-YIIAYDLDA--EF------------TSRGETMTERNMLFCHTLNGSYIAGVLSQLLGLNLIYVDHLGPYNKLNRADFYRNDSRAGKFIIVADMICQGNEFLRAKNIVEYLGGSVRGCAGILKLEISKRLLQNK---------------IQAFAISYEPNEARTELGYTISTPLCAGNCTGSK----
 WP_185256906.1          ---MIIKLKNYDYGYISIKYELFWQ--------SNVIDYFQ--MEAN-------------EGEAQPTREFVTNGAVSSIVDEIKN-------FESDIIILDLEEIAS---------ADKVFHQF----VEMEKTVLLIN---------------------------VS-EKLCSIIKSEFGSNIVWEKWYGENSLVMSTKA----------------------HML--------QSISKESLIAEC-SDIYTTKLVETLLS---EDIY------------LDLNKYNESSNVYLSKYINVKKIYA-KPDMLNFCLYGLYRHILK--H-------------------NNEFDSFVCTSNNGAVLATVLGAIFRKKVLYLLNLGPKVIIKEKDLWKKINKHSKYFYVYDVLCLGTELKILNVILNMHRAELVGGIGIGRVLPLVRYSGD----------------INYEALVDITKYKS-EFKYSINLYDEK-------G---
 WP_136524327.1          ---MYSFKFNEETVYVPVHMNATFK--------SKYLSF---------------------------SVDLIDDTLASDILRSITN-------STAKYFLVDLTNVNAAHSR-----VFEPFSQI----RNLGKNLIFCG---------------------------AD-EKISGHIAKALSITIVG---NGFLFSTKEAEV------------------YFET-------------------VVKG-KVDFKQKLDRFVKSVTAEFLL---------TTARRTSTFLDSSNVYSNMYIDIKQMFC-NTPVYFLTLYLLCRLLTR--EKN-----------------LDQYDGFICASNNGSVISTALTILIGKPTIYLMNLGPHLTIMDREVIGKIKEGGRYLFVYDFLCLGTELKLVKTVVALQGATIEGSFGIAKLFLPSNPSSPRKYD------------TTNHSVISINEEF--EFNYEVSAT--------------
 WP_157523390.1          -----------------MHAEEVVT--------SNFIED----------------------DNIGIYGDRLQIVTLNRVVEFLKSDS------QSKNIALDFKFLEACQPN-----LNKILIEL----KTAGYKIIFLN---------------------------IK-KSLCDELAITT---------IANSKNLLEGDT-------------------YSKYYFF-----EDANDPLTETEIAV-HILFQETFKVKIK----KFIE-------------PHQQPHTSSNVYLTSYVDVKKFLSYEKEFMLFSLYKLALKIKK--EW------------HVE---IDKDPVLICQSMNSAYIVSVLSNLLKLDILILDKIGPINKLYNR-LDKTIIANRKYIVVSDLVCLGTEVKIVKNIIQFIGGRFLGNVSIIKTETLSKADILRRD--------------ASIAVFSINKNNNKELGYSITTDLEQL----------
 OUQ22675.1              ----MQVYIEKELVMIPMALNSFYYNIPFG---AKKIVFS--------------------------KTVSISEEFMEILLNYINELP------TEKHIILDLENIDY---------AFKLFEEF----QKINRPLIFIN---------------------------IN-TQSLREKIKENLPGIQLD--SKGTNGTLNAYF---------------------------------NKSVLDICSQYS-SCISHKVYVKIVK----ELID-------KVKKSSGEPHKLDSSGLYSNMYVNVKKLFL-EPECYYAIVYGLARKIVDS---------------------DIEFDGFVSSSKNGALLANLLGMLLDKKVIHIMGIGPKYSMNIGNVQKEIKKRKNYICIFDFRCTGTEMKILSALINANDAYVQGYAGIAVYKYDLKDVSE----------------NIMLYLVDIKDE---EIPYKIAGEKEDLIKLMDD----
 GEM51948.1              --MIISKLEHSDFIYYDLHSEEVY---------SNYINN----------------------TNAGIYADRLTSNTLDRIIKQLDGDH------NSKNIVFDFKNINAVQPT-----LNSNFNEL----LIEGYKIIFLN---------------------------IT-KKNVEDIGYKK---------IDNVNNIKKKLSIF-----DIYKSSSIEVDGFEYFYLH-----KDNVLDIVHSNLEIFDEIFNNKFQEELK----KCRE-------------DYTEPHSSSFVYLSSYFNIRKLISHNKGFAFYSIYKLAIRIMY--ESRQSAGKTFLSNCNIE---EFNKPILVCQSLTSSYIVSILANMLNFDVLILDKIGPINKIYNT-LNKNIIEDKDYIIVSDLVCLGTEIKIAKNIIQFLGGNYLGNVSLIKTETLESKHIYKEN--------------ATLAIFSIDKTNNKELDYYISTNLESKQLND------

#STAS+HisKin+iPRTase+PRTase
 Consensus 90%             ......................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................______h________............._____-_____......................................._hhhb______+__l___.............________h_ls-h___p___h__hh_______..............pl_lhopph____h_______p......._p______h__.........._____h___lp__-s__hh_...........
 Consensus 80%             M....................................................................................................................................................__h___.h__........_____hsh______ps___h_h___h_p....._______h_h___.......................___h___h_p__Fh__h____...._p_..______..............___hp___________phh_h__h_____...........___bspp_lp______...______....._____h__php_hL_E_l_N__cHAY____......___ulahRhR___..................__h__p__........_____b...._____s_hhEhal_D_G_Gh__ph__................................_______..h_ph____a____p....p__p_s__sGl__l___h__.......__s_h__b__.______._s__....__________....................................___G__h___h_......._______..__._a_____p......__l___h_________............p__h_Dbp___............................________p.._hhhbs_p___K_pl_p_..h____....._________llluDl___p___h__hhp__p___....__h.......plhllopph___sh__pp___p_......_s_p____h__.........___h__hh__l+__Do__hWp__.........
 Consensus 70%             M..............................................................................................................................._____h_h___h________hs_hp__.lpp__......_pph_hDh__s_Wh-s_shh_l___l_p...___p__p__l_lsp__...................p____phhpah_ppGFlp_h_p__..___s______p__..............__phpph_____app_phl_hphl_h_pb__.........lppbVpcblp_h__p_...____s_.....hspp_hhbclp_hL_E_l_Nh_cHAY_p__......_hhulYhRhR_sb._________h_......__hppEpp.......______p..._____psshlElalhD_G_Gh_pph_p................................_______..hpph___hF____p...pppsppo__sGLbbl__hLp_.......__Dahp_bs_._phhu___sh_..__p________h................................______pG__h_hpl_......._p_p_____p_._a___s_ppp....p_lh__lp_ps____s_...........sh_hbDbRhp_............................_____ps_p.._llhbs_cph_Kpcl_sb..l_p_h.....________pLlluDls__psb_h__hlpphpb__...___h.......cIhllopsh_sshhpbpp_p_p__.....bsbppsp_hhp.......____phhshhphL+__DophhWp_l___......
 Consensus 60%             M..............................................................................................................................._____l_h___h_ppshhsbhs_lpp_.lpp__......_pph_lDhpph_WhDPlPLluLhl_l_p...hppp__plpl_Lsp_s...................p_ppsphLpFlscpGFlp_h_phs._bbh-s_____p__..............b_phpslps___app_chlshpllphpcbpp__.......lpphVcchlpph__ch_..s_p_ss.....hsppblhb+l+_lL_EhlpNh_-HAY_p_p_.....sahulYhRhR_ub.s__sp__p_hp......p_hpcEpp.......phsshpp..._b_s_pssalElalhD_GhGlhppl_p_...............................__ppp_P..h+phh_plF__s_o.._pcpsppTp_sGLbhl_phLp_.......spDalRhhss.spahGs_hPh_..p_psp___bssh___.............................p_p__hpG__hshplp.......sc_-_hs_sp_.pW_b_s_cpp....pslh_hLp_ss_p_sss...........slphhDbRhss............................pp__ppshc..hllhhP_+ph_Kpclbsh..Lpplh...._hsb_pssssLllADlssbculpahhhlpphcb_s..._s_l....._scIlLlTpcaphhhhpbpc_ppchs.....bsbppsp_ahp......sp___slhslhphL+p_DSchFWcplpp_......
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 ss_from:WP_157639641.1_A  -------------------------------------------------C------------C---EEE-----------------------------------------------------------CCEEEEE--CEE-HHHHHHHHHHHHHH-HCCCC--------EEEEE-CC-CEE-HHHHHHHHHHHHH---CCCCC-EEEEE----------------------CC-HHHHHHHHHHHHCCHHHHHHCCC-EEEECCEEE-CHHHHHHH----------HHHHHC-CC--CCCC-EEEEEEEEE-CC--HHH-------HHHHHHHHHHHHHHHHCCCCCCC-H-----HHHHHHHHHHHHHHHHHHHHHHHHCC-CCC-------EEEEEEEEE-----CCHHHHHHHH------HHHHHHHC--------CCCCCC-------CCC-EEEEEEEE-CC-CCCCCCC-E--CC-HHHHHHHHH----------------HHHCCCH--HHHHHHHHCCC--EC--C--CC--CCCCHHHHHHHHHC-------CC-EEEEEECCCEEEEEECC-C----C-EEEECHHHHCCC--------------------------CCCC-----CEEEEEEE-----------C---CCCC-C-E---HHHH----HHHHHHHHC-C----CC------------EEEEE-CCCC------------------C---------CC---CC-C--EEEEE--CC--HHHHHHH--HHHHH---CCC--CC---EEEEEEE-HHHHHHHHHHHHC-E--C---C----------EEEEEECCC-EEEEEE-CC--EEE-----E-HHHHHHHHC--C---C-----HHHHHHHHHHHHHHHHH------------
 WP_157639641.1            M-------------------------------------------QPIPPR------------ISRPRQE-----------------------------------------------------------GNTCIWSIASEFLENEALGAMGFLQSL-VTSPQ------IHYCRIDLARVQWADPLALLYLALILAE---SPLKQSSTTLDLGRSN-----------------PRNEAHGIFLKFLAQQGFLTAFSESA-IIIFDGEIQNQHRDVSLF----------RLRMASQAQATHFQNADCIFARIIRVDDLSEHR-------LQQRVEEFLEEARTRAVTNPFYSDP-----LSRDMLFQKLRKLLHELLLNVAEHSHLPGQP-----AYAGVFARVRGAK-PQRAEEAGRWS------DLFNKCNS--------IYGQSQ---FLPNPYADWLELYLCDAGVGLTSRIAEWRAPAGDPDAARSLAA----------------AQAASNP--LRSIAPSLFKTPLSRFPRHNSQRTAVTGLQHLGNILSH-------GGDYCRLYAQFGTWVGGQHPWG----STVTGSQKDVTKDP--------------------------RYSTLVAVSGTAYVFSIQ-------PSHRTFSQQED-AWVLADSDAR----ARIVGALCHHGNIASTI-----------RVEYYEFCEKQ-------------SCAPPL---------SFPPSESAD--VMVMRPPRLVSKQDLAKW--LLLLAG-DRGASPSRRVRTFVIAELTPFQTLTLRELLLHVVVHE---SSHL-------DILLVAQNWAVTCLCTSPGEHRLT-----PNILKAERFFYPTK---DSNAFGAKDLAVRLQLADSELFWE-----------
 MBD5540649.1              M---------------------------------------------------------------------------------------------------------DKKLMYD---------------KKINNLFIRGALLNGAWFSEFGQVQSE-LLKTY------NTKIVVDMQECYFVSPTPFLSLLLTLKK--LYHENKCLLDIILPNDD-------------------TLEKQKFLNYCAREGFIDIINSIS-EKKYD-----------------------VSKMNSYNVIGNENFEKIYKACIIELEQNENR--------VKEIVDKIIDEINEN----NLNINK-----GSKLYLMITIRNILQELIDNVDKHAYNQGK------KFFSLYIRMRYSN---------------DSTIRIGKENN----LYGNLKTTTKP--DEIYVHKG-IEIYFQDIGKGIIKSYEEK------------------------------GGVYPNRP--LREIVKEAFFK---ENFENRANNTPVNGLAFLRKIIEE-------KNNFFCVYNQ-EEGTGN-FGINDMKTNINNIHMGDLGGE-----------------------------DHISGIKGQIYNFTLF----------------DR-EFLKQKQEQQ----GSFEGLLETYIRPYQNT-----------SMEVLDLREEV----------------------------KGFRISGLK-SEVILFVPKYLTKNLIITT--LENVF------TNSDGIRRLIVADIEDEELVLFEFALKNL------FASRIDNKNYLSELYIVTKSLRVICFKPIDVGLKLV--------QTQITFLE---------FNSKFDYLYKIKSYESKYLAKFLENN------
 WP_092159287.1            MIKGVKYNITNDQAVITITRNLISKEQSELIAILNSKKFSTIKINSTVPSATLSAADILYSLLSTKKIEKYEFTISNSKEAVPFLYYSDFYKNHLTQKQSNGKIYINKKIVNHEYIYSVIEKTGVYSCYKRNSLYLGHEYRDKDWAEYFENAISI-IDN--------NTQITINLAKCTWTDPHPFLSLILKVKE---WTHKNKEITIVLPDC-----------------------HTQFAAYITQEGFLQQLISHP-SERKNKTKDKNNCPIDIKSY--------TNSARKNKDKLSFHNQTCIPVEIILLP-----------FNTQEITDRLISEAKNRGLEKCLASNSKTPYLANSQFIVQEFRQALAELLDNVKDHAYPQKYGTP---NYGAVYARLRYGIIESPNQDINRLK------NLYKKELQ-------AKVGFQK----GEIEQTGFLEVFVSDTGRAFCESLKK----------------------------KNNSDCGRKNI--FLQYFKKITKDKQN---SARAGSPSKRGLSYIATMLGY-------RCGEIRIFSD-GLFAGLNFNNL--TSETGISTANYF------------------------------------PPKGAHITLRISKW----KSHGTPINLNSK-TWKIEKLDKENIGNSLIMKAYHANSLKEIQLPPDTPPLEEI-NILCIDDLAEGITESSDFEPNYTVSCDTPHR-------------------VIMWRPKKNISRRELLSR---------SVYLTQKYNCSNLLIADQDLSHSLMTLTVFESIKKES---------IGNIKNLVILSSNYCHIELNLSDIKNSCTLE---INKKRNCLLKN-------LPELTIAHIVNALKRFDTHLLMLETATKN-----
 ODB95111.1                MGNGNKL------------------------------------IED-----------------ELPRLE-----------------------------------------------------------SGGCRWNVGKCLSENNGLALLGVLDNH-LSRNE------VSRCYISFELTEWADPLPLIFLALVLRK-----NKNINTLISLGKIN----------------EKDTSEHAVFLKFISEQGFLIELSQSS-RIALNGRNRIVNSDM-------------ARQIESTPARTHYRNSDCLLANIFSADEYSSDRDNL-HSALQEKVEKLVSEAGARAIEGSYKGAP-----YERDLLYQKLRKILFELILNAADHAYSQEEAVV---PWIGVYARLRGAR-PEYSEDAEDWD------RLYIREKT--------IYGQRK---FAPNIYANWIELYVCDVGEGLTRDLGRWKDNSKDSQVKQLLTK-------------AIEEKNKKNI--LHSASGVIFTKAVSKDPRHDKTKTEVTGLKDIGHMLKE-------GRDYCRIYES-GNWVGNHHPWGVNKEGNPTCSQKSILFKPLS-------------------LSFKHILEVSNPVRGTGYAFSIQ-------PHGFH---PESNKFISSPSDETL---SDLADTLRFCDRYQGGS-----------RVECFDYRVKD-------------NCTPP----------NEEAEVNTD--VLVLRPPRLVSKEDVSSW--LTLLAG-QGSVLPEWSVSQLIIAELTPFQTLWFCTLFRETKVHR---SSRL-------EILVVSEDWGSAAFSTHEDSVDLA-----IDKFVISDFVS-----HSASGLSVFELALLLREIDSIIFWR-----------
 WP_161819635.1            M--------------------------------------------------------------PI-RVE----------------------------------------FVN----------------NKKFLVRLITSFRNKEWADEFGRVQEA-LKARQ-YDGVRFNEAEIDMSSCGWVDPLPLLSLLISLTD---FKANSGKTVLYLPSID----------------ENQEKQSDKVLKFLAEEGFLEEFAKCC--RITDGITTITDNENNKTQYFEDY----LKSYKRVRTTVFYTNCTLIPALLIDARKEFNSEPS----NVDTWVESKVRHIRSKI---SDKAPS-----YSQSTLLHRITNILVETIQNIVKHAYKENDH-----AYAGIYLRFRNGK-ENKSLSIEELT---NIEKGLQQEEK-------HCPKLSR---EFLDLRNGCIEIFVIDSGVGFTESLRS-----------------------------NLNNHDAKYP--FRQSFTDVFIQGNRRKYEEIPDRTEKGGLYLIGEMLKA-------NQDYICGKDE-NEWVGSLFPFENPKGSFELAKRNTL------------------------------------KVNGLSWIFRLS-W----RSETEINSKDWT-SWIGTAKH------HPGYQELYRSSFTGSVP-----------GYPFLDNRFEA-----------------------NNAISLLPGEENAR--VFFFLPSPNQTKYKLWDS--ITNIC----KILPLSDDRTLIIADIPEFEKRTYTYILDNIQFAEKDTERRWY--EKISKIILISCRLCVSVLERNGKTFTV------ANDTQRERYFENLDKGELHPENSIRCFFAWIKAHDSKLFWAHVKQY------
 KUO61436.1                M--------------------------------------------------------------------KYASRNS-----ICF--------------------------------------------TKEGTIYLPEQFRDYDCSAHLGGLQDYFIKNHR------TLKITVDMTKTEWADPLPLLALGSMLYSLYRYRPSQDRIKILLGFPS-----------------KKNNKHKTFLKFLAEQRFLQAYAQFS-GFYWDNKYYETDDQIKSL----------TTELSNIQQSVSHRNADFIFPHFLGVDDFQNDMNK-----LHNIVNELVNEASMRHIDSAYGQER-----LTRDRLLQKIRKIFFEIISNSVEHAYVSRNVDLPIIGYVGVYARMRSQL-PNNSEEAKEWK------ELIKAEND-------NCPAIDQ---FSSNPLAPWIEIFICDVGEGLLSHWSDWTIPAGFGAITKTFNKM----------KRDLEKGKTVDP--LQRMTQLLFKIPFSRILNRSETRSTVTGLLLLGIMLRQ-------DSDFTRIYSG-GEWVGSRHPWD--KKNSTHGHLNIFRQA---------------------------KLDKSSCAKGLWYAFSIQ-------PDQVRLEYPKE-RWVIPTFEDR----QQLIRGLTLPPLTIIPD-----------DLCFEDRRLNQ-------------FCELPDKWNHDKDLQYEDVFTNTS--VVVLRPPRSLQKKQLEKW--LGRLASASKTLNENDKAGTFILADLSPFQAITYAELINLIKLND---SARL-------DIYLVTEDWAVCCFSKSATNKTIDGSVPEINIEKARRFLSGSD---AEQQVSALAVQRLLRYADSYVFWKPVGSE------
 WP_164959382.1            M----------------------------------------------------------------SYVENDI----------------------------------TKTIENP--FYEVFRSGD----RLTLGLNNRTYLSSKAWAAWFGVYQDA-LRTQL-LNGSKFTNITIDFTNFLGADPLPLISLTMSLKE---FSDLGGKIEFSMFKKM----------------DIGDNAKCKLAKSMLKNGFINTLSDIT-DEIYLFSKKYEKGS--------------TILLKGLDAVDEHHYIDIMPITVIDTLDIKD---------IEEWIDERLIEFYTII---SSTIPD-----YAIEDMMTRIKIFLTETVENIARHAYPNKEKY----KYAGIYIRFREGL-NIKTTTEKSFEQREYIKKLLKLEEA-------NNPKLIK---ELLEERAGAIEVFILDSGIGISESLREYLDYA---------------------------NKKFKYP--FVEAFRLAFIEGKRRMGSQKNNFTNMGGLYLIGELMRE-------NKDFIWGRDD-NNWVGSYFPVD--LSSATTIYQNNLSYE-----------------------------HCGSKINGLSWVSRFT-W----IEETENIKKFQF-EWNKAPSE------HPVYKLLQSESTAFTQDD----------DIYFQDYRFSA-----------------------DQKFYQDYKSNNTKNSMFFIFPKERCSKKNVWKM--IQDYS----DIIVEVNNATLIIVDIPIYDMVTYINALNNSQIFD--YRNHFS--RKFDKIILVSRRMGVSVLKLEKGDKKYTYE---YNLEFTEALFETQDGEFSRTELHLDDIMSWVRWHDSLVFWNIIKNS------
 OED44147.1                M------------------------------------------------------------------CENFVYLAE----------------------------------------------------ESRIKVKFPGVTWAKDILFQITILKVK-LDRLN-GEAK-NIDVTFDMTTVVWVESSVLISLLVLFKN--YGDSKFINIILILKNID----------FSVIGENQDERNKATYLCFLEKSGFYQSLPEYI-KIETENGRGYSKCHFDMIK---------ETNLDTFVQAVPFINFEVRPISDYCSSDRIANAPK-----LGAYVEKLIEDGALSIHGRKTNLAG-----FDLQRILLTANKILFEGLSNIIEHAYIDGSGEVN--PHFGIYARLRRPE-NHRNNLITPAV-------TVHDEMR------NRLVGSDE---FTVGVQDWWLEIIICDLGCGLKSHLPDWIAVQKKQQKKQKFSYRDDIIDTLQDIQRRVKDSKQKHPDVIKSLGHLLFVHGVTRISERNTERSEQTGLQEIALVLDRAGRAI--LTDGIEAYGG-KRFESTATDSA--RQHSSNKHQETLSSRLYGDPGGNDADQASYEMCRRLAERLLGEFDTSLLSLGTIVSITLQ-------PESEIYNDDDI-VFRPPNPENS----KRLLKLYLDSSYEISN------------NHILYDKRFSPIA-----------SFEAEDRCRI-----EEKYSNNPRNLYLVVRLPRVAFKNDITSWIFLKNVL----NKRRAATKIHLLFVDV---NTLYAHWLVRRIEQYT---SGRIA-VSSLSSISVFTNTFLMWGIEKKTFGKKIELEL--INYQETRAFRV------------WANITNCLRRMDTTAFWASYKYH------
 WP_188918062.1            M----------------------------------------------------------------------------------------------------------QKLFN----------------ESIGVIRFAREISESSWLNYSDEFEKA-LCK--------STNTSLDFSSVRWGDTIPLLAISQLCYK--EFINREKKLSLIINTND---------L---------DHQVSTFNTFLSRHGFLDIFEKSC--FFYDGNCHISIGNL-------------KNQISRINVKLKFNKAECIPATQLTCHELTESD-------IAEQVNLMVDAAANEVATKIPSSHI-----YEKDYALQKLRTVLAELIENSCAYAYSRQDLA----GCVSVFARVRFSY------------GVSDKRNEAQDQER-------NCILINKWERFRLGENGVWIELFVLDSGAGLLSNIDNWTTEWNDE--AQLLEQI---------------IKSSKYP--LRSLMGNVFSGGYSS-SRRNNEKTFITGLQLIYQTLSSRPSAIDGTGDFIRLITG-NEVISGHLPLP--KQHG-----------------------------------IGGVYQAKKTPDGTYYHCGIG-------ISPEKFSLPDY----FHKPDEKMI--DSIKKDFSGKPAIGLN------------NVKVVDIRHLK------EEGNYTESAKRPS---------RNSIPDGLK--HIVWLPSESVNKHDIKSW--LE--------LSLSKSIFSITIADIPIHRASYFDYLIINERFYGDLIGSGL-------NVYLITRDWRVVHYLPYKDKAKVV-----FKYSDNEKYKR----------MNLANLNKSLRETDSKIFWSKI---------
 MBK8183232.1              ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTTLDGASQPSQQARRTFVGSQPLAVGHIPELRDLRTPLAFEESTCVPAVLLALDTERFASGPATLEAIDGWVRRTLQTRIDPVV--TDKVPA-----WAHRGMLYRLQILLRETLHNIVDHAYGAGW------GLTGVYVRYREGRLGQAPTTWRAME------PHVKREDDGKRIALMETVPAYQ---AFSRTRTGFFEVYILDGGCGLIARLLQNEAMQ--------------------------HIRGSANP--LHRAMLEVFDGRST----KADRPTEKGGIYLLRCLLEP-------SRDYLRARDA-DSWWGRELPLP--MTQSETTPASPFTVD------------------------CEAAKHDSLPIHGLAWTARLS-W----LDRMDSAALPGICNWREITEQDR----RPLLAVLRGSASNTTGP-----------SVSVDDWRLTD-----PVSP-------------------DQGMDRGAK--VLLVLPHRDWMKDQIQDH--LGQSV----QPGRLRPDGTLVVGDIISEEALTYLMAIRGAPRLM----EKLD--HPPAQIILVTRDLRSLVLDLRDKLYQ-------DDPAKTAAFVG------GNTQWSIADYFHVLRSHDGKRFWDTIDGG------
 MBK7664432.1              ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MDSAVLPEACKWREITEQDR----HPLLAVVRGGASETTGP-----------SVCVDDWRLTE-----PIWR-------------------NQVPDQGAE--VLLVLPHRDWMKGRIQDR--LGEPV----QAGRLRPNGVLVVGDIVSEEALTYLLAIRRAQRLV----AGLG--QLHARIILVTRDLRSVVLRLQDGLYQ-------EDEDGTAAFVS------GEASWSLADYFRALRSHDGRRLWDTIDDG------
 MBP6748783.1              M---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------W-----------------------------------------------------------------------------------------------------------------------------------------------------TIADISFVQALTIASVVEAQKLRCA-RRSPI-------EIRVITSDWLIKCYAMKRMREDIGFE---YDRELTERVVR----------DEAANIYNALKERDSEVFWHDIVKDKPVAKG
 MBK9084705.1              M------------------------------------------DTADAPR-------------PPGRLRPTLPK--------PF---------------------------------------DARWTDGVLTLVAASDLNERSWAAWFGGIQAG-LDERQ-WQGEDIHSCLIDLRPCRWADPLPLLSLALSLAN---FEAKGGEVELFLPEAYPNPGEVRLTDSEQDSLQRDGLEGGRLLKFMAREGFLDLLTRVQPVTRLDGALQPLQQTRQTWIGTQPLAMERIPELRELRALLAFEESTCVPAVLLALGTEPPASVPATLEAIDGWVRRTIQTRIAPVV--TDKVPA-----WAHSGLLYRVQILLRETLHNIVEHAYGATG------GLAAVYVRYREGRLGQAPSAWSAME------PHIKREDDGNRIALMKAVPTYQ---AFSRTRAGFFEVYVLDGGCGLIERLLQNEAVQ--------------------------HIRRSPNP--LHRVMLEVFNGRST----RADRPTEKGGLYLLRYLLEP-------SRDYLRARDA-DSWWGRELPLP--MTQSETTPAGQFTID------------------------CEAARHNCLPIHGLAWTARLS-W----LDRMDSAVLPEACKWREITEQDR----HPLLAVVRGGASETTGP-----------SVCVDDWRLTE-----PIWR-------------------NQVPDQGAE--VLLVLPHRDWMKGRIQDR--LGEPV----QAGRLRPNGVLVVGDIVSEEALTYLLAIRRAQRLV----AGLG--QLHARIILVTRDLRSVVLRLQDGLYQ-------EDEDGTAAFVS------GEASWSLADYFRALRSHDGRRLWDTIDDG------
 TXG77070.1                M--------------------------------------------------------------GGEGIEPAVGS-----------------------------------WINEE--------------ATKVVITIPARCRDNAWADNVADVQAV-ITTCA-TEFNPRKKIIFDFLDCRWIDPLPLMSVLLEISC---AEKSGLEVEIRLPESDDN--------LSLENSGPYHKSPNRFLRFLHEEGFLDCLKKLE----CSG--KPSDAE--------------RSRMDSITVQPSYEDARCIPMSLLFVPDESDKE-Y-----SKNQVDDLLKGIETKLI--SKKIPR-----HASVRLIYKLRVLLQELVHNTQEHAYQRKDIA----KPVVIYARYRTGRLGLERNGIASFE------KSMAEEVK-------SCVGLNK---EWISTKTGCLEVFVIDRGMGMVRSYER-----------------------------HGNKLRETYK--FREIVCNTYLSGIS---SRKSRETQYGGLYLLHSLFKD-------VGDYIRTMED-GVWVFSQVPLV--RNSTQLHELSGARKR-----------------------------NVELKVLGLAAHYRLG-W----KTETDHGE-----KWAKFTEESK----NDLWAELSLDETHCAES------FEWFESQLVIDEQLGA----------------------------VNFLGKKFNNQWILWLVRPHRMKNDITSF--LERVV-----AEKAKEGAILVVADIPSYEAETYAAAISKFRTRK---SNDWP--KKFSRIILCTNRWRFASSSYEEEENKHGFSNLVENFEENRPSPPRIN---PKPKNFRLAIVRWIKWYQSKEIWSEIQKN------
 WP_179612372.1            M--------------------------------------------------------------------------------------------H--------------------------------------TIRFGENAWDRNCLPLILKLKQS-LTEAE-PSGV-PQRVLVDFQKTSWCEPTTLLAIANLLQD---FDNRVQKIVLDLGHIG-------------------DPRRGQFLTFLARQGFIGCFPAMT-EYRVKTKPGARMSTMSQFEL--------QDHLSDLPAENLFRKMDALGARLIKLTDFHEKEDR-----LADLVEDLISEVRIKTQGYTFNLNA-----FAMDQYFQRLRKFLFEAILNCTEHAYINGA------GHASVYARVRQGL-PRDA-SADAWH------QNFNRERE-------NAAAIGY---RELNINSEWLEVFVCDTGMGILGRTADWLESARTQNERVLIQS----------------ALQEKYP--LRGLGRLLFQAPLSRYGKNRGHRTSETGFLEIARTLNQ-------GGGHMRILDG-LEAIGGQFPWE----HPNIGALGNVSER-----------------------------TNDELALGTCLCLSYQ-------PHTDAQPATSE-GFILPTPSDQ----AIILDALRANGNHGD-------------DIQIFDRRFTGGAR--PLWNDFA--------------ATLTRSKRGLR-SKLIVRLPKSTTKRDIGHW--IDDLDK-HAGNDLLPGRVSLVLVDVKGFHAELLVDFLTRLRRSV---SEPL-----VDEISIVTIGFETAHLRFNSRRRRYAII---KNPRERSHIWE-------SRKIFLTEVCASLKRMDTAAFWSE----G-----
 MBF8274422.1              M----------------------------------------------------------------SRTEA---------------------------------------------VFGVINARDANAGKDLCIISVPGDLRDEDWSGRFGKVQKEVLNAPE------ACLIILDLTITTWMDPLPTLSLAILLQQ--RYDQHQIKSHIFIGKGG---------------RDQQTEEHRRLLKFLATQGFLKIFQQCC-DFLWDHTVLDFDRM--------------IITYCALDYPLRYRDPDCILAEMLNLEDESE---------LESLVQRLVQQARMRALNDWLARTP-----ALCDQTCHMLHGMLTELLLNIKEHAYTDTSK-----KYAGIYARIRLPK-PAERDESAIWD------RLRKKEDD-------FCPTIKY---AEISPSDSWLEFFLCDLGVGLCHNLAQWPAPEDNPDAAKLLKK----------------AAQSPAP--LKELVKCLFHMAIS--SKNQPRSNQVTGLQQVGFLLNF-------QKDFIRIYSG-GEWVGERMPWQ--RAEHNGAMRISALSRYA---------------------------ALDAVTSGTHYGIILR-------PARERLSYPDD-HWIPYAPETKPN--YSLSQALVSSPLEAVPA-----------TICSIDQRAAE------VEPDF--LKEVSLRQETESKDHNNLLINNIN--TILWLPASSVGKRDIFGI--RDRIA----RTDRFEHVDRLIIADVERHVGIYLGWLMTKMKERS---GKRL-------EVCLITRDWAVSCFVKDENKTTFY-----FNKEKTQDFLSGA----VDEVNSVAYVFRLLRHMDSKFFWETLTNS------
 PKO38618.1                M----------------------------------------------------------------------------------------------------------------------------------------------------GSVQAA-ISEVAQSDALPKKRVIFDFTKCCWIDPLPLMSLLLEIAN---ARNLGITVEVRLPEPDGG--------PKPTEVGPYQGSPNRLLWFLNEEGFLDCLDSLA----DDGLVYLPKAG--------------REAYRTLRVTPSYEDARCIPVTLFDVPVESDDGTF-----AQDSVERLLRGVDTKL---DAKVAP-----QTRERLTYKLRVVLQEALHNAQEHAYESGTSP----CLLAIYVRYRVGGIGLDSGGRKVFD------KHAQEERA-------QCPGLDP---EWLATRPGCLEVFVLDRGMGMVKSFEL-----------------------------GKRPLTETYK--FNQVMKETFLDGRS---RKSERHTAYGGLHLLHNLLSD-------TTDFIRGLEE-GTWFASAAPII--RVGKQTHTLTAN----------------------------------QVRMRGLAMHFRLG-W----RAETDYGD-----KWATFSQGKD----SEVWPELMLHEDESASS------FAWFEQQTVIDERFGD----------------------------ENVTSNKSG--WILWLVRQHRMKADILAY--LERIV-----APLAPEQATLIIADIPSYEAETYAAALAEYRTGH---ENPWP--RKFAHIILSTNRWRFAALDYETKSTRHGFSKLRENFSKWKGASPKID---PKPKNFRLAIVRWLKWHDSNLLWKEISKR------
 MBD5479227.1              M-----------------------------------------------------------------KVETIIVKCR----------------------------------------------------HNSVRITFREFVCWRNNSEKIVEIQRN-FENQN------IDQIVVDFNDVVWMDSLILCQFCLYLEK---AADDKKHIEISLVDRD-------------------NIEHVRFVQFLKDAGFVNFWERVA-PGVHDAVNEFLHYA--------DLYMLQKGNFNSLEM--------LLPFRIIKTERE-----------INDITNEAISMLSEKN--------------LGENSISFRLKLFLQEVMGNVFEHAYEEGET-----AYCGILICRKIRK-VQEEQKEREYYGVSGLEGTVTSEKYRHHIFTNNSYRISK----FSDTRVDYVQAYVVDIGKGILSGV------------------------------------QCRDPKQEMSILGQIFTSGKR--IDKRNKNTQAGGLYMIHNVLGV-------TADGLGLKCD-------------YNLPSFECERNDFVSVNPK-------------------ALYRNGYEQKEIIKGFSVVGYLNIFGDVTKEYRQYFRSPDR---------------SDVLGVYKRHCYEEED------------SIVVKDFRFSSQS--------------------------DVVLSPNVK--NIIILVEKEIAKNKLVDF--FDNLC-----KSVARGVENVIIADFTDVEISKYYMIFSGMDIPV-------------NKLILISRSYSASVFVNNRKNKKNSMH---YDSESTEKYVRKLEQ-TNSLFDSIVAYIQWLIKYESGLFWKFLNIY------
#Pepco alingment
 Consensus 90%         M...........................................___l_hh__....................____-G__..............................____________ls___l__ph__h___h..__hh_______............._h_lpphpl_h_lsupGpl_hhu_....__spsslph_h_p_.....................................
 Consensus 80%         M..........................................____l_lls_...................___s_-G_b............................._________p___ls_p_lppph__hh__l..__lhp__p____............_hpLpplpl_lplsupGpl_hhu_..s_h_spuulplpFpR_.....................................
 Consensus 70%         M........................................._s___l_lls_...................___s_-G_+.............................____p____p___lssp_Lcpphpphhp_l.._plhpphpp_s_............shpLsplclslploucGpl_llG_..sph_spuuIpLpFpR_.....................................
 Consensus 60%         M........................................._s__sIbllss..................__ssss-Gp+.............................__sspp__bp_splshppLcpphsphhphl..pplhpphcpps_............shcLcElElulploucGplsllGs.usphuucuuIpLpF+Rp..............................._.....
 Consensus 50%         M.......................................__sspssIhlITs............_....__pssssDGs+_s..........sa_............____sscpsspchsslshccLcpslschlshl..sclFcph-ppus............uhcL-ElELoVEISAcGpVuLlGs.GuchuucGuIcLpF+Rp...............................__....
 separator             =====================================================================================================================================================================================================================================================
 ss_from:NEP20237.1_A  ------------------------------------------CCC-EEEEEEEE----------EE----EE-----------------CC----------------------EEEEEEEEEEEEHHHHHHHHHHHHHHH--HHHHHC---CC-------------C-EEEEEEE-EEE-CC--EEEE-C---CC--C-CEEEEEE-C--------------------------------C----
 NEP20237.1            M------------------------------------TQTTDSTAPEIYVIAEV----------EE----TEEVTTIDGVRDG---RRDTG-GGWG-APTR------GPAEVVTKIFKRRRVSLDAKALQTQMQSMIAVV--NDLFAQAQTSG-------------GLELSEVELSVEINAEGQISLVGN-GGKLGNSGGITLKFVRP--------------------------------GK---
 NEO26233.1            M-----------------------------------------TEPDTISIITQ------------E------SPESVEGERIG----IDVG-GGFSR-------------AAQEVAKLKQRTEVPVDALKEEMGKLYTVM--TQLFNQFQSRQPE-----------TLRLDEVELSIEVNSKGQVSIVGM-GGEVSGKGAITLKFKRV-------------------------------PASN-S
 NEO83065.1            M-------------------------------------SNEQLSDEQLWIVTA--------------------SEPVDGSKSG---------NPYH-----------------PQKLASQAVQVSAAVLQTNMSRFIRVV--GGIFQQAEAAV-------------GMELEEVKLSVEVTAEGDVKLMGS-GVGLEGKGAIELTFKRK-------------------------------Q-----
 WP_067293698.1        M------------------------------------------SEKKLVIFDI------------------TDVQTIDGIRPT----------------------RARGDRVSASAQAVEAVEASSSAIEKSLTGFIDTV--KSMLEKVDDVSG------------NYKINKVEIAAQVSSEGKVGFMGV-GLSANASSSMKIEFTRR------------------------------------D
 WP_167451760.1        M---------------------------------------TMEEQKGFPIIGAV----------------PSADRPNDG-------------------------------MLRSQKKEIDAPRISEERLKKDLERLSSVVASEELFN---EKPG------------GVKLEEITLRVEVSASGELGFVVA-SGSVNAGASIELKFKRS-------------------------------Q-----
 WP_190578511.1        M---------------------------------------TQTTPKGIWIITD-------------------ETIEVEEGKGG----VDIG-ADYGD-------------LPSDDRSGRKRSHISAEDLKQNIGEFIEVV--EESFDRAESSKS------------KLQLEEIELSIEISGSGKVSLLGF-GGDASAKGAVKLKFTRK-------------------------------DG----
 NTV36188.1            M---------------------------------------ETNSSNTILVISS------------------VGSVADEGRP---------------------------ERGIGGKLVSNVVHSVSVSVLKQNMESFFNQI--KEILDGGIDRIG------------AFQISEIEVCAQISGAGQVALMGS-GAKIEAQGGIKFTLCRI-------------------------------PSR---
 WP_148348973.1        MRTT-----AERRGEAA-----------------VVADEKTVEQAGPIPVVVA-------------------GAEPVDGEK---------------------------GLFSAAREAATRVTDVDPARLAANLAAFCASV--QAAIDQVPERSG------------PFRLESFEAVAEITAGGQFRLVGA--LQGQVKGGVKLVFARP-------------------------------PA----
 MBN3893490.1          M------------------------------------QEEAVSLEETILVVTE-----------------DTEDLYVDGQR------------GLGE----------------IRQRLRKAAEIPVLEIERNMHHFLKVM--QRVFRQTEQQLQDQP---------ELRLDEVELQVEISAKGEVKLFA--GGEASGKGVIKLKFKPM------------------------------------K
 WP_153487289.1        M--------------------------------------SEKTADASVPAVESLL-------FWVDANEQDAGETALDGAR-----------------------------ALFSRDGGSILRSVPLGPLRRNLADTVDAL--QQVFADIAERGG------------TLPLAEAQLWFQVTSSGSIQLIGS--GQVQAARGLTLTFRRP----------GDERTESGSGGRLGHGRWQGDQSRTGS
 MBW4543468.1          M-----------------------------------------LDEETIRIVTD------------D----TPQIVAPDGSKVG----MDIGVHSWGEEVQRD---ASNRKVVVKEDGGLAVHEVRVKKLEEEMAHLLQVV--ERLFDRTEQQANRKP---------KMQLDEIELSVEINGEGEVSILGT-GGKAGGKGAIKLKFKRA-------------------------------EQV---
 HAO20919.1            M--------------------------------------------ETIPVIIA------------------KKATSQEGTL---------G-------------------VLSSETNDTQVTDLKISKLRDSLALLSNAA--AEIFQDIKQIG-------------GFQLKQIQLQVEISAEGGFVLLGT--AKAGAKGAISLTFQNK-------------------------------E-----
 NJN86909.1            ------------------------------------------MAEEFIWIITS------------E--------TPQEGTREG----TIRR-NPYDP-------------PTAPPLPTRRGVPVRAEQLEQGMTDFLQVL--GQVFRHAQQRTGELA---------GMELDEVELAVEINGEGQVSLLGM-GGKMAGKGAMTLKFKRV-------------------------------GS----
 MBN2560173.1          M-------------------------------------------PEQITVIVG--------------------MSESEGRASS------TG-------------------TLHAKGGRLTEIELDTQRIADEMSKLLRCV--EGVETPQES---------------RFDISEIQFNLGISAKGKLAIFSC-GAEAGLEAAIKVTIKRR-------------------------------VADG-D
 WP_069968268.1        M------------------------------------------SDDTIRIVTY------------EPSEGNSEIEATEGRKGG--VGMDMG-VVYWPDDEE------DSQANTGKTGDFKLTDVSVQKIEQEMARFMQTM--DKLFSRAELQAQMQ----------AMDLAEVELWVSITAEGSVSLIGQ-GAKLAGTRSVVLRFRKR----------G--------------------------
 WP_190639300.1        M------------------------------------------TDEPIWIVTR------------D----DVADETIEGAK------------GWGQDLAR------RGEELVEKVSVLKSKAIDPEKLKQEWNRTMRVV--GQLIQQAEQEAGGNF---------GMQLDEVTLAVEINGKGQVNLLGACSSEMNGKGAITLKFKRA-------------------------------EQKN--
 WP_104521539.1        M----------------------------------------AGGQGGLWFVTDV-----------E----TSETVKVEGGRSS----EDTG-GGFGS-----------SAVQAVRKSLTQRVQISAEDLKQQISHLTGVI--GEVFDQCSNES-------------ALRLDQVELSIEVSSEGQISILGS-GGKLEGKGGIKLSFKRK-------------------------------PEQG--
 WP_147850966.1        M--------------------------------------------------------------------LVFAREVPEGE----------------------------GFLDKDKGSRLLSYSLPVETIRRNLAEFLAEL--DAILPEQEAKRH------------GFGLNSFQVAVSINGKGQVGFLGT-GGELGGSATLTLSFTRG-------------------------------------
 WP_146316944.1        M--------------------------------------TTQASQPDIEVWVA------------APPMLQAEDNPGEGYGQS---------DSFGNAD------EVELQSKVLDLWKRRAARVDPAEFLDSWKKAFQAV--EAIFTADSEPNQKS----------KYVLDSVTAKLSLTASGKVAFVAE----LSGEVAFEATFKRR-------------------------------Q-----
 WP_190087751.1        M---------------------------------------SDPRNAGVPVITV-------------------DYGVDDGEK---------------------------SFLSRTRTAVTQVTRISSDTLAQNVATLCQYV--GGVFEQASTASD------------TLELTGLEVHVQVTAKGEVRLVGA--TSAEVNGGMKLIFQRR-------------------------------AGGS-V
 WP_007357565.1        M------------------------------------------PDETIWIVTA------------DTAD-ESPDALDDGAKIGAHTGLDYG-GFFDAQPNEP-----AQKQAAKVADSLRLHKVSIKKLETELVDCMEMV--DKIFSRADAEADMK----------SIELSEIEVSVAINAEGSFCLVGM-GAKVADTRTILLRFKRK-------------------------------S-----
 MBP0016517.1          MS------------------------------------DLSPNSEPSLWMITA-----------------TPIAEASEGEKSG---------DGFQGG-------VLGGGTPAKETKAIGKVPVTISKLQENLNQFFGVV--GDLFARAEQQAQSAATEGETEDRSGMQLEQIEFSVAVNGEGEVGFWGLAGTKVGGATEIKLTFTRK-------------------------------EN----
 HIK41783.1            MPADFTDPSAHRASDRSPSDRSPSDRSPSDPSP--DSAIPLHADPDVIWVVTE------------AP---ASPNIQTDGQR-----------GGWGN----------NPFGEPGFAGRTQRTPVSTDALEQNMSSFLSRM--GRVLSRARQSATEVA---------GMELEEIVLSVEVSGEGQVNLLGT-GGRLGTSGGITLTFRAK-------------------------------PSA---
 WP_068112480.1        MAPE-------------------------------NDSSEPTTPPGEVYLVVP--------------------AEGNDGARTM----VDAS--------------NVNQAVARGLWGGRKEVPSDTEKVETQINNYVTII--QGVAEREETKET------------KLRLSEITLSLTLSAEGNIGIAST-----SAEAGISLVFKRS-------------------------------------
 WP_193853767.1        M-----------------------------------------TDENQIYVIVET----------LE----PEETTVVEGTRSG---REDTG-PGWDA-------------AEIVRTIQQRRVAINASKLKAEMKKLIAVV--DDVFEQAEPAQAKT----------GLKLEEVTLSVTVNAEGQLSILGT-GGKLGASSGITLKFAR--------------------------------------
 WP_057177264.1        M-------------------------------------SKDNSPGNIIYITTG------------ET---LETSTTEEGSRGG----FDIG-GMLG--------------GKTGPVQRLNRHPVSIDKLKQEIRTFVTAF--EQCLEEADLASA------------KIRLDEVEVAVEVSTEGELSIFGI-GGKAGAKSSLTFKFKR--------------------------------------
 WP_190714428.1        M------------------------------------------SENTLRIVTQ------------D------SINPSEGRKDP----TSSASAGYWDDDAE-------PAPIAPRRGNLTFHEIGAEKLEKELVRVLRVL--DTSLSRAMQQANLQ----------SVELNEVEVSVAISANGSLSILGL-GAEIGGSSSITLKLKPK-------------------------------GQ----
 WP_227145249.1        M-------------------------------------LKTSKNDYEISILGY-------------------GGPSSDGSK---------------------------GLAEAVGGRVRSKYKVNAEYLSANVRQFCQNW--MHILDGMDFGSS------------EYELDEFEVSVEVSAEGEVSLIGS--VSAGMSGGITLTFKRK-------------------------------KEK---
 MBW4518876.1          MLKF--EP----------------DAGDLNPCPYLRSQKVVSMPEDYIVLITD------------D----ETTSTPIEGQR------------GWGA-------------EVRQNIDRLREVRLPVAELERKMNGFLQLV--GRLFKQVDQQIGPES---------GMQLNEVELLVEISAEGEIKLVA--GGKAAGKGAITLKFGRI-------------------------------PAK---



 WP_217396312.1        M---------------------------------------NPSPGGTLSVITV-------------------DGTPVDGEK---------------------------GLFSAARKAAAHVGVLDAGVLAGNLSAVCDQL--GQLVAAAETARG------------GYELESFEVSLDVSASGEVRMIGS--VSSEIRGGITLTFRRR----------G--------------------------
 WP_138792630.1        M--------------------------------------------PMINVIAG---------------------ADNEGTK-----------------------------SMAQRGAEGVLTQISSETLRDQFRAALQTV--STVFDSSELGAK------------SLTLKEISLKFEITVKGEVRLVAA--AGAEAKGAIEVKLAPR-------------------------------------
 WP_142282279.1        M--------------------------------------SSKTTPEKIGMIPALLVDEVPRSAATEPEPHHLSGPFSDGDDES-----------FTPSDDEVWVLPFSGPFRKTAKVVAKVSEVDGDELKKSLDNITTQL--EKVLAGQTPKSE--T---------GFRIEEFKVGLGVKGKGTVYFVGE----LGVEASIELTFRRQ-------------------------------GQ----
 WP_162057904.1        M-----------------------------------TKPDNHAVFDGIPIIYE-------------------EQSNYEGAK---------------------------GLHDSLDQIARKVDILDISHLKTRLTTVCSQL--GDVLQSIEMPSS------------SYRLDSFEVTVDVTAKGEVRLVGS--VGAEVKGGIKLVFKKN-------------------------------S-----
 WP_224900193.1        M-----------------------------------------SDEFKLYVIVS---------EADEP--LNQRSPAADGQFTG----------------------------HSLKKLFRQNKEIDPNLLQQSWQNTNQVV--INMIKDAEDKEADT----------KMRLNEIEVTLSVSGEGTVGFVSG-----KAEAGIVLKFTRG----------G--------------------------
 NJL63703.1            M---------------------------------------TETSLSTILIVTD------------D----VSQASGIDGAKTG----SISG-GSWADD--------FGRAEISGSKGLRTTVAVSSNVLEARMKEFIGTM--ARMFRNVEQQSIKED---------GMYLDEVELSLEISAKGEIKLVGN-GVSTENKGAIKFKFKRS------------------------------------S
 MBU7587326.1          M---------------------------------------QEETLKTILIITD------------ET---SQVTDFEDGKAAG------SG-NPWK--------------RTPRENKVVQDVPVSAEKLEANLSEFLKLI--SGIFKRADEEAEKTS---------GMQLDEIELSIEITGKGEVKLVGT-GVAIESKGAIKLKFKRD-------------------------------NLQI--
 OAI56911.1            MTVL-----LIAYFEKG-----------------VKLMEREASGLPSIQVIYE-----------------EQAIVTEDGAK---------------------------GLFTPESQTTRRVANLNLTQFTSNLQAFCQHV--SSVFDGVTTAIH------------NFEINSFELTLDVTAKGEVRFIGS--VGTEVKGGLKVVFHKK-------------------------------QQAV-K
 NJL91749.1            M-------------------------------------------SETILILTN------------D------EGTTEEGER------------GWGD---------------TVEKLKSKTIPVATGVLERNMNLFLENI--GKLFQQADAKVGANS---------DLKLDEVELQVKISSKGEVKLWV--GAELAGEGVITLKFKRQ-------------------------------ST----
 PZU88502.1            M------------------------------------------TKLTIMVPIA------------AAAMPERKRKADEGGE--------------------------EQSMLGGARRLFGVEPREMQQLDKRLDEIIGEL--QKVIGKIEKSPV--G---------QMELRSVEVGLAISAEGSIGIATA-----GVETNITLSFERA-------------------------------------
 WP_113681239.1        M--------------------------------------SDTADNWAVQILAP------------QESDATFRSPDDDGPVER-------------------------HSAPVASRRGERVVNASVEAIKANWNDTVRKL--TEIGEGLDSGSS------------GWGVSQIEVGLTLSATGQLLFIAE----ASAEASVKITLTRR-------------------------------PA----
 WP_207909747.1        M-------------------------------------------DRQIKVITD------------------ADPVSRDGARSG----DDVG-GGFGS---------------RQESGAFRMVSLSAEGLRNQVSNLLEVV--QYAFDQTMERS-------------ALSLDQLELSVEISSEGQISILGT-GGKAGGRGAIKMVFKREKPGTKLAAVAGDARVEV-----------ETAPGKA--
 NEZ59220.1            M-----------------------------------------SDQPQLYVIAEF----------EE----TEKITSIEGERNG----DDTG-GGWGDEPTQ------GPMEVIRQRLNRKRVPLDAQALKTQMQGMLAVV--NDLFDQATTET-------------GLQLNEVELSVEINAEGQLSLVGN-GGKLGNSGGITLKFTRP-------------------------------DGKS-N

#iCalcineirin
 Consensus 90%             slLHlss__hu__............................................______l___l__b___......_____-LlllsGsl........s__u___ph__h__hL__l___l_l__p......RhhhVPG_pDls.................___s_shh_p_pu_p__s__sa__php_a__hh__h_____.__h___.p_Wshh_.......................hs_l__hlAGhNooh......__sc..____s_hs__Q___hs_._l______s_hRluhh_Hs___..........................__h_s__________......_lphlh_s_...
 Consensus 80%             olLHlss_phu__....................................__s.....__l___l__-l__l___......_s__PDLllloGDL........s__u___EhppA__FL__L___L_l__p......RlhlVPGs+Dls.................b_hhpuYh_ppcup-__P__PaasKap_as_hhppha_s_____F___.pPWola_.......................hPpLpshlAGLNSTh......s_oHb_psp_ublG__Qh__hsp._Lp_h___sWLRlGhhpHss_____.................._....__lcD___h___hs_......_lplllpG___.
 Consensus 70%             olLHlus_+FG_s..............................__...._ss.....p_L__pl_sDlp_L_s_......_u__PDLlVVoGDL........opsG__pEappA_sFLssL___LsL__p......RlhlVPGsHDVs.................p_hhcuYF_ph-Ac-_pP_sPYWsKWcpas_hFpchY_s_s_s_Fpss.pPWoLF_.......................hP-LclVVAGLNSTh......A_oHb_pscaGhlGp_Qh_aFAc.pLp_acppGWLRlGhl+Hss_____.................._....__L+Ds__h__hlus......pLpLLl+G_s_.
 Consensus 60%             TlLHlussRFG_s____..........................s_...__ss.....psLbsclhuDls_Lscp......_uspPDLlVVoGDL........TcsGp_pEFcpAhsFLsuL_s_LsLs_c......RlllVPGsHDVN.................c_ACcAYFhpCEA--bcP_sPYWPKWc+FuphFpchYpslssh_Fsss.pPWoLFp.......................lP-L+VVVAGLNSTh......ApSHps-ccaGhlGc_Qh_WFAc.cLc_acpcGWLRlGll+HsPssss_...............__.s....s_LRDss_hsplLus......+LsLLLHG_s_.
 Consensus 50%             TVLHLuGPRFG+s___s..........................ss...s_ss.....ssLpsclhuDLspLh-s......suspPDLlVVoGDL........TEoGsssEF-pAhsFLsuLsc_LuLs_c......RllVVPGsHDVN.................+sACcAYFhsCEAD-pcPpPPYWPKW+HFuphFscaYpulcsh_Fss-.QPWTLFc.......................lP-L+VVVAGLNSTM......AcSHRsED+aGhlG-sQAsWFA-.+L+sYcccGWLRIGlVHHsPsssss...............sc.s....ssLRDssslsclLGs......RLNLLLHGpss.
 separator                 ==================================================================================================================================================================================================================================================================================================================================================================================  Domain Architecture
 ss_from:WP_080633877.1_A  ---EE----E-CC-----------------------------------------------HHHHHHHHHHHHHH------CC--EEEEEE-C----------ECC--HHHHHHHHHHHHHHHHHHHHHCCC-EE--EEEE---CCCC-CCC--H---------HHHHHHHC--HHHH-CCCHHH--------HHHCCCCH--------------HHHHHHHCCC---C-CCEEEEEEE------ECCEEEEEEEE-CCC--------------C--CC--CC-E---CCC------CCEEEEEEECC-CCCE-C------------------C----CCC-HHHHHHHHHHH------H-CEEEE-CC--
 WP_080633877.1            GILHLTDIHFSPE--------------------------------------------TDVSNKINGIANILTSN-----LQTCKIIFLIISGDI--------ANKGTAQEYEVAKTFIEKLSMAIKHAKKNVEI--RYIFVPGNHDCNLEKDSQ---------VRRNLIRDINYRSLGTDNTVI--------DFSLIVQE--------------DFWNFYSGYRAIPENKLYFKIQEK------IESYTICFHCLNTAW--------------MSKLKEEPGTLFFPVDKFNVENSANSLDIGVYHHPVNWFNP------------------T----TEKNNKREIQAFLDS------VSGIQFSGHEH-  Calcineurin+nSTAND4+nSTAND4-C1
 NUN13817.1                RWLHFADLQVGRS------------------------------DA---PIVA-----EDVRSELERDLRALHSQ------CGPW-DVVFLTGSLAADRRNPTSKGGSLPSVERNLGFLDSVLDSLWSYLQSLGSTPAVLALPGFGDME--------------------------SSIGAESDPAQ----RWEPFGHWIQSWYSRHPL-------PPWITLQ----------WGKVRADWRAVVFRDSARFGIAGLGSFVDKPEPPVVSDLPSLLQTIVGRPLPAWAGENDVNLLALSRPFR---AKHAPKNAFS-----------------------SALQ-----------------GISAILCGQ---  Calcineurin+BetaPropeller+sGTP_APGTPase+Calcineurin
 NUN13817.1                RILHLSDLHIFAD------------------------------------ADP-----KTLLQPLAADLRDKIDG-----MGIESLDLLVLSGDI--------TNYGTAAEFQQALLFVQELVKEFGLSSQ------RCMIVPGNHDLSWEHEVYDWKSARKVAIDKLTAGTFVRQGDGVLVRKELEYPGRFTHFSEHFYH-------PLFQ---QPYPLAP------EDQ---GISAW------FPQFKLQFLLLNTSVEI----DEYHQSRSMVSPKALAKALSAADGQIKQADRSDLLRIAVFHHPITG---------------------N----EKMEDDGFAEQLRKN------DVRLALHGHVH-  Calcineurin+BetaPropeller+sGTP_APGTPase+Calcineurin
 NLT54662.1                TVLHLTDLRFGRDPSAAGGHRDGVGGHPGGVDGCPGVPRGHPGAE---PETP-----ESLFRRIDDDLAWLVAA------HGLRPDLVVVTGDL--------AEHGIRSELTRARDFLETLAEELRLPHD------RVVVVPGEHDVN-----------------YKACRAYFDLREADERRPVPPYWPKWGHFSESFERFYADVEGAMFPPD-EPWTLFE-----------------------LPELAVVVAGLNSTM------AESHLESDHHGWLGEQQLDWFAG-KLREYRDRGWLRLGAVHHRVTSAPVGAGA-----------AEEPESGRERLRDAARLDEALGR----PGLLNLLVHGHPR-  Trypsin+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller+BetaPropeller
 WP_047222606.1            TVLHLAAPRIPRR--GA--------------------------DG---VRSA-----GELQARLWGDVTRLIHA------GASHPDLLVVTGDL--------TSSGHPREFEEALTFLAGLRALLSLEAH------RLVVVPGSHDIN-----------------QAAARAYFANCDADDIEPQPPYWPKWRHFANLFREVYQGIEGPLFDSA-QPWSLFH-----------------------VPDLDVAVAGLNSTM------AESHRDSDRYGYVGTAQAAWFAH-QLRPFEQAGVLRIGAVFHPPAPPGG--GPGER------AVDE-S----AVLRDTTAFDRLLGG------RLNLLLPGLQSP  TIR+Calcineurin+iREase+NACHT+BetaPropeller
 WP_155373679.1            TLLHLADLRFGDDAVGG--------------------------DA---MREA-----DPYGQDLDLDLTRLIDE------QKLRPDLVVVTGDL--------TERGMPAEFARADRFLRGLTATLGLSRD------RLIVVPGDHDVN-----------------RIACEGYFKSQQADGVEPLAPFWPKWRHFAAMFRRLYDGVDSAEFTPD-RPWTLFE-----------------------VPGLSVVVAGLNSTM------ADSHQPEDHYGFCGDEQLAWFAE-RLRRYRSRGWLRIGAVHHDPLQVAG---------------RE-E----EHLRDVDRLVRILAP------ELNLLLHGNAH-  Trypsin+Calcineurin+iREase+NACHT+BetaPropeller
 WP_181582471.1            SILHVAGPRFGHGLLRA--------------------------DS---PGEA-----DALREHILSGVAARVGR------GVPTPDLIVVSGDI--------TDSGSPTEFASAAAFLIGLRVRLNVWPD------RLLIVPGNHDVS-----------------KKACAAYFMRCEADEIPPQWPYAEKLDRYRRLFDELYRGLDQPRFDHD-RLWSLFP-----------------------IPELRVVVAGLNSTM------AATHLPDTDYGLIGDGQALWFEN-QLRGYEEREWLRLGLIRHDPLTKPG----------------D-P----TALHDGQALTAGLGD------RLHLLIHGPG--  TIR+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 MBA4159125.1              TVLHVSDPQFGKNHRFGRL------------------------AP---DMTP-DESFDTLLSRLKSDLDLLREE-----RHGLRPDLFIITGDL--------AEWGLKSEFEQALPFLVEITDHLELSRE------RVAIIPGNHDIN-----------------RRACESYFNDCEANEEEPRTPYWPKWRHYHWFFSQFFRDVPGFDFTED-EPWTIFE-----------------------VPDLKVVIAGLNSTM------RESHRDEDHYGWVGEAQLRWFAE-RLKRYREEGWFRIGAVHHNVRRGEV---------------AD-D----ENLRDADDLNQFVGP------YLNCLLHGHTH-  Calcineurin+iREase+NACHT+BetaPropeller
 WP_192768493.1            TVLHVSDPQFGRHHLFG--------------------------GN---GQTPADQTYDTLHTRLHQDLTGLAEQ------HGLLPDLLLVTGDL--------AEWGLGSEFVQVTEFLAALSEAAELPRD------RVVIVPGNHDVN-----------------RKSCEGYFISEEGEERVPVPPYFPKWKQFTAAFEDFYADVPGVSFTPD-EPWTLFE-----------------------VPGLAVVVAGLNSTM------AESHRDADHYGWVGETQLRWFAD-RLADYRSRGWLRLAAVHHNVVRGAV---------------DD-E----ENLRDADDLDRILGE----PGLVNLLLHGHTH-  Trypsin+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 WP_178064717.1            TLLHLPGPRFARQPCAGP-------------------------AP---RQRA-----KELLDAVGSGVDRLLAT------GGTGPDALLISGDL--------TAAGGIREFDEALAFLARLRDVLDLDAG------RIAVVPGPHDVN-----------------HAACRAYFASCEADEVRPQPPYWDKWRHYFRFFTELYDGVDGPTFDRH-RPWSVFE-----------------------MPELNLVVAGINSTM------AESHLPDGHHGLVGAAQAHWFAR-RLDRYRSGGWLTAGLIGHPAAS--------------------------DAVRDHDSVAALLTP------RLHLLV------  TIR+Calcineurin
 WP_163553262.1            SVLHLSDLRFGGASEHH--------------------------GG-----------TAPPLAPMLDDLRRLATARPEANRRDPLADLIVVTGNL--------TATASQDEFDRAHDFLAALADGLDLPRD------RIVAVPGDLDVN-----------------DALCESYILQERAYRKPAVEPFWPKWEFFANFLRRLHGDEAEARFRLG-REWSVVA-----------------------FPELRVVVAGLNSTM------ARTH--EIRHAELGERQLRAVVE-ELDSGPWQDWLRLGMVHHAPTGSAEP-----------------G----VHLRDGAAVEEVLAP------RLHLLMHAGDS-  Calcineurin+iREase
 WP_158072924.1            TVLHLPNLRIGDGEAFV--------------------------AGPGQTGAP----LRALGRDLVDDVRRMADE------AGHGPDLVVVTGDL--------TASARRPEFTQAATVLADLAEALDIPRE------HVAIVPGPRDVN-----------------HDLCRGYFASCAGDDEEPEPPFWPKWKHYRALLTAFYPDTTDCGFLVD-QQWSLFE-----------------------MPRLWVAVAGLNTTF------ATTHLTSPP-ATLGPRQERWFDA-ALAPYEQRGWLRIGIRHHAPEPPRG---------------GD-G----RPGPAAGADSTPEGG------RLNLLLHGEPE-  TIR+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 RGA05417.1                TVLHVSDTQFGAHHRHG--------------------------AE---GVTEQDQTYSSLAARLLSDVKRLREE------HGVSPDLVVASGDL--------AEWARPAEFDQFYDFLTELASGLGLSRS------RVAMVPGNHDVN-----------------WKKCEAYFLNCQGDDTEPVPPYWPKWEPYAQTFTRFYDGVPGVSFARD-QPWTLFE-----------------------MPELKTVIAGLNSTM------AESHRDEDHYGYCGEAQLRAFAE-LLSAFEREGWLRIGVMHHNPVIDDE---------------HD-D----AFLRDRAAFREILAP------RLHVLLHGHTH-  Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 WP_133087420.1            TVLHLAGPDFGRG------------------------------------REP-----EALRREMRGDLIVLRDS------GAPAPDLLVVTGDL--------TASGSPRECDQALAFLTSVRSLLDLPPQ------RVAVVPGAQDVN-----------------QSACRAYFHTCEADEVAPQPPYWPKWRHYTRLFRSFYHGLD-TVFDSD-QPWTLFP-----------------------VPELNTVVAGFNSSI------AHSHRLEDQYGHVGRDQAAWFAE-ALRTYEEEGWLRIGALRHPLTPGTRPGDAD----------GG-P----GALDDSATLTELAGP------RLHLVLHGPTG-  TIR+Calcineurin+iREase+GspA-ATPase+BetaPropeller
 WP_118947925.1            TALHLPGPRAGGR------------------------------GW---AFTA-----SDLLRDLPAD---------------TPPDLLVVAGDL--------TEQGGKAEFAQAFRLLADLAEDLALPRD------RVLVVPGAHDVN-----------------RKACKAYFDTAEADDEAPVPPFWPKWKQFSAAFDRFYDG-HSPTFTAD-EPWTLFE-----------------------IPDLSTVVAGFNSTT------ADTH--ERATTSLGRDQVARFRT-WLDGFREPDRLRLGVVHGES-------------------------------------------------------------  Trypsin+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 KQM03099.1                SVLHLSDLRFGGSDETD--------------------------GD-----------AQSTLTPMLDDLRGLGAKRSGVDGHAAIADLMIVTGDL--------TRTASEDEFDRAHDFLAGLADGLGLARE------RIVVVPGDLDVN-----------------AALCKAYVALEDAYHRTAVPPHWPKWAFFAGFLRRLHGAEAEARFQQG-HEWSVVA-----------------------FPELKVVVAGLNSTM------AQTH--EVRTGEVGERQLSAVVK-ELDQGGWEGWLRIGAVHHGPASVAG---------------TDAG----ALLHDGGELDRLLAP------RLHLLLHGGHG-  TIR+Calcineurin+iREase+NACHT+BetaPropeller
 MBO0806477.1              AVLHVPGPRFGRGLPEA--------------------------GV---PATA-----EELQARIWADVNRLADA------GAPRPDLLVVSGDL--------TESGSLREFDEAATFLTGLRALLGLEPD------RCVVVPGSHDIT-----------------RRKCEAYFADCEADDVAPRAPYWPKWRHFSRVFDEFYRDIDGVAFDAS-RPWTLFE-----------------------FPALRVVVAGLNSTM------AESHRPEDRYGWIGEAQATWFAE-RLRPRAADGWLRLAVVAHDP----------------------------ATLRDPPATAGLLGN------RLNLLLHGVSS-  Calcineurin+iREase+NACHT
 WP_157389801.1            SILHVSGPRFGRGLPAT--------------------------DI---PTDP-----EGLQSHIWGAVTELVDR------QAPPPELIVVSGDL--------TESAHPTEIRKATSFLTGLRVLLKLEPD------RLVIVPGNHDIS-----------------KLACAAHFLECEANDRLPRAPYFAKLRLFEQMFNTLYRGLDHLLFDVG-QPWTLFP-----------------------IPELRLVVAGLNSTM------AATHRTEDDYGWVGTEQKDWFAE-QLRGYEARGWFRLGVLRHDPAPGPG--TSP----------YD-P----GVLRDAERTFRRLGP------RLNLLLRGPGR-  TIR+Calcineurin+iREase+NACHT+BetaPropeller
 WP_084131133.1            TVLHLPGPRFGRT-------------------------------------DA-----AGLRDRIWGRLAAIERA------GGPAPDLVVIAGDL--------TESGTRRQFDAALDFVSDLRAMLSLETR------RILLVPGRHDVS-----------------HAASEAYFATCRADDNEPRRPYWPKWRHYSRMVAEFYQEVDGALFDPA-QPWHLLP-----------------------VPDLAVVLAGINTTI------AQSHRDEDDHGLVGAEQAASLER-HLALFEDDNWLRIGVAHHALAAPSV---------------SR-T----DTIRDTQLLREKLGP------RLNLLITGRGD-  TIR+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 WP_165001649.1            TVLHLSGMRLPAPPTDG--------------------------------RTP-----AELVTWLSDDLRRLAGTG--TGTKELRPDLVIITGDI--------TETGAKREFEQAYDVLAGLADGLRLNHN------RFAVIPGSHDVN-----------------EKLCEAYFLQQEGMDEEPVAPYWPKWTFFNGLLRRFYGPDADVGFQVG-EEWSLFA-----------------------MPDLKVVVAGLNSTM------AQSHLV--RHGWLGTGQLDSVAD-ALLEPAWEGWLRIGAVHHDPVAAAA---------------PH-N----SELRDTEELDRALAP------RLNLLLHGRGG-
 WP_012853478.1            TVLHVSDTQFGKEHRFG--------------------------EE---GLTPGDRRHSSLAARILKDVRHLEDE------HGLRPDLVVASGDL--------AEWGLPKEFKQVQEFLEELTDGLGLSRD------RVVMVPGNHDVS-----------------RRKCRRYFEECEDNDTEPIPPYWPKWEPFSAMFADFYADVPGVRFLSD-QPWTLYE-----------------------MPELRTVVAALNSTM------AESHREEDHYGYCGEEQLQWFAD-RLRRFKEEGWLRIGVMHHNPEISDE---------------TD-E----AFLRDRDRFTELLAP------SLNLLLHGHTH-  Calcineurin+iREase+NACHT+Pentapeptide+BetaPropeller
 WP_121225260.1            TIVQPAGPRFGGD------------------------------VP---PATG----------RLVEDL------------ADVHPDLLVVAGDL--------TEHGLRSEFEQAFAWLGEVAEAVELPRD------RVVVVPGAHDVN-----------------RKACLAYFLRMEAEEREPLPPYWAKWEQYAEAFQRFYRDVP-VAFTAD-EPWSLFE-----------------------VPDLAVAVAGFNSTM------ADSHLGEVE-PEFGDEQLTRLSR-RLAEFGDRGWFRIGVTNRGRSVRGR------------------PHVVVAGLRTLNSYDVLRIDPTGFDRRTRLLVDGHWT-  Trypsin+Calcineurin+iREase+NACHT+BetaPropeller
 MBI3687741.1              TVLHLGGPRFGRGLIEP--------------------------GA---PVTP-----GELQERLVGELTLLVND------GAPQPDLVVVPGDL--------TEAGSPREFADALSFLTGLRVLLGLEPN------RLVVVPGSHDVT-----------------RAASVAYFATCEADDIDPQPPYWPKWRHYARLFEELYDGLDGPVFDSA-QPWTLFA-----------------------IPDLQVVVAGLNSTM------AFSHRQDDRYGWVGEAQAAWFAQ-RLRPYHQAGWLRLGVMAHGSGAAMPYGEAATV------QIRS-G----GVLRDHASFGRLVGP------MLNLLVSGAPA-  TIR+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 WP_137251608.1            SVLHVAGPRFGRTMGA---------------------------EP---PLSP-----SGLQSHIFAELTRLTDA------GVPRPELMVVAGDL--------TAAGSRKQMTDALTFLTGLRALAGLEPQ------RVVLVPGARDVN-----------------LAACEAYFNDCKADDERPEPPYWPKWRHFASLFREFYQGVDSVMFDSA-QPWTLFA-----------------------IPELKVVVAGLNSTM------AISHRTEHRFGLVGESQAAWFAE-RVRAFEREGWLRLGVVHHSLTPGL-------------------P----DSLTDAAVVEGLLGG------KLHTILQGGGR-  TIR+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 WP_155368178.1            TILHLSDLMLGPGKVFG--------------------------AE---HSSP--------WRQVLDDLCGCVDTQLNNGDFGPKIDLVLVSGGL--------TIGGMPAEFDVAREFLEGLTRHLGIGFD------RVAVVPGNHEVN-----------------LAACRAYFADCDADEMEPVEPYWPKWRHFTKLFQSWPEQGAKVRIEAE-QPWSLFE-----------------------IAPLKVVVAGLNSTI------KDSHRQTERFGWVGEQQAEWFAD-QMERYRHRGWLRVGMVHHHPLGRAG---------------SP-E----EDLRDAANLDERLGR------GLNLLVHGHGD-  HTH+Calcineurin+iREase+NACHT+BetaPropeller
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 WP_073885747.1            NVVHLAGTRFGGD------------------------------GD-----------RDHLLTALHEDLDHLAAE------EGLRADLLVLAGDL--------TERGLRTEFDHAVTFLDALAEAVELSRD------RVVVVPGTHDVN-----------------LVACRAYFLDMEAEQRDPVKPYWRKWKQYGDAFDRYYRDV-GATFTPD-EFWTFFT-----------------------VPDLRVAVAGLNSTV------ADSHLDSGT-PEVDAEQLRRFAA-HLERYRAKGWLRLGVVNRPTSGVER-----------------------ELVR---------------PQLVNHL-------  Trypsin+Calcineurin+iREase+NACHT+BetaPropeller
 WP_203383196.1            ALLHLSDLRLGGR------------------------------------EEA-----SGADRRLPTEIGKQVEL------SGISPDLIVVSGDL--------TVAGDKWALGSAAIWLRTLARSLHVSPR------NIVVVPGERDVS-----------------ARLRE--LVHEQSRFLEPTAGA-DLWRPFAVAVDQLDPQAGRLGFTAE-RPWTVFT-----------------------FPDLRVVVAGFNSTI------RLSRHDGDERGLLTRPQIEDLAD-RLRPYRDEGWLRLGVVHHNPARADQ---------------AE------QSLEDAHELGQVFDD-----ELISVILHGHAT-  Calcineurin+iREase+GspA-ATPase+BetaPropeller
 MBV9163235.1              ALLHVPGPRFGRGIAE--------------------------------PLTA-----RDLQSRIWANVTQLTDA------GAPAPDLILVTGDL--------MESGRPRERDDALTFLTGLRVLLGLEPD------RLLIVPGNHDVS-----------------RAACHSYFLQCEARDIQPQRPYFPKLEHYTQLFDELYQGLDGPLFDTA-QPWTLFA-----------------------VPGLRVAIAGLNSTM------SVTHRPEDDYGWIGEEQAAWFAK-RLRPFEDSAWLRVGIIRHDPDPGGG--SAA----------SD-P----ALLRDTGTLDRLLGS------RLNVLLHGPGP-  TIR+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 WP_152772778.1            TVLHLAGPAFGRG------------------------------------QDP-----AGLQAAIWGDLVELTDA------GAPAPDLLVVTGDL--------TASGSPREFEQALAFLTGLRALLGLEPH------RVALVPGGRDVN-----------------QAACRAYFSTCEADEMPPRPPYWPKWRHFARLFQELYQGLD-AVFDSD-QPWTLFP-----------------------VPELHTVVAGLNSSM------AHSHRLDDQYGMVGPEQAAWFAQ-ALRPYEDEGWLRIGVLRHPPGAVPRIGAAPRPGPARAGAPDD-A----GPLRDTDVLARLTAP------RLHLLLHGPTG-  TIR+Calcineurin+iREase+NACHT+Pentapeptide+BetaPropeller
 NUT99099.1                TVLHLSDLKIGPGRVFGR-------------------------RA---QADP-----DALTAALHRDLDALHEE------TGLRPDLVVVSGDV--------TAAAKPADVDAAAAVLTGLLGHLGLAPE------RLVVVPGGHDVN-----------------RQLVHSVFLSCEADEIEPTPPYWQKWTHFARLGAAV--GGRAARFEPEFHPRVFAE-----------------------FPDLRVVVCGLNSTI------ADSHREQDHYGLVGDDQAAAFAR-ELQPYEKQGWFRLGVVHHNPAGTAP---------------GD-H----ENLRDAATVDRLLGK------TLNVLLHGRPG-  HTH+Calcineurin+iREase
 ADG88198.1                TLLHIAGPRFGRGLPKG--------------------------DE---PLEA-----GELQASIWGDLTRLADA------GAPRPDLLIVTGDL--------TESGVPREYEQALGFLTGLRVLLGLEAN------RLIIVPGPRDVN-----------------KKACEAYFTGCEADDVRPTPPYWPKWKHFASLFKELYQGLDGTIFDTA-QPWTLFE-----------------------LPELRTVVAGLNSTI------AMSHRAEDDYGLVGKAQAAWFAE-RLRPHGDR--LRIGVIAHPP----------------------------DRLRDSESLQRLLGS------RLDLLVHGHDPR  Calcineurin+iREase+nSTAND4+BetaPropeller+BetaPropeller+BetaPropeller
 WP_067721052.1            SILHVAGPRFGRAGTLD--------------------------AA---AHDP-----ETLQSQIRGAVGELADR------QVPAPDLLVVSGDL--------TESANLTEFQSAATFLRGLRVLLKLEPG------RVVVVPGNHDVS-----------------KPLCHSYMLECEANNRRPQPPYYRKLELYERMFTEVFRGMDDLVFGST-QPWTLFP-----------------------IPELRMVVAGLNSTL------AATHLADDDYGFLGDPQALWFAE-QLREFERQGWFRLGVLRHDPLPDTG--TSP----------WH-P----ELLRDTAAAFRHLAP------RLNLLLHGPGP-  TIR+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 REF96993.1                TILHLAGLGLAAGHLFG--------------------------APVVGQDNP----HLELCNELAAELKSLDNT-----IDGARPDLVVVTGDL--------ARTGRPREYDLVKAFLETLAERLGLGFE------RIAIVPGSRDVN-----------------LQATKAYFAECDADEVEPRRPYWSNWSRFAALFGAWPDAGRVVRMQAE-QPWSLYE-----------------------IKDLKVVLAGLNSTV------EDGPDRTGHGGEIGIEQAQWFAE-ALRDYERQGWLRIGLVHHDPLGGRA---------------AG-D----GDLGDTATFDGLLGP------RLNLLLHGNDA-  HTH+Calcineurin+iREase+NACHT+BetaPropeller+BetaPropeller
 WP_196197147.1            TVLHLAGPAFGRG------------------------------------QEP-----DPLRAAIWSDLVELTDG------GAPAPDLVVVTGDL--------TASGSPRECDQALDFLTKLRSRLALDPQ------RLAVVPGGHDVS-----------------QAACRAYFHSCEADEIHPRAPYWPKWRHYTRLFQELYQGLD-LVFDAD-QPWSLFP-----------------------VPDLHTVVAGFNSSM------AYSHRSEDQFGSLGNEQITWFAQ-ALRPYQDAGWLRIGAVRHPLDRAPR---------------PR-R----EALRDSDLFLRLAAP------RLNLLLHGPDT-  TIR+Calcineurin+iREase+NACHT+Pentapeptide+BetaPropeller+BetaPropeller+BetaPropeller
 WP_161102191.1            SVLHVPGPRFGRTLGGP--------------------------DD---PTTA-----TELQDRVWSDVTRLADQ------GVPRPELLVVTGNL--------THSGSRREFTEALSFLTSLRALLGLEAH------RVVVVPGEHDVT-----------------RAASQAYFASCEADDVEPQPPYWPKWRHFAGLFAEFYQGLDELIFDSA-QPWTLFP-----------------------VTDLKVVVAGLNSTL------ALTHRPEDRYGLVGRAQAAWFTE-RLRRFEADGWLRIGAVAHSPAA------------------GE-P----DAVRDAGDLDAVLGR------HLNLLLQDARA-  TIR+Calcineurin+iREase+NACHT+BetaPropeller
 TMC12454.1                TLLHLSETRFAGA-------------------------------------GP-----EASLAELAADVEGLAAE------AGARPDLLVVTGDL--------AEAGRPSELAQARAFLAGLADRLGLPRE------RLVVVPGDHDVS-----------------RSASLAYFNTCEADELAPAPPYWPKWRHFSRMVEELYREVPDVTFDAV-QPWSLFE-----------------------VPELRVVVAGLNSTT------AESHRPEDHYGWIGEEQARWFAE-RLAPYREAGWLRVGAVHHNPLAGDA------------------G----DGLRDAEAADRVLGE------HLHLLLHGHDRM  TIR+Calcineurin+iREase+NACHT+BetaPropeller
 WP_178064719.1            TVLHLSHLRFAPGQAFG--------------------------APV--PAGA----HEEVLAALCADLDLLARS-----LPGARPDLVVVSGDL--------AVTGRPREFDLVKSFLEGLAEHLGIGFG------RIAVVPGERDVN-----------------EAAARAYLAQCEADDVAPVKPYWHNWRHFATLFDAWPEDRQQARMQKE-HPWSLFE-----------------------LPDLRVVVAGLNSTIDA----EPGAGAGPRPGRIGAEQARHVAE-SLATYEERGWLRIGVVHHDPHGRSE---------------PA-H----ERLADAELLDGALGH------RLNLLLHGNGD-  HTH+Calcineurin+iREase+nSTAND4+BetaPropeller+BetaPropeller+BetaPropeller
 TQM75309.1                TILHISDTQFGAKHRFG--------------------------NE---GLTAGDRRLSRLVSRLLEDIALLRRT------HGLEPDLIVTSGDL--------AETGSRSEFQQVRDFLAELAAGLGLGRN------RVVMVPGNHDIN-----------------WRKCEAYFLNCEADETEPVPPYWPKLEHYAAMFAEFYAGVRGVSFPKD-QPWTLFE-----------------------MPEIKTVVAGLNSTI------AESHRPEDHYGYCGDEQLYWFAD-RLSARAADGWLRIGALHHNPVILDR---------------ND-S----AFLRDHDRLAELVAP------HLNLILHGHTH-  Calcineurin+iREase+NACHT+Pentapeptide+BetaPropeller+BetaPropeller
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WP_189457042.1              DWVDLAV-------RSTAWRHVPAD------R-DAS------------FFRERVAETVAALARLRDEA----EGELAD--------------DP-----------WRDD-AVVPRFAE-SVEWLLGEP--------G-PECR--LD--LYPAEAALLVLMPFVYRVQTLRLAAS-LRA-R--V-----APK--RL-----------DRH-------------P---------------G-P-GP---------ERA------------SFEVFAE---GHDLLVKRALQ------------------H-P-EAAEPIGWW-LFHRWLAL-REEFSD----------AA---------TVRTLW-EAV-------------GA----P-AHALG------------EA----------LDP----R------RICRLLHGL----RRG-PD---------VCNREYL----------DEL----------PADDAAGVR-----GGG--PQRIRDQRLALLLALAHGASREITALPQIVVEHLGIPH--------PVDLVQLRR-TLER---SRWGG------------------S--H-----D-L-PVLHA-ECHHEAVIEGLRAYTDRTDTLLAAVRRTA-----RERVT--Q-PVP-A-LPA-RLSADGVTPAEGVF
WP_106615028.1              GWGRLVA-------TARVWEHVPGH------R-DTR------------RMRAQAVDAAVRLSRLRDEA----AHVLGD--------------DP-----------WHEP-DFGTRFVE-HVDWLLGEP--------G-PDAH--LD--LFPVEAALLVLVPLVYQVHYLQTAAR-L-V-E--V-----SPW--RP-----------GAD-------------A---------------D-P-GP---------ERA------------AFEEFAD---RYGSLRHRARL------------------R-P-SAAPAIGWW-IFHRWLVH-Q-EFAD----------ER---------RVAPLC-ADF---------------------DVELA------------AV----------FTS----E------RVSALLHGL----RRG-PS---------VCSPEYL----------SGL----------RADDQ--VR-----RAG--NQHIREQRLALLLALAHGVSVEMHTMPDVVAEHLGIPD--------AVDLAELGA-TLHR---ASWTG------------------S--Q-----Q-V-PVLSA-RCHHAAVIEGLRTHVARTDELLHAVHRTV-----RERIT--H-PMP-T-LPA-RLSSDDVLPVDAA-
WP_228078652.1              PWARAVA-------DSPVWRRIPSD------R-EHT------------DHRRAAVATAVELARLRDAS----SEPLAE--------------DP-----------WSDE-GFPHRFLE-NLGRLLDAP-----------PPG--LD--LYPAEAALLVLLPFLHQAHNLRRAAE-S-APS--A-----RPD--SL-----------TPE-------------PAPA-----------TA-P-ED---------ERK------------AFEAFAD---AHRSLVRRALR------------------R-P-GAEPAVGWW-LHHRRLAQ-RDDLS----------------------GLSLLL-TDL-------------GP----C-ARELG------------EA----------LAP----R------RVTALLHGL----RRG-PD---------VCHPEFL----------GTL----------PAEDT--VR----CISG--HQRIRDQRLALIAALAHGMAIEMTALPDIVVEHLATPH--------PVDLAALRA-TLDA---AHWGG------------------S--P-----E-L-PVLRA-ECHHEAVVEGLREYAGRVDELLHAVRRTV-----RERVP--P-PMP-T-LPT-RLSAHEVAPAQGTF
KPI06671.1                  PWVRAVL-------GSGIWAHAAE-------R-GIE------------AHRQHAARLVERLAAVRDAA----EERIAG--------------DP-----------WADP-GFAARFAD-RVEWLLGEP-----------DGA--LD--LYPAEAGLLVLLPYVYQAHQLRLVAS-R-L-E--A-----NPT--DL-----------RPR-------------P---------------E-A-TG---------WRA------------DYQSFLS---GHDLLVNRAEL------------------R-P-EAAPVIGWW-LYRRWLAQ-EEKGAD---------------------RLTALA-SEL-------------AA----E-EGPLT------------EA----------LAP----R------RLARILAGL----RLG-AD---------VCNPEHL----------GQL----------EADEV--LP-----GAG--RQRIRERRASLLLAVAYGAAIELAVLPDTVVEHTGVPN--------AVELDGVRR-TLAA---TAWGG------------------S--P-----E-L-PVLKA-VCEHEAVVEALREHAERLDGLLLAVGRAV-----PDRFA--Q-PMP-P-LPT-RISADGVVPAEGTF
WP_227350035.1              PWVKAVL-------QSALWQDQERS------E-NSSI----------HQLKDQVVNIVQICWQKWQEV----IQAFPQ--------------DA-----------WRDQ-QFPLRMLE-SLDLLISRS-----------EPP--IQ--LTEAETALIIAVPFIREAVLANGVVE-A-A-K--A-----NPL--SL-----------DEK-------------G---------------I-K-VD---------FGN------------ALDKLHQ---SQPRFIRKAQRL---L-EQ---------ER-T-TDKDSVMTW-LMHRCLLK-TIEIWM----------AK---------SDSGYLPDEFINELE-----NFDKN----K-PVLVK------------ET----------LQA----K------RLLELARCT----LVD-IER--------IDRDDRP----------DPL----------QNKVTV--G----TYRD--EQDIREKMLAYLLKLAGLLAIDIRTLSDVLVDHIGLSD--------PLNPEDVLN-SLNQ---ARWNP------------------I--S-----K-G-RTLKI-TCHHPAVDLALRKHIKGIDEILSYILRQIA----EKQGTI-S-ALQ-G-LPT-HLLPDGITPEK---
KPI03709.1                  WWVRAAA-------QSTLWDHVDDD------R-SAR------------TLRAHVCSTVAGLAGVRDAA----QDALAA--------------DP-----------WQDP-GTAVRFLD-RVEWLLGDP--------G-AGRP--LG--LCPAEAALLILVPFLYGANRARTASR-W-A-R--V-----GPD--RL-----------GPV-------------P---------------D-A-DE---------DRR------------AFEAFAA---GHDRLVKRATL------------------R-P-DAARPIGWW-LFHRWLLG-RGEHAE----------AG---------PVRELL-HEIEGE----------EE----L-VRGLG------------GI----------LEP----G------RVTALLHAV----RRG-PD---------VTNAEFL----------DRL----------SGEDQ--IRV--PALPA--RQRVHDRRLALLLALAYGTCLETTALPDVIVEHVGIPY--------PVGLEQLRD-TVER---ATWGG------------------Q--T-----A-H-PALRA-DCHHEAVIEGLRQYVARTNELLHSVDRTA-----RDRIP--Q-PMP-R-LPT-SLSADDVRPADGVF
WP_175541571.1              PWAALAR-------EHPAWQLAADG------P-GKE------------PLRDAAVAFTTRLAEQWEAD----AQLLSA--------------DP-----------WHPA-GFAERTTD-RVSWLLTRV--------L-NPEK--LK--LSSAEAALLVVLPFLYVAHGGRRAAR-S-L-A--L---GADPE--NL-----------RPT-------------A---------------E-P-TA---------ERA------------RYEQFFG---SHPRLVRRWERI---T---------------G-DGTQGIAWW-LYHRWFSR-QPLDNR----------EP---------ALRELT-RLATPPEC-----PVQSP----E-QRLVA------------EA----------LAP----D------TLTGLLRSL----RSA-PGR-------------------------IPT----------GPPRHL-AG----ASVL--EQQVRDRLLAGLLTVAHRLAIDPTLLPEVVVDHLGIWY--------SVDLPGLHR-TLEG---ARWEP------------------R--G-----R-T-RVLHA-TCTHPAVELALRQQTAALDALLGTLDAQG-----SGEPQW-E-PLQ-D-LPV-HASAEGVRAALTA-
WP_052808983.1              PWARLAA-------DSPVWDHVPQG------R-DAA------------PFRECVAAAAARLAEQRDLA----ERLLAA--------------DP-----------WQDP-GLPARFLD-RIEWLLGEP--------G-RGPA--LD--LYPAEAALLVLTPFLYRLHTLRRAVR---A-A--V-----DPS--------------------P----------P---------------E-A-DE---------ARA------------SFETYAE---EHALLRKRALL------------------H-P-EAAAPIHWW-LRHRWLAQ-RTDFGD----------PE---------AVRELL-ALV-------------PD----A-ARALG------------DA----------LDP----L------RVSRLLHGL----RRG-PG---------VCNPEYL----------DLL----------PADDR--VV----GGPR--HQRIRDRRLCLLLALAYGTSVEMTALPDIVAEHLGVPH--------PVDPAQLRR-TLDA---SGWGG------------------S--P-----D-L-PVLRA-QCHHEAVIEALRAYTVRADDLLHAVHRTV-----HDRVT--E-PLP-P-LPT-RLSADGVVPAAG--
WP_023076240.1              PWSNAAW-------QSPLWNDDEAK------D-NPHI----------TQLKQQVLEIISICWQQWQRA----ISRLPN--------------DP-----------WRDA-ELPIRVLE-SLDLLVLRS-----------DPQ--VK--LSSAETALIVTIPFLREAVLASGIVH-A-A-E--A-----NPL--AL-----------GKN-------------D---------------T-S-ST---------FRD------------ALDKTHQ---GQLRFFRKAQRL---Q-DR---------GC-L-DDKNAILAW-LMYQCLFT-SLELWQ----------PK---------SEGGYLSETFIGSLD-----RIRCC----S-SRLVQ------------ET----------LSR----K------RLLELAQCV----FSN-LER--------IDRDDRP----------GGL----------QTKLTV--G----RYRE--EQIIREKMLAYLLHLAGALAVDFRLLSDVLVDHIGLSD--------PLTPGQIRE-TVCQ---ARWNP------------------S--G-----R-G-RVLRV-ICSHPAVDLALHQHVEIADSVLTQIFRQVG----EKRHGI-E-ALA-G-LPT-HFMADGITAE----
WP_190769266.1              AWSEAAL-------QSPLWKDRGVD------E-DPLV----------KELKQQVAQIVAACWQQWQTT----IRAFPQ--------------DP-----------WRDE-DLPIRVLD-ALELLVFRS-----------DPA--VE--LTLAETALAIAVPFVREAVLASGVSY-A-A-S--A-----NPL--AW-----------DGI-------------N---------------S-Q-LG---------CRA------------ALEKEHQ---AQPRFVRKAQRL---K-EQ---------GQ-I-VEKDAVMAW-LLHRCLLK-TLAIWL----------PE---------SEGGYLAAPLYKALG-----SPNSR----R-SNLAT------------ET----------LTR----K------RLIELARCM----LAD-FER--------IDRDDRP----------DAL----------QARTTV--G----RYRE--EQEVREKMLAYLLKLAGLLAIDIKMLSEVIVDHIGLSD--------PLTPQQVKN-AVNQ---ARWNP------------------S--G-----R-G-RTLRV-TCDHPAIDFALGSHVEDADANLSRIARQIA----EQQRGM-E-ALH-G-LPT-HLLPDGITA-----
WP_107157995.1              DWVGQAR-------SHRAWSLVSPS------L-GGE------------ELRSATITLVEHLLRLRRDA----SRELTR--------------DP-----------WHEP-GLATRMTS-RVEFLTGLLAS----PAAAPAGE--LC--LSGAEAALLVAGPYLYDTFWTLRAAR-T-A-G--V-----DPG--NW-----------ATP-------------D---------------R-P-DA---------DSD------------SYRRFAQ---GFPRLWRRLNGQ---V-RD------------G-ETAAEIGWW-LFHRWIAR-RSLTNS----------DS---------DVAELL-PLG-------------LT----A-QHLPA------------GV----------FEQ----A------RVAELIRSL----RGD-PGF--------LARVDRP----------GRL----------VSHRTV-CA----GTAE--EQPLRERLVAYLLSAGRAMAVEATALSEVVVEHMGISD--------PVSPEELRS-SIES---VEWES------------------R--G-----P-V-RVLRT-TCPHPAIEIALRAHVDFFDALLVEIQDAA-----AGDTHL-Q-PLS-T-LPA-HASADQVRPSEGPD
WP_143047129.1              PWAQLVE-------KSQAWHHVDDE------Y---------------AETLRSAAAIAAKLAAIRDTA----EAVVSA--------------DP-----------WIDR-TFAERVSK-RMGWALKKW----------LAKD--LR--LSAAEAALLTLVPLVQHTLWVATAAS-L-S-S--V-----EPT--TL-----------TGH-------------K---------------T-P-SE---------SRA------------EFEAFVS---GFPRLVGRAELP---Q-LP---------DR-T-SARVEIGWW-LFHHWLAK-RMALLQ----------PH---------MIGDLL-AEA-------------GV----H-DDRMR------------QI----------LDP----A------SLCEILVGL----RLE-PSA--------LCDKTRL----------YKL----------KTKRPV-DG----GTSD--EEYIRGPLLTLVLSIAQAAAIKITDLSDTVVWHLGIPS--------SVNLRQLHE-SVTQ---ATWEE------------------R--A-----D-G-PVLAA-TCHHEAIVVALREYATRIDALLHAVRRAA-----EDLPAL-G-VLR-S-LPS-RASADGVAPAVSAD
WP_023590581.1              PWVARVH-------DSAVWRRVPET------R-DAA------------RYRDAAGAVAAALAGLRDEA----EARLGD--------------DP-----------WRDP-HAPDRFAE-RLEWLLGEP--------G-EGAG--LD--LYPAEAALFTLVPLLARVHDLRLAAG-R-L-H--V-----EPW--RL-----------GPA-------------PLGPAD---------DV-A-SP---------ERP------------AFEAYAE---GNGVLVQRASL------------------R-P-DAAAPLGWW-LYHRWLIR-HEAYAA----------PE---------TVRELL-DAV-------------GE----AGGAALG------------RV----------LTA----R------RVSRLLHGL----RRG-PD---------VCNPEFL----------DAL----------AADET--V--------G--VQRVRDRRLVLLCALAYALSPGTTSLPDVVAEHVGIPH--------AVDLDALRT-TLEE---CEWGG------------------T--P-----E-L-PVLRA-ACSHEAVVEGLREAVGRMDEVLDAVTRTA-----RERVA--Q-PMP-R-LPV-RLSADGVVPVEGAF
WP_193990176.1              PWTDAVL-------QSSLWPETGIH------D-CCPA----------NALKNEVSRVVGVCWQQWQAA----IRAFPD--------------DA-----------WRDE-RLPIRVLE-ALEMLVLWS-----------NPA--IQ--LSAAEIALVIAVPFVREAVLASSIVQ-A-A-A--V-----APL--SL-----------ERV-------------Q---------------S-A-SK---------LRQ------------ALEKIHQ---TQQRFERKAKRL---Q-DQ---------NR-L-SDKDTVMTW-LLHQCLFK-TLEVWL----------PA---------SQGGYLADELLTSLG-----SAQG-----Q-SRLVR------------ET----------LKP----Q------RLLELAYCM----YAD-LER--------IDNDERS----------NAL----------HNRLVV--G----SYRE--EQTIREKIVAYLLQLAELLAIDIRKLPEVLVDHIGLAD--------PLTPEQVLQ-VINQ---ARWNP------------------M--G-----R-G-RTLTV-TCHHPAIDLALTDYVKSLDDVLSHMLRCVA----DNHGGM-A-ALT-G-LPA-YLQSDGIAAAQQAD
WP_145905593.1              EWARLVH-------GSAVWQHVADA------A-DAQ------------TYRAGAVAVARELAKLRDEA----GERLAG--------------DP-----------WQDP-GVVVRFLR-NVEWLLG-------------GEA--LG--LSAAEAALLVVAPLLYRVRTLRLAAE-F-A-E--V-----REG-----------------------------------------------G-G-GE---------ARA------------SYERFAE---TYDLLTHRAEL------------------R-P-EAEDGIGWW-LFHRWLTQ-HQDLAE----------PH---------AVRELL-AEA-------------------G-AGALA------------ET----------FAV----G------RVCALLHGI----RRG-PD---------VGNREFL----------GGL----------KAEDR--VA-----GPGGRGQRVRDRWLSLLLALAYGVSIESTALPDIVAEHLGIPH--------AVELAQLRD-TLER---AVWGG------------------T--R-----E-L-PVLRA-ECRHEAVVEGLREYVARADELLHAVHREWG-----------G-ELP-A-LPV-RLSSDETAPAEGTF
WP_062433924.1              DWAEIAD-------AHVAWKKIHNV------L-GSA------------GLREDTVAVVRRLAARRWAA----GGKLAE--------------DP-----------WHDS-RFALRMSE-RMNFILGSL-----------LDD--LR--LSPAEAALLVVAPFVHDTHWAHIAAE-A-S-V--V-----NPA--DL-----------APA-------------G---------------A-P-TE---------RRK------------AYETYTR---SHPRLLRRAVDA---A-GR---------GE-T-GVSRQIGWW-LLHRWTSR-LATSFS----------SQ---------AVAVSL-DGH-------------SS----G-SRLSD------------EV----------LTK----T------RLSELIRLV----YAD-AGF--------IARTDRP----------HGL----------SASRLI-AP----GRIG--EQTIRERLVAYLVVVAHRMAIEMTGLGGVLVDHIGIVQ--------SLTPEDVLQ-TIDQ---ARWEP------------------R--G-----T-G-RVLRA-ACPHPAIEVALREHVSDLDRILADIGN-------ADDPSL-A-ELA-G-LPG-HADADQVRAAE---
WP_094351294.1              PWSEAAL-------QSPLWKNKGTE------A-NLIV----------AQLQQQVAKILAACWQEWEAA----INSFPQ--------------DQ-----------WRDE-ALPIRVLE-ALDLLVFRS-----------DPP--IE--LTDAETALVVTAPFVREAVLASGFTQ-A-A-K--V-----NPL--SL-----------EGT-------------K---------------P-E-TV---------IRS------------AIDKVHQ---SNPRLVRKAQRL---Q-DQ---------DR-T-EDRDAVMAW-LLHRCLLK-TLELWM----------PE---------SEGGSLSSNLLKSLE-----SVSQC----S-SRLSK------------ET----------LKP----K------RLLELARCL----FAD-VER--------IDRDDRP----------EAL----------QSRLTV--G----GYSE--EQQIREKMVGYLLKLAGLLAIDIRTLSDVLIDHIGLSD--------PLTPNDVSS-TIAQ---ARWNP------------------S--G-----R-G-RTLRV-TCHHPAVDLVIREHIEQANLVLAHIFRQVE----E--------------------------------
WP_074002516.1              AWVRAAA-------ESRVWRHVRED------R-DVE------------PYRCVVLKAVGELARLRDET------VLAE--------------DP-----------WQDP-GIAVRFAS-RVDWLLGDD-------------R--LD--LYPAEAALLVVLPLLYRVRALRLAAA-R-S-A--I-----NPT--DL-----------APS-------------P---------------E-P-DV---------DRA------------AYEQFIE---SYDLLVGRTRT------------------R-P-ASAATLGWW-LFHRWLDQ-HEDLAD----------PE---------GVQEII-DQL-------------PM------LADLG------------ET----------FAL----K------RVCALLHGL----RRG-PD---------VGNRDYL----------ASL----------SADDH--LR-----APG--EQHVREPRLALLLALAYGTAIEMTALPEIVAEHLGIPY--------EVDLTDLRR-TLDE---AAWGG------------------S--Y-----D-L-PVLRA-ECHHEAVVEGLREYTARADELLHAVRRVL-----TTH----------P-LPT-RLASDETAPAAGAF
EWC59382.1                  GWSEAAH-------NAPPWNHVRA---------DAT------------DLRNKVAVAAGVLSDHRDAA----AAALPG--------------DP-----------WYEP-DFPLRVLD-NTAWLLGDA--------G----E--VE--LHPVEAALFTLVPLIHHVHHLRVAAA-L-V-G--V-----EPW--NP-----------RST-------------A---------------G--------------VRA------------SFQESAD---HHPALVDRARR------------------S-P-AEGAAIGWW-LFHRWIVR-RNLTGG----------AASPADSVTVPTVADLC-----------------------D-PLGLP------------SV----------ADP----R------RIARVLPGL----RRG-PG---------VCGDEFL----------SGL----------RVQDQ--VR-----GMS--GQRVREHLLTLVLALAHGMSVEAFTLPDVVAEHLAIPD--------PVDLDALRA-TLHE---ASWGG------------------A--P-----A-V-PVLRA-ACPHAAVIEAVRDHVARTDELLHAVHRTV-----GERVP--Y-RFP-V-LPA-RLSAHEVLPAD---
WP_120695772.1              PWVASAT-------DHPAWAQTAEG------P-AAD------------ALREAVTGLVGRLARAHALD----DARLAD--------------DP-----------WRPL-RFAERMSD-RVRWLLAKV--------L-NAEK--LA--LSPAEAALLVLVPYLYTAHWSRAAVR-V-L-D--I-----APT--DL-----------GHA-------------P---------------A-P-TD---------ERA------------SYEHFFG---SQSRLVRRAARA---T-AQ---------GD-T-AGATGIAWW-LFGRWLAR-RPRAHH----------AT---------ALAELL-APD----------PGGAA----T-GGLLA------------EL----------LDP----E------DLLTLLRAI----RTA-PDL-------------------------STV----------RPVRQL-AG----ATDD--EQDIREHLLVALLSVAHRLALDPTLLPEVIVDHLGISY--------AVDLEALHR-TLAA---ARWDA------------------H--G-----R-T-RVLRA-ACPHPAVELALRQQAATLDALLGAIDVRA-----AGEPQL-A-PLG-D-LPA-HATADQLHATPGP-
WP_173032910.1              LWRELVA-------DHKVWTHVPAS------E-QSE------------MVRRGCVDLVEHLARLRAAA----DPAMES--------------DP-----------WTDR-GLAARMSE-RAQWLVGLIPAD---HGTTAADA--HR--FSAGDAALIATLPFLYDTYWALLGAE-A-A-T--I-----APQ--EW-----------MPT-------------Y---------------E-G-DN---------KAA------------DFWRFAS---GYGRLVRRVEAA---R------------DR-A-GAARDIGWW-LLHRWIYR-RTVANP----------AD---------LLATLL-EPT--------------G----D-DRWLA------------KV----------FRR----G------LVGELLHGL----RGD-IGF--------ALRTDRP----------DAL----------LPVRMV-DG----GSTR--EQPIHEQRVAYLLAVAHAMAIDPARLPQVVVEHLATGD--------PVKLPSLKS-AVAG---AEWSG------------------Q--A-----G-V-RTLEA-ACDHPAIDLALREHVIALDRLLTEIHLAA-----NAHAAL-E-PLK-K-LPH-RASADLVRPA----
WP_201439016.1              AWAALAE-------GHVVWDRVNDP----------------------DRVRSQVVAVAEHLSGHYAAA----TRVCAG--------------DP-----------WLDP-AFVERMTS-RVSGLITVG--------L-SGDE--LR--FSAVEAALLVLTPMLHEVQSARSAAE-M-I-H--V-----SPT--SL-----------GVE-------------P---------------E-P-DA---------DRA------------QFERYLSG-QQQRRLVARTEHR---D-VL---------DR-T-GVSEQIGWW-LFHRWIDS-RSGRPE----------GA---------STKVVL-QDM-------------PV----Q-DRALS------------KV----------LVT-----------TLDRLVRLF----RLS-PDD--------LRNPDRL-----------GL----------VASASH-LG----VSVA--QQVVRERLVGLLLVVAHALAIETTTLPATLAEHLGIPE--------PVDLERLRA-TLDE---AEWTP------------------V--T-----I-G-LGLVA-ECHHEAVLEALREHVARTDVVLGAVHATA-----DNDVTL-Q-PLL-R-LPA-RASADRVEPALRPD
WP_121675385.1              PWVIAAE-------SHPAWEKIADN------RHGPS------------KLRERTIQLVAHLAASYDADG---RADVGD-------------IDP-----------WQDS-HLAVRMTA-RIRWFLAHV--------L-NPDK--LT--LSAAEAAYLVLIPFIHAALWSRNVVR-I-A-A-VV-----RPG--SL-----------AQD-----------------------------D-G-PD---------LSA------------RFENFAE---TYSRLMRRARQL---A-RK---------GD-G-VGVNAIRWW-IFHRWLAR-NPSCYD----------DE---------LVRNLV-SPVYEW--------ERAD----G-ERFLT------------EV----------LTP----Q------NVATTLRSV----RAD-MAS--------LTIGADE----------AGP----------VRLRHI-VS----ATEF--EQPLREQMVSCLSAAAYRFAIDPTMLPEVVVDHIGVTY--------EVQVSEVVE-AIRS---TTWEG------------------R--G-----R-T-RILSA-QCPHAALDVALREIVLAVDDLLAKFDLTS-----ETDALL-A-PLA-D-MPT-HAAADGVR------
WP_131741023.1              PWARLVG-------DHVAWTLTDPG------Q-DVS------------GLDDAAAAVAERLGALSDEA----EAALAG--------------DP-----------WLDS-GFADRFAA-QTERLLRTM--------P-TPDL--RD--LSPAEAVLLTLVPLLQHAHVARTLAG-L-R-E--I-----DPH--DL-----------TLD-----------------------------G-G-GG---------PRR------------DYEVFLS---GQREHVDRATAP---D-LP---------GR-A-SAGTEIGWW-LFHRWTAR-GGRTYR----------LG---------AVRDLV-GAA-------------EI----T-DSRLRD-----------GV----------LEP----R------TVRRIMIGL----RLG-PAE--------LGDPDRA----------DAP----------RTENTL-FA----GSRD--EQRVRERLIGHILAVAYALTIDLVRLPDVVVRHLGIPE--------PVDLRLLRG-TVASR--AQWVI------------------Q--R-----D-R-LVLRA-DCHHPAEYEGLRQYAGQVDTLLDMIRRTC-----GDHPTL-Q-SLA-G-LPA-RASADEVRP-----
SCE28337.1                  AWVRAVG-------ASAVWDLVPPE------R-ETR------------EHRSLVAAVVGRLAASRREP--------GT--------------DP-----------WHDA-EVPLRFLE-HIERLTEPD-------------G--LD--LFPAEAALLVLLPFLHRTHYLRRAAE-V-A-G--V-----EPW--SL-----------AVR-------------A---------------R-A-EP---------VRR------------RFEVFAE---GHEALVRRARR------------------N-A-AAEPVVGWW-LFHRWLAR-DQEFAE----------PE---------SVAGML-AEL-------------GE----C-VRPLG------------GV----------LDA----E------RLATLLHGL----RRG-PD---------VCHPEHL----------HQL----------PEEDR--VR----SGSG--PQRIRFRRLALLATLAHGMAVEAAGLPDIVAEHVAIPY--------PVDMAGLRR-TLAG---ATWGG------------------T--A-----E-L-PVLRA-ECHHEAVVEALHAYTARLDTVLHAVRATG--------------IVPLA-LPA-RLSSSGVVPGRGVF
MBN1174178.1                SWRQHVD-------DHEVWARTVPC------E-LTE------------RTRRGCAAVVDHLSRLRAEA----GRRLGK--------------DP-----------WIDP-GFAHRMSE-RIRFLVHQFLPE---PVGEDADQ--RR--ISAGEAALLVVTPFVYDTFGAAMTAR-W-S-H--V-----APH--AW-----------NLG-------------D---------------R-V-GT---------DAD------------DFWRFTE---QYGRLCRRVAAA---Q------------DR-E-TAAAGIGWW-LLHQWVRR-KALKDP----------LN---------LLSELL-EPV--------------S----D-DPVLG------------AV----------LRA----D------LVSELLQTM----SAA-PGF--------LMRTDRP----------YAL----------SSSRTL-DE----GSVR--EQQIRERLVAYLLAVGHAMAIEPVMLPDVVVEHLGVGD--------PVGLDALRE-AVAA---AGWQP------------------H--G-----P-I-RVLSA-SCPHPAVDLALHGQADLLDRLLTEIQRSA-----ARDSAL-A-PLR-T-LPH-RAAADKV-------
WP_205374834.1              SWARLAR-------EHPAWQQVEHA------P-GAE------------VLRDAVEELADRLHRTAEAD----RRLLSG--------------DP-----------WSPA-GLAERMTE-RVTWLLSKV--------L-NPQK--LE--LSPAEAARLVTAPFLYTAHRYRTAVG-A-L-S--A-----EPT--RL-----------SRT-------------P---------------G-A-PA---------LRA------------DYEQYFS---AYARLVRRAGRS-----------------D-A-EGAEGIAWW-LFHHWLTR-HPEKGG----------DQ---------ALAALL-APVAPG--------ATGA----D-ARLVS------------EV----------FDL----D------DMTSLVRAL----QST-PDF-------------------------TAD----------RPARQL-AG----MSGF--EQRVRRQLVFALLAVAHRSAMDPRTLGDIVVDHLGISY--------AVSLPELQE-TLEK---ARWEP------------------R--G-----R-T-RVLHA-VCGHPAVGLALQQQATVLDGVLAAVDVRA-----GSDPQL-A-PLE-D-LPA-HATADQVVPA----
NEQ50957.1                  --SYAAL-------NSSLWPEGTDK------E-GTST----------YQLKQQVSKIVATCWQRWKAA----QKAFPN--------------DA-----------WRDE-ELPVRATE-RLDLLITRS-----------NPP--IE--LSSAEIALVLTVPFLREAVLSDGLIK-A-S-D--C-----EPL--SL-----------DED-------------L---------------P-K-QG---------FRF------------ALDKIYQ---GQPRFRRKAERL---Q-EQ---------GL-S-DEKDAVMTW-LLHRCLLR-NLEVWQ----------SE---------EQGGYISEELIASLE-----EAKTQ----R-QRLVK------------SV----------FTK----E------RLLELARCM----FAD-VER--------IDRDDRP----------GAL----------TVEEIVRSD----GYRD--EQPIREKLLAYLLKLAGLLAIDIRTLSDVIADHIGLSD--------PLTPQESVE-TIRQ---ADWVP------------------A--G-----E-G-RKLVV-NCQHPAVDLAFIDHVKDANSTLTHIFRQVV----AKATGI-E-CCA-G-LPT-RLLPDGIKP-----
WP_049657701.1              PWAQEVW-------NSRAWAAVE-------------------------PYRQEAAVVAGRLHMLHDQA----QRALAA--------------DP-----------WQDP-GCGLRFLR-QAEVYL----------------P--PD--LCPAEAALLLLVPLIHQVYQEETAVR-H-L-G--A-----GPT--DL-----------SQD-------------P---------------S-A-TG---------DRL------------SYQRSLA---EHGILLSRAQL------------------R-P-EAREPIGWW-LYRRWLLV-ERG-------------DE---------GFPDLV-DRI-------------VP----P-GSLLR------------EV----------LDQ----A------RLRKLLQGL----RRG-PD---------VCSGEHL----------DEL----------KPEQT--LR----GGPG--RQLVRERRLALLLALAHGMAIEMTALSDAIVEHIGIPE--------PVRPEQLRE-TLEQ---ATWGG------------------P--E-----G-L-PVLDA-IYHHGAVKEALGEHIVRLDELLHGIHRVI-----PDRVT--H-AMP-Q-IPQ-RLSMEDVTASDPS-
WP_189918022.1              LWADKVW-------DSPAWHKVPAQ------H-AAE------------PYRQGAAIVAARLQARHENA----QRMLAA--------------DP-----------WQDP-GYGLRFLE-QAEKYL----------------P--PD--LYPAEAALLLLVPLIHHVHQAETAVW-H-R-A--V-----DPT--NL-----------DQD-------------P---------------S-A-TG---------DRS------------SYQRTLG---DYGTLLGRVPR------------------R-P-EGREPIGWW-LYHRWLRV-HCGVAL----------DK---------KFPEFV-DQI-------------VP----I-GSVLK------------DA----------LDP----A------RLRKLLYGL----QRG-PD---------VCSTEHL----------DEL----------KPEQS--LR-----GSG--RQLVRERRLALLLALASGMAIELTALPDIIVDHVGIPE--------AVEPDQLRE-TLDH---FSWGG------------------S--D-----V-L-PVLSA-VYHHGAVEQALEEHIARLDEMLHGIQRAI-----PDRVT--S-AMP-E-LPR-RLSTTDVQASD---
KKZ71520.1                  ----------------------------------------------------------------RADA----RARDGE--------------DP-----------WDDP-GLPARFLE-QVEWLLGEP--------G-QGPD--LD--LYPAEAALLALFPFLYRAHCLLRVEQ-L-A-A--V-----RPW--SL-----------APV-------------A---------------E-P-SA---------DRR------------SFEVFTE---GDQALVQRARR------------------A-P-GAEPAVGWW-LFHRWLAQ-QREFAG----------PD---------PVRRLL-DEL-------------GE----A-AEGLG------------EA----------LAP----R------RVTALLHGL----RRG-PD---------VCHPEFL----------TLL----------STDDR--VR----SGPG--HQRIRDQRLALLLALAHGMAIEMTALPAIVAEHLPIPY--------PVDLDALRR-TLDG---ANWGG------------------P--H-----D-V-PVLRA-ECRHEAVVEGLREYAARADELLHTVRRTA-----RDRIT--Q-PLP-E-LPA-RLSGDGVVPSEGAF
WP_217308084.1              -WVRSTA-------THPVWERTAPG------N-ARD------------ALKEVCGTLAARLADGYEKA----AAALRD--------------DP-----------WHDG-ELAKRAQD-RLGFLTDKL-----------APG--TQ--LSPSEAALAVLLPLVGQAFWTHEAAQ-R-A-G--VV--TGGPA-ADG-SPRTR-----TRA----------GAGAGAAA------GAEAEE-T-TP---------ERD------------RFAKFAQ---GFPRLQRRLRTL---E-QR---------GVSD-GSVERIRWW-LFHRWLIR-QPELYA----------SQ---------TLKTLL-GPPPGD----------PE----C-PAWAA------------DV----------LSG----E------RFMRFLQEL----RAA-PFAV-------PRRTPRP----------GDHD--------ESDHDLV-AA----TTRD--EHELREPLVASLAKTAQAFAVDPLDLPEILVEHIGISD--------SVKLTDLLT-TIRG---SNWPN------------------S--G-----L-G-RSLKA-LCEHPAVQIALREHAQRVDALLRDINRSP-------APAL-A-PLR-S-LPP-YADADRVR------
WP_163056138.1              ---------------HIAWQKAADV------H-GIE------------SLKEDVTSLVRHLAAARRGA----EAVLAS--------------DP-----------WHDG-RFALRMSE-RMSLILGSL-----------LDD--LR--LTPAEAALLVALPFVHHVHWSRAVAD-A-S-T--V-----DPY--DL-----------SPA-------------T---------------A-P-PP---------ERE------------RFESFAR---GRPRLLRRAAAV---G-AA---------GD-R-EVAGEIGWW-LVHRWVTG-SAEMFG----------ER---------AVVESL-AGW-------------AP----A-SPLAG------------EV----------LSA----R------RLSEMVRLL----YAD-PGF--------IARTDRP----------HGL----------SSSLVV-AP----GLLG--EQGLRERLVAYLLVVAHRMAIETTGLPTVLVEHVGITK--------PVVPADVLR-SVEE---ARWEP------------------R--G-----S-G-RALRA-ACSHPAVEVALREHVGALDRLLADLGN-------SDDPSL-A-GLK-G-LPR-YADPSQVRAAE---
NQU21064.1                  PWTEAAL-------ASPLWGSETIS------N-SLAA----------EDLRLHVGQLVAESWRQQSVA----TKLFPG--------------DS-----------WRDE-ELPTRMLQ-RLELLVLRS-----------EPL--AP--LSASETALLIAAPFLREGVFSSAMVC-C-A-D--V-----NAC--SL-----------EET-------------G---------------A-S-KG---------IRS------------ILENVHR---GAPQLVRKAIRL---K-EQ---------GL-D-AEHDSVAIW-LMHRGLLR-APEVWL-----------D---------APRGYLSAALIQALE-----RPSCS----E-SQVTR------------EG----------LTK----D------RLLELARCV----TAD-PER--------IERVDRP----------NAL----------THKLFI-AA----GTHE--EEHIREKLLGYLLSLAGQMAIDIRTLSEVLVDHVGLND--------PLQPAEAVR-TVST---AVWVP------------------A--G-----Q-G-RALKV-TCSHPAVDLALQEHAKQADGVLQALCRKVE----SKDDGM-E-VLD-G-LPL-RLSADGIVPE----
WP_184901896.1              AWVDLAG-------KHRAWQFADES----------------------DSLRPETEALAQRLADRRATA----ERRLAG--------------DP-----------WHDR-GLPERVLA-YADDLLQRC--------N-ADGT--FR--LSPTEAALVVLTPMLHHVVSLETAAE-F-A-D--V-----EPT--NL-----------EQT-------------A---------------AVP-GS---------PRS------------GYERFLAS-NPHQRLVTRACLP---H-IE---------GR-E-TQSEEIGWW-LYHRWLAG-YAPRAE----------AN---------PVGGLV-----------------------E-DGRLH------------RV----------LAG-----------PLAHLIRLF----RLP-PSD--------LRNPARD-----------HL-----------------------GSVR--GPVVRERLVGLLLVTAHAMAIQLSTLSSTIVEHLGIPE--------PVKIDELRQ-ALEV---CDWTV------------------E--S-----S-G-IVLNA-RCRHEAVLEALVEHCDHTDEVLRAVRSVA-----ARETAV-Q-ALQ-F-LPV-NASAREVRPEEVA-
WP_235487767.1              PWVALAE-------GSRAWDHVAQG------C-DAE------------PLRQEAAAVARRLAAVRDEA----AEALVG--------------DP-----------WHDE-GLAARIAL-RTDWLFANV--------W-AANG--IS--VSPVEAALLSLLPLLHHTRLARRAAA-Q-L-P--T-----GPL--DL-----------LPK-------------A---------------S-A-GA---------DRA------------RYERFLH---RNDRLVRRARTL-------------------G-GDGGEIGWW-LFHRWLAY-DQDLAQ----------EP---------WVSDLL-SAA-------------GP----A-----C------------EI----------FDA----Q------SLARLLTAP----DAS-PHE--------LCGIDGL----------PYL----------QPPRWI-TP----DRGR--EQQLREQFVGVAFAVAQRLAIDITELSPTIVQHLGIAH--------PVSLAELLD-TVAK---AEWER------------------RANG-----K-E-RRLHA-RCHHNAVMAALRDHAARLDALLRAVHRAG-----GHGSWP-Q-ELC-E-LPV-YAGADAVVQVDR--
RLV70984.1                  EWVAATR-------DHPLWNYVADE------R-GLT------------VLRETATALVARAASAIVR-----EENLAE--------------DP-----------WHSP-SYTDRVAE-WTDSLLLDS--------SFRPED--LE--LSAAEVFLLVTHPYLHAVFWKGNARR-Y-K-S--V-----GPT--RL-----------TDA-------------Q---------------S-T-SS---------ARR------------SYERFLR---EYPRLVRRALRA---S-GK--HASSDVSGK---HASDAIGWW-LFHRWLIR-QPRLYD----------SA---------SVETLL-DDLAVPLG-----KSSLR----E-KRLVE------------EV----------LEP----E------LVAQLLRAP----QLSKPQEE------G------------------------------KARPRT-VG----TAET--AQRVRVHQLTEMLHIAHLFAMDPIALPDVVVDHIGIGY--------AVDLPSLHS-TLAH---ARWHS------------------N--G-----R-T-RSLSA-TCGHLAIDVGLRQHAATLDTRLARIDIST-----GDEERP-A-LLR-N-LPL-HVTADQVAPA----
KJE23829.1                  PWRRAAD-------RHAAWTLMGDG------P-AAE------------ELRAQTIDLVARLGIGRDRA----AAGLNA--------------DP-----------WLDQ-TLALRLMK-RIEFLVRRL----------PVDP--PP--LSPAEAGLLVAVPFLHEALWTTLVAR-A-S-V--A-----HPA--GS-----------DRD----------GWTA---------------G-R-DV---------ERT------------EFENFTR---LHPRLLRRIDRA---R-RA---------GD-T-GAAEAIGWW-LAHRWVAR-RPESYT----------GP---------VLAGLL-AGVD------------------P-ETPAG------------DV----------FTA----A------RASALLTAV----RAD-PAY--------LNRPGQA----------AAL----------LDLVTV-AP----ATGD--EMTLRERFVGYLLTIGQRMALEPAALPDVIVEHLGVGD--------PVDLGVLGE-TIRQ---AQWQH------------------R--G----RS-G-RALSA-RCQHQAVQVALERHTTELDSLLAEAHRVT-----GEIP-----ALA-H-LPT-HATADAVRAVE---
WP_203004448.1              EWVTAAR-------RHAAWSLALES------P-AGE------------QLRDATIDLVARLGAERDRH----GALLAE--------------DP-----------WREP-ELALRMTK-RVEFLLTRL----------PPEP--AP--LTMAEVALLVTVPFLYEALWTLLVAR-A-T-D--V-----EPT--RL-----------DFQ-----------------------------G-A-SG---------DRM------------AFGAFAR---LHPRLLRRAERA---R-QA---------GD-E-DASAAIGWW-LLHRWVAKARPDSYL----------SG---------TLSGLL-VTTA------------------V-NPLAN------------DV----------FRP----G------RIAEILKAL----RSE-PAF--------LGRTDRP----------GAL----------GDLAFV-AA----ATPQ--EMPLRERVVGYLLAISQRMAIEPVALPDVVAEHLGVAD--------PLDLDDLRN-TIRR---AEWQQ------------------R--G----RT-A-RALAA-TCRHQALQVALERHAATLDLLLAEAHRTI-----AEPT-----ILA-V-LPT-HATADNVTAE----
WP_094215802.1              LWRSDVT-------ESPAWKLLSPD------D-RERT----------QKLQHEAAEVADRLAELYASA----RHALSD--------------NP-----------WHDA-NLARRIAR-RTNQLVHLL--------W-RDTK--GL--LTPGEAALIALLPFIHHVHRSRTSAD-L-S-H--V-----APT--DF-----------GRQ-------------V---------------S-G-SP---------ERQ------------MYEVLLH---GHERLVRRAELG---H-LK---------DR-R-NGRREIGWW-LFDQWARR------Q----------PG---------RLRELL-SDL-------------GA----D-PTGLG------------VV----------LDP----E------LLSRLLASV----HAS-PKE--------LFDAARV----------EHL----------RADVFQ-LD---FDGRD--FQSVRERLVGPLFAVAHNMAIEVTHLSSVIVRHVGIPD--------PLHPARLFT-TLDT---ASWQP------------------R--G-----D-G-LGLKA-GCGHPAVVAALTDHTHQLESLLRGIRHTA-----D------P-ALS-T-LPA-YTRADEVRELDD--
MBW4474909.1                PWADAVL-------QSSFWQEEGGD------H-NCSD----------TQLKRQVAKVLAACWQQWQAA----VKAFPQ--------------DS-----------WRDE-ELPIRVLR-SLELLIFRS-----------NPR--IE--LTTTETALIVTVPFVREAVLASGMAQ-A-A-K--V-----SPL--SL-----------EAI-------------S---------------P-K-NK---------LRD------------ALDKIHQ---TQPRFVRKAERL---K-EQ---------GR-I-ADKEAVMTW-LLHLCLLK-TLETWQ----------PE---------SIGGYLADDFIRILD-----SVESC----R-SQLVK------------DS----------LTR----Q------RLLELAYCM----YAD-FER--------IDRDDRP----------NPL----------QTRLIV--G----SYRD--EQVIREKMLAYLLKLAGLLAIDIRKLSDVLVDHIGLAD--------PLTPEQILH-TVNQ---TRWNP------------------S--G-----Q-G-RTLTV-TCNHPAIDSALNDYVAKVGAVLSHMLRQVE----DKRGGM-E-ALI-G-LPT-HLQPDGIEAEKR--
WP_033254380.1              AWTALVR-------DSPVWDHVLAT------R-STA------------HHRQHAAAVAGAAAALRDRL----TRRTAE--------------DP-----------WYEP-EFAGRFVR-QVEWLLGEPGGPPGGPSG-GPPA--LD--LYPAEAAVLVLVPLLQQVHYLRRVEL-H-L-D--A-----RPG--DL-----------DPA-------------PAPC--------------A-DR---------DRS------------AYRAFLG---GADQLVQRARR------------------R-P-GTARDVGWW-LFHRWLTQ-QREFAD----------SG---------STATML-AEL-------------GP----S-VGELG------------DA----------LKP----G------RILPLLHGL----RRG-PE---------VGNPEYL----------AAL----------PHDDG--VR----SGPG--PQQIRDQRAALLLSLAHTLALPSTALPPIVAEHLATPH--------PVDLAELKS-CLDN---ATWGG------------------P--R-----D-L-PVLRA-EARHEAVVEALREYAVRADEQLHAIRRTV-----HERN---A-PVP-A-LPT-RLSADRVTAAADVF
WP_158685720.1              ----RVR-------DSSVWEHVPGS------R-SGD------------AAREQVAAVAAALAALRDEA----GQELAD--------------DP-----------WQDP-GCALRFLE-RIEWVLGEP--------G-QGPA--LD--LYPAEAAAFVLTPLLARVHDLRAAVE-Q-L-A--V-----APW--RL-----------GPW-------------DESA------------G-R-PV---------ERG------------AFEAFTD---GHSLLVQRALL------------------R-P-AAQAPIGWW-LFHRWLVQ-REAYGG----------TD---------AVAGLL-DAV-------------GA----P-AEALG------------DA----------LSP----L------RVSRLLHGL----RRG-PD---------VCNPEYL----------EAL----------PADDR--LR-----GPG--HQRIRDRRLALLTALAWAATAEMAALPDIVVEHLGIPH--------PVDLPALRR-TLEE---SSWGG------------------S--H-----D-L-PVLRA-DCAHEAVVEGLRVCCARMDELLHGVHRTV-----RDRIT--V-PMP-A-LPG-RLSADGVVPAGGAF
GDY54554.1                  -WVRAVA-------GHPAWERTDPEL-C---A-ARD------------ALKELCVEHAGRLAESYEQN----AAALRD--------------DP-----------WHDA-ELAKRVHE-KAEFLTGKL-----------AKD--AR--LSPTEAAVLTLMPFISQAFWTQEAAR-R-T-A--A-----LSG--DV---------------------------A---------------D-R-TL---------EGD------------AFSSFIQ---QYPRLDRRLRRL---R-QT---------KATD-ESAHHIRWW-LFHRWLLQ-QPDVYA----------PQ---------ALKELL-GPASCG----------PE----H-PAWMR------------DV----------LSG----D------RLIRFIKDQ----RTA-PFA-----------TPRP----------GEL----------ADHEAI-AA----STIH--EHEVHESLVSCLAKAAHALAVDPIDLPEVVAEHLGISD--------SVDLAELHA-TLRE---SHWLG------------------S--G-----A-G-RTLAA-VCQHPAVEIALQEHAQRVDSLLRDINQSSA----NTAHPL-A-SLS-T-LPP-YANAGRVRPSGSTP
WP_166046883.1              PWSRGAL-------EHEGWDRLKPG------R-QTE------------EMRSATAAVVRELAAQWEEA----RPALAD--------------DP-----------WFDD-AFAERFTE-RTRWVIDLV--------L-QDEE------LTAAEVALLVAFPYLHQAFWAQRAAE-V-LRS--A----PDPA--VG-----------AFS-------------------------------R-GG---------AKG------------DLSSFAA---EHGSVYRRGAQA---A-EN---------GD---EAASGIGWW-LFHRWLVQ-RPECYH----------AD---------NVAALL-PTA-------------------L-PSPLN------------SA----------LGA----A------RLMELMRVV----QID-PAF--------LRRADRT----------TKL----------KPVVRI-AG----GSVR--QQNVREQFIGYLLVFAHRTAIDPMVLPRVVVNHVGVRD--------GLVPADVLA-SIRA---VEWDG------------------N--------R-T-LTLCT-GCGHPATVLALRGQAAMVDSVLTEIVHVVE----EESVWL-A-PLK-A-MPV-HAAADGVVLAAGDD
WP_152785211.1              NWRKDVA-------ECAAWYLLEPGG-A---E-AEPA----------GALKEQAQELAQRLAELYDEV----RGTFDG--------------DP-----------WRDE-HLARRISR-RTNQLIHLL--------W-RGKP--GF--LSPAEAALIALLPFLHQVHRARTAAE-L-S-H--V-----DPV--DL-----------GQW-------------T---------------A-P-DE---------DRR------------MYEVLLG---GHERLVRRAELG---A-LA--EAGVLL-DR-R-DGRPEIGWW-LFHQWAGR------Q----------PG---------RLPDLL-SAV-------------DT----H-ASSLDD---------LTVL----------LEP----D------LLSRLLHCA----YAG-PSE--------LF---------------EHL----------GKDRFQ-LD---FHGRD--FQDVRERLVGPLFSLAHAMAIEVTGLSSVIVRHVGIPE--------ALNPGTLVT-TIEK---ASWPP------------------RGDG-----D-G-IGLKA-DCRHPAVVAALTEHTQRFESLLRVVRRTG-----A------P-EFA-R-LPL-YTWADEIREVD---
WP_043181803.1              GWAHAVF-------HSAVWAQVPAD------R-DPD-----------GVVRLHSAAVAARLAAVRDRA----CAVRGP--------------DP-----------WYDP-ELAVRFLG-RVEWLLGEP-------PA-GGGG--LD--LFPAEAALFTLAPFLYQAHALDLAAE-L-A-A--V-----GPQ--SL-----------RRATEPPHVEQQSLPRPAEPADVRPTSPRVTAA-P-IA---------ARR------------SFESFAD---GYGVLVARALR------------------R-P-AAEGPIGWW-LFHRWLLR-SDRFAA----------PD---------AIGRLL-AEAVPG----------GE----A-AATLG------------GV----------LTP----E------RVGLLVHGL----RRG-PD---------VCNPDHL----------GRL----------RADER--VR-----GPG--PQQVREQRLCLLLALAYAATAEPTALPEIVVEHLGIPH--------PVDLAELRE-TLAG---AEWGG------------------T--P-----E-L-PVLRA-ACHHEAVIEGLRAYVARADELLLAVARTV-----RERVT--F-PVP-A-LPA-RLSADGLAPARGVF
MBT8224903.1                NWPRLVE-------RAEYWERLAPTP-T---P-TAD------------ARRHETATLVGGLAKRRRSA----FYLLAD--------------DP-----------WQDV-GFPARMLD-RLRWLLGHL-----------PAD--VE--LSLDENALLVAAPFLYDTLWAGVAAD-C-R-G--L-----APH--DL-----------TPS-------------P---------------D-A-TS---------DRA------------AFEHFAL---SFGQAHRRAVEA---V-RH---------ER-W-DAAEEIGWW-LLHRWTSR-RPEGYR----------PE---------TIADLL-DDA-------------------G-TSAQP------------GP----------WQP----A------RLIELLRAM----RAD-TGF--------LARTDRQ----------QGL-----------------------ADVG--ADGVRERLVGYLLVVARALAIETPALPEVIGEHLGITD--------PVTAADLRA-AAGG---QRWHT------------------R--G-----P-T-LILSA-GCQHPAIEVALRAHAEALNQLLSEVQRVATEPHPAESSPM-A-PLR-Y-LPA-RTTAEGLGPAE---
WP_051827635.1              DWRKEVA-------KSLVWQCLKSG------D-EDQT----------SALRQQAEDIADRLSELYDEV----RHSLAD--------------DP-----------WHDV-HLARRTSH-RANRLIDLL--------R-KDRE--GF--LTPAEAALIALLPFLYQVHRSRTAAE-L-S-H--V-----EPT--DL-----------GQR-------------T---------------A-P-DE---------DRR------------MYEVLVR---GHERLVRRAELG---G-LK---------DR-R-DGRPEIGWW-LFHQWADQ------Q----------PG---------RLANLL-SAV-------------VT----P-SAGLGE---------LDVV----------LDP----E------LLSRLLACA----QAG-PGE--------LFDPARA----------EHL----------REEAFP-LD---FHGRD--FQDVRERLVGSLFAIAHGMAIEVTSLPSVVVRHVGIPE--------ALVPATLLT-TVDK---ASWRF------------------G--R-----G-S-IGLKA-GCDHPAVVAALTEHSRRVESLLQAVRQVD-----A------P-ELD-A-LPL-YTRADDVREVDD--
WP_054571020.1              AWVAAAD-------RHQAWERASDN------P-VTA------------SLRAATCALVGRLGRAYDEA----AAVLAE--------------DP-----------WHDP-DLARRMAR-RVEFLVGKL----------PTGP--EE--LSAAEAALLVAGPYLHQTVWTLLVAR-A-T-V--A-----HPG--SA-----------DVL-----------------------------S-G-RA---------NRG------------EFDAFTR---THPRLSRRIERA---R-LS---------GD-Q-PSAASVTWW-LAHKLCES-TVTARW----------ES---------VLREVL-PGPTAD----------GA----Q-ETLVA------------EV----------FCP----E------RIAEILTCL----RAA-PTF--------LNQAGRT----------GAL----------RDLVTV-AP----ATSE--ESPLRERLVAYLLAVGQKMALELAALPPVLVEHLGVAD--------AVDLAEVRS-ALRR---AEWQG------------------R--G----RS-T-RVLSA-ECRHPATQIALERYAAGLDALLAEAHRAT-----AEIP-----ALA-G-LPT-HATADGVHAAE---
WP_015624431.1              PWVSMVD-------SHPAWERVDLG------NSAHQ------------QLRAQTIQIVTSLAATCQRN----AESLAP--------------DP-----------WFDD-QFCARMTA-RLRWFIGNV--------L-NPDK--LG--LSTAEAALLVSFPAIYTTFWAANAVA-A-S-S--VL--DGEPV---------------DPA-----------------------------G-G-PD---------GKV------------RFDGFVQ---SHGRLHRRAQQL---A-EA---------GD-A-EAAAAIRWW-LFHRWLIR-QPSCYQ----------AE---------AVRSMI-GLDRMP--------GPDS----P-ASLAA------------EV----------FNS----E------RLIALLRAV----HMD-IAM--------VVSDDGD----------AAL----------QQARLI-AN----ASEN--EQTVREVLLSCLLTAAYRFAIDPVLLPEVVADHIGTGY--------SIETAEVIA-TIRA---ATWEA------------------R--G-----R-T-RLLSA-ECTHAAIDVALHEQVDRLNDLLTTFDMVA------ERPTL-T-PLA-D-MPV-H-------------
WP_124441187.1              -WVRNVE-------KFP-WHRTSEN------P-ARE------------TLKDVCRVLAGRLAATYEKA----ARALGE--------------DP-----------WHDT-LLTERAHK-RLGFLVGRL------------DD--GT--LSPAEAALAFLFPLVTETLWAQEAAQ-R-V-G--V-----LTA--NA---------------------------S---------------A-A-GP---------DQA------------RFHKFAK---GFPRLKRRLVAL---E-SAGDDAES--KKAAR-EATERIHWW-LFHRWLVR-QPDLYT----------AE---------RLKELI-GDVTTG----------GE----Y-PQWVA------------DA----------LSA----E------RLMRLVKEH----RTT-PFT--------MRRADTDQAPYGY----RPL---------HEDSEVF-EA----STDE--EQPVRTVLVAALVKAAQAMAVDPLDLPEIVVEHLGVHG--------SVDLEQLRA-TVRR---SDWRV------------------S--G-----L-G-RSLNA-VCMHPAVQVALREHAARFDVLLRDINRGD-------DPAL-A-PLE-G-LPP-YADGSRV-------
RSS12234.1                  VWVTAAR-------NHPAWKQIGDV------D-GAD------------AMRTAAVALVAHVAPQAVRD----GALLTD--------------DP-----------WRPV-EMAERMTG-AVGWLLSKV--------L-NPEK--LA--LSPAEAALLVVTPYLYVSCANRAAVR-A-L-E--T-----QPT--NL-----------DRV-------------T---------------R-P-SP---------DRL------------DYELFLS---KRNRLVRRAALA---A-QS---------ADGG-DHAAGIAWW-LFRRWLNR-KPGDFH----------EK---------TLESLL-GPVGSLLED----IPNDA----D-RKLVT------------EL----------FEL----N------TLSMLLRSL----RTS-FDA-------------------------TTV----------RPRRQL-AG----GNLG--EQHIREQLLVAVLTVAHHLAIDPVLLPDVVVEHLGISY--------SVDLRQLRR-TIQT---ARWDQ------------------H--G-----R-T-RVLNA-TCHHPATGLALRQQAAALDALLGAVDVQA-----GSEPQL-E-PLQ-D-LPA-HATADQVRAA----
WP_190500798.1              RWRVEVL-------HSPLWSEENTD------T-DGAI----------AELKQQVYRIVTACWQQWSLA----HEKFQQ--------------DP-----------WRDE-LYPIRILK-ALELLVLQS-----------DPP--TE--LTPVEKALIIAAPFVCEAVLANALVQ-A-V-EFKL-----DPL--SL-----------DEN-------------N---------------P-A-IG---------FQI------------ALGKVHR---LHQRLVTKAQQF---T-KQ---------GC-V-TECEAVKSW-LLYRCLLR-TPEIWQ----------FQ---------LAGGYLSVNFANALE-----EAIRS----K-FGFGT------------TT----------LSPPIPLE------ILTDLGRSL----LAE-PES--------IDRYAAK----------QPV-----------------------GFLK--TQVVRVKMLGYLLKLAGLLAIDVRTLSDVLVDNIGLADRLTDEAN-RLTPEEVCT-KISE---SLWLR------------------A--G-----A-G-YTLSV-TCRHPALDFALREHVEYASTVLNHVLRNRD----EKPHAL-E-ALS-G-LPL-RLTTDGIKPEKG--
WP_131763152.1              ---------------HIAWTLVDAQ------R-DAS------------AFRDAAAIVAGRLGELAAEA----EAALDG--------------DP-----------WLDP-DLAARFTR-WTDWLLRTR--------L-ADQL--CD--LSPAEAALLVLVPMLHHAHMARTLAG-L-R-D--I-----GPL--DL-----------DPV-------------DSGP-----------GG-A-EG---------ARR------------QYETFLG---GQRELVDRATAR---T-LP---------DR-A-PARAEIGWW-LFHRWAAR-LPEAYR----------LS---------AVRDLL-DEA-------------GI----A-DARLRD-----------EV----------LDA----K------TVQRFLAAL----RLD-LSE--------LGDTDRK----------NAP----------QFETVL-FA----GEPH--EQRVRELLVGQVLTVGYALTVDLVRLPDVVVRHLGIPH--------PVDLAELRR-TATGR--ARWVL------------------S--S-----G-C-LVLRA-DCHHPAELEGLRQYAHQVDALLHTVRQGC-----GDHSTL-R-ALA-L-LPS-RASADDVRP-----
WP_043723019.1              PWARLVD-------DSKAWRSGQD--------------------------RTSAVAVASHLAGV--------CLDLPG--------------DP-----------WLDR-GLAERFTK-RVSWLTLKL-------------G--IE--FDAAEATLLTLIPLLHQVLWTRAAAE-R-L-D--G-----PPP--------------------------------------------------------------------------------EFYR---DHGRLAARM------------------------DGHDEVRWW-LFHRWLWL-RAEVLK----------PE---------SIAGLL-TGA-------------DL----P------------------PV----------LTA----D------RVSGLLQGL----RIE-PNV--------LCGKQRL----------VEM----------RPQETL-FG----GTDD--EERVRTPLLGLLLAVAYSMAIDITALSDIIVWHT------------PVDFSHLHE-TIAS---ASWES------------------R--A-----D-C-PVLSA-VCHHASVVEALREHTVRLDALLHAVRQAA-----DTHQVL-A-PLR-S-LPE-RASSDEVRPALGPD
WP_030396336.1              PWVVRAR-------EHPAWRQVADG------P-GAE------------AMHTAVTALVERLAPLAAVD----ERALAE--------------DP-----------WRLT-DLAERMSG-RLGWLLSKV--------L-NAEK--LA--LAPAEAALLVAAPFVHVACANRVAVE-A-L-S--V-----GPT--DL-----------APV-------------A---------------S-P-AP---------LRA------------GYEQFVT---GRARLVRRAAQA---E-RC---------GD-R-AGAAGIAWW-LFRQWLAG-KPGGHH----------EN---------VLTALR-GPVAALTEH----LTAPG----D-RDLVA------------EL----------FAL----D------ALPSLLRSL----RTS-YDT-------------------------TAS----------RPVRQL-AG----ATEA--EQYVREELLGALLAVAHQLAVDPLRLPDVVVEHLGISY--------AVDLAELHG-TIQG---ARWDP------------------R--G-----R-T-RVLTA-ACHHPAVGLALRQHAAGLDTLLGAIDLHA-----GTDPQL-A-PLQ-D-LPV-HATADQVHAAAD--
WP_037270304.1              AWIVAAR-------NHKAWEVSG-------------------------ELLDDTVDLVGDI-----------AISAGD--------------DP-----------WHDHHTFALRFSA-KVGWLISKV--------L-RVSE--LQ--LSPADAALLVAFPFLHQAYWARLAAE-T-C---------------------------------------------------------------------------ESP------------DFERFRA---GYPRLERRITA----------------------SGDQNITRW-LFHRWLIT-RPESYS----------AA---------RLPEL--------------------------DGLPG------------EV----------FAP----E------RLMQMFRAV----RMD-PTI--------L-----------------------------DERRTI-AS----SRDD--EQTVHERLLGFLLTAAYKFAIDALDLPQVIVDHLGTGD--------PVNLTELAT-TLAK---ATWEP------------------E--R-----R-S-RSLKA-PYYHQAVHRALKLHAEAVNALLVQIERIGP-----------D-ELA-N-MPS-HANAEQVYAVND--
WP_207819942.1              DWLAAAL-------DTPLWDRVPQG------Q-HGEA----------ARFRQCLADFVEQCARTLHHA----QERLPH-------------DDP-----------WADD-TFVVRLLHQRLPELL--------------PAT--AE--LSAIEVASLVTVVFLREVAWAERLSQ-A-A-E--V-----DPY--VS-----------ARK-------------P---------------G-A-DA---------YRR------------HYEQIAE---QHQSVARRAVEC---R-AR---------GR-V-RDTAAVTMW-LVHRWIAD-RFETDD----------AP---------VAPALA-------------------------RRLLES--------MGVSP----------ERA----Q------EPAEALSAM----AAG-LG---------TEEPPA-----------ATA----------APEKVL-LP------EG--HRALRIRPLTGLLRLAAVLAVDVRTFPDVVAEHLGVSD--------PVMPGQVIG-ALRE---LGWAR------------------E--G-----E-V-LHLDA-LCPHQAVHAALTAVVERADELAEETAGLA-----GDLPAPESALLA-C-LPQ-RVTDRDVRPSLTA-
WP_099970469.1              GWAREVA-------DSPLWQRLPPT------R-DAA------------PFRAAARDIAAALAALHDET----EWEATG--------------DP-----------WWDR-SFPTRFHG-QLSQLLCAE----------DAPD--GD--VHPAEILLLTLAPYLSQTLWARTAAD-R-V-G--V-----DPT--DL-----------RLT-----------------------------G-V-GG---------DRG------------DFERFFDR--GHERLVRRARLE-----LP---------ER-R-GAESDIGWW-LFHQWVDH-GLRGTQ----------DH-------WTAYADLL-DRL-------------PL----P-DAVPN------------AL----------FNR----R------RTGQLLYGL----RLS-LGE--------TCRHERL----------GRL----------DALASV-AD----GIGV--PQQVRVRRLAVLLAVARARALDIPALPDDLVENLGIPY--------PVGLADLRE-TVEQ---AAWHT------------------D--N-----G-R-MVLQAADCHHEAVVEALRRHVGQVDLLLYDIRRAA-----GADETL-T-PLL-T-LPQ-RASAEGVEAALGDD
NUT99697.1                  PWTALVE-------QHPVWRRVPDA----------------------DRLRARITEVAGRLFERHRRA----VAALRG--------------DS-----------WLDE-TFVARMTE-RVVELLDSV--------L-ADQP--WH--LGAGEAALIALAPLAHQTRSAVLARR-L-S-T--V-----GPT--RL-----------AHH-------------P---------------D-P-DD---------VRQ------------DYQRFLAG-REESRLVARTTH------------------H-A-EDATDIAWW-LFHRWAES-RPEDVT----------------------VADVL-EEV-------------VA----D-DPPLR------------TM----------LAE-----------SLERIVRLF----RLP-PEG--------LRDPERR-----------KL----------KHRTSY-AR----VTVA--HQHVREDLIGLLLAVAHAQAVEVTRLSSTLVEHLGIPK--------PVRLDQAYA-TLDE---AHWDY------------------A--E-----T-R-VHLVA-SCHHEAVLEVLREHVERTDVMLGAIRAAA-----EHGAYL-E-PLR-A-LPA-RASADRVEPA----
WP_184691730.1              PWRDLAG-------THPVWESTTDR----------------------EFFRPRVVKAAAHLFDRRRRA----ATVLAG--------------DD-----------WLDE-TLAQRMTD-RMGDLLTGR--------L-ASPA--IR--FGGVEASLIVLAPLLHQVRVAESAAA-L-I-G--V-----RPI--EL-----------RPS-------------A---------------S-A-GP---------LRS------------DYERFLAG-SEQSRLVARTELT---G-VP---------GR-T-GAKNEIGWW-LFHQWVMR-RQDPVP----------------------TATAP-HDL-------------PI----A-EEPLR------------TV----------LAG-----------TLDRLVKLF----HLS-PDG--------LRNKERR-----------NL----------VHKVSH-PS----ITPA--LQDVRELLVGLLLVTAHKLAVELTALPSTIVEHLGIPN--------PVDLGRLRA-LLTG---MTWQP------------------L--E----VI-G-IGLYA-QCHHEAVLEALLAHVRQTDAVLGSVRDVA-----TDRVHL-E-PLL-R-LPP-RASADFVTPAPHPD
WP_030471545.1              PWTTAAR-------EHLG---------------PSN------------TMRNACAAVVSELAASWTGH----RAASAG--------------DP-----------WLDE-GFADRFTL-RLRWLTLSV--------L-RTDE--LR--LSDAETALLVTFPYLHQAFWAKQAET-V-LRG--T-----DPA--VA-----------AFA-------------------------------S-SA---------ELP------------KFSAFAA---GFGALHRRGVRA---L-SS---------GD---PAATGIGWW-LFHQWLVR-QPECYG----------QE---------NITSLL-PAS-------------------I-PPPLN------------AV----------LTA----P------RLTELMRAV----QLD-PAY--------LRRVDRP----------ARL----------RPTVRL-LG----GTEL--EQDLREQLLGYLLVVAHRTAVDPTVLPRVIADHLGIDD--------GITPGEVLT-SIRE---ATWDG------------------N--------R-T-RVLTA-TCQHPATALALHDRAAAVDAVLTEIVRAA-----EDSPTL-A-PLR-D-MPV-HASADGTSP-----
WP_184919726.1              -------------------------------------------------------------------------------------------------------------------------EWLLGEP--------G-EGEP--LD--LYPAEAGLLVLVPYLHAVQQLTSMAG-A-L-D--V-----GPE--LL-----------TVR-------------A---------------E-R-DA---------ARS------------SYESFLG---GYQLLVHRAEL------------------R-P-EAAPVIGWW-LFRRWLET-DRG-------------------------LGELV-NAV-------------AE----P-EQPLT------------AA----------LDA----G------RLAKLLHGT----RRG-PD---------VCGPEHL----------ARL----------AADDV--LP-----GPG--RQRVREQRLSLLLALAHGTALPLAALPDTIVEHTGIPY--------PVGPAELVR-TLER---ASWGG------------------H--A-----D-L-PVLRA-ECDHEAVVEALREYVDRLDELLHAVGRVV-----PERIT--K-PMP-Q-LPK-RLSADGVLPREGVF
WP_132126119.1              AWAQLVG-------RQSLWIRSGTE--------EDD------------PLRRECVAAADHLALRRHEA----EEALPG--------------DP-----------WLEA-DLAERIAD-EVERLFDFL----------GESA--PE--LTAAEGAVLSLAPLVYQVHWVRRASS-L-S-R--I-----KPT--TL-----------EQT-------------G---------------S-S-DP---------DRD------------AYERFLHL-PRWGRLVSRARV----------------------VESEAIAWW-LFHRWEAG-APRVGT----------GD---------LLDGLL-AEV-------------PI------ATDLA-------------------------------N------ILGQVVAAM----RLG-VDE--------LKHVDKP------------------------------VR-----WVS--GIPVREQLLSLILLLARAWAIELLTLSPTVVEHLGIGE--------PVELDHLRK-AVRG---RHWNP------------------A--Q----RD-T-VTLQA-ACRHEAEYEALREHAAWVDALLHAVRRFA-----EYSSPL-G-SLR-A-LPT-RASADDVKPER---
MCC4322047.1                IWLDEVA-------GSRAWRLLKAG------D-EGRA----------EPLRKQALEVAGRLSELYEDA----REALTD--------------DP-----------WQDT-NLAPRTAR-RTNQLLHML--------W-RQEQ--DA--LVPAEAALLALLPFLHQVHRTRTAAE-L-S-R--V-----NPT--DL-----------RQI-------------A---------------S-A-DP---------ERQ------------AYEVLLR---GHERLVRRTELG---H-LS---------DR-P-DGRREIGWW-LFHQWAKR------Q----------PG---------QPQALR-SAM-------------DV----D-GTDIG------------AA----------LDP----E------LLPRLLSSA----HVT-PQE--------LHSAAHE----------GRR----------RNEVFP-LD---FGGRD--FQDVRERLLGLVIAVAHGLAIEVTDLSSAIVKHVGIPD--------PLDPARLLA-TVRA---ASWRH------------------H--L-----D-V-LGLTA-ECDHPAAVAALTDHTLRVESLLRGIRQTA-----V------P-ELG-T-LPV-YTNADQVREGDA--
WP_158923531.1              DWLRAAE-------GSQAWKRVAPE------W-ADQA----------GALRDHTLEVVNGLAELLDTK----GEMLLR--------------DP-----------WYDP-YLPVRTLV-RADRPLERI--------K-LRLD--GT--LAPAEAALIVLLPFLYQVRLAWTVDQ-L-H-H--V-----DPT--DL-----------DDR-------------V--------------RP-G-DT---------ERS------------GYAAVLR---DHKQLIRQARRG---DSLP---------DR-S-DGRQEAGWW-LFHQWVRP---QTRQ----------PG---------RLDDVL-DAL-------------GV----V-ADVMR------------PV----------LAP----S------LLGRLLSCA----HRR-PRE--------LFGTKQE----------EAL----------DVNSFE-VR---FPGQD--TQEVRERLVGPLFAIAHAMAVEATELPSVVVKHVGIPQ--------PVDPERLLR-TLKE---ADWRS------------------V--E-----D-T-VALSA-DCEHPAVVAALTEHTRHVDALLRETHRAR--------PAV-P-EFA-A-LPV-YAHADGVREVDD--
WP_037819918.1              -WIRSIE-------KHQVWHRTPEG------H-ARQ------------LLQQSCVVLAGRLASVYEDA----TRNLDN--------------DP-----------WYDT-QLAGRTHD-RLGFLVGRL-----------GPD--EF--LSQTEAALALLLPLVEQTFWAQEISQ-R-R-S--L-----LTD--AG---------------------------A---------------T-A-AP---------EHA------------RFHKFAQ---RFPRLKRRLLTL---Q-HE---------KTAA-ESVERIRWW-LFHRWLIQ-QPELYA----------AE---------SLKALL-GDAMTG----------PD----Q-PAWVA------------DA----------LSA----N------RLIRLLKEH----RTA-PFS--------TRRLTDP-APRTD----GPG----------EDDDII-AA----STGD--EHEVRMPLVSALIKAAYAMAVDPVDLPEIVVEHVGIHD--------SVDLGELLH-TIRA---SDWRV------------------S--G-----M-G-RSLNA-VCTHPAVQIALREHAGRVDELLRDINRGG-------EPAL-L-SLA-T-LPP-YADGS---------
WP_123667770.1              AWRRAIE-------STPLWNRAVCS--------DADT----------ARVREAVIRVVETCADDCMRA----TDVLAKRAHL---------ADP-----------WSSH-GYPTRILD-ALDLCL--------------AGD--AR--LTAREIGLLVAVPFLREAVMAAGVRE-A-A-A--I-----GPT--DF-----------ERH-----------------------------F-S-EG---------LRD------------DLELTHA---MHEHVCRRAEGL---V-RR---------GR-A-DARDALAMW-LVHRWLVA-RPRLWD----------GP---------AAQEVS-GRL-------------------A-TALPDA--------RGTAG----------LTA----R------ELADVARVL----MHA-VGTG------------------------ADD----------QRLTER-LA------GH--DFTSQRRSLAVLLALAGTMALDTRRMPTVVVDHLGIGD--------ELQISALRR-AVEL---ASWER------------------A--G-----D-T-LDLVA-ICDHPAIHEALDHIAQRAEHARESLLGLP---------GLDTALLR-A-VPD-RLSQTGLRPE----
WP_181787728.1              PWARYVA-------EHAAWNLVDGD------L-DTA------------DLREQSVSVAERLAALSAEA----ERTLAG--------------DP-----------WLDT-DLADRFAR-RADWLVRTT----------WEDT--PD--LSPAEAALLALVPLLHHTHMVRTLAA-L-H-E--I-----RPL--EL-----------GVA-------------D---------------H-A-EA---------PRR------------DFEAFCK---GHQELVERAHAP---A-LP---------DR-D-PAGPEIGWW-LFHRWAAR-FPDAYR----------LG---------AIRRLL-QDA-------------DV----T-DPRMRD-----------EV----------LEA----K------AVQRFLAGL----RLD-PAE--------LADTDRQ----------HTP----------QPVNVL-FP----GEPD--QQQVRELLLSHLLAVAYAVAIDVIRLPDIVVRHLGIPS--------AVELDRLRD-TVTSR--AKWVL------------------Q--S-----D-C-LVLRT-DCHHPAELEGLRQYARQVDTLLHAVRRVC-----AGRPAV-E-MLT-R-LPS-RASADDVRP-----
WP_123978443.1              TWLRAVR-------ETPLWGRVRPQ------D-AASV----------PRFQEQLAGFVEQCARTLHLA----QGRLPR-------------PDP-----------WTDE-AFPVRLVEKRLPLVL--------------PDA--RR--LSAVEVTFLVAAPFLWEAAWADRLSQ-A-V-E--V-----APY--RA-----------DRQ-------------P---------------V-A-EA---------HRR------------HFEQVCD---QHARLVRKVEQC---R-SR---------GR-V-EDETAVVMW-LVHRWIAD-RFETDD----------EP---------VPASPA-EAF-------------------V-GDL------------GVAP----------DRV----H------EVAELLCTA----ASA-VG---------LDEVLDG-VVA------SGR----------VTGKVV-LP------DG--PQPLRIRPLTALLRLAAVLSVDVRTFPEIVSEHLAVTD--------PVLPEHVTA-VAHG---LSWER------------------D--D-----S-A-LDLDA-PCPHQAVHAALAEITEDADQLVAQIRDRA-----AELPGVEADLLA-D-VPK-RVTARALRPAR---
WP_042193413.1              AWILAAG-------GHKLWKADN-------------------------DLMDQTVALVKDV-----------AISPGT--------------DP-----------WHDHHGFALRLSE-KVRWLLITV----------LDST--VR--LSDADVALLVAFPFLHQAYWARLTDE-R------------WPS--------------------------------------------------------------SSS------------EFSRFTA---GYPRLVRRIAE----------------------TANEDITRW-LFHRWLIT-RPESYS----------AD---------RLPEL--------------------------PGLAG------------EV----------FAP----E------RVMQLFRVL----RMD-PAL--------LADQ-------------NLL----------RPRRTV-AS----SRDN--EQDVHEQLIGFLLAAAYKFAIDPFDLPQVIVDHLGTHD--------PVVLGELTE-TLFA---ADWAP------------------E--R-----R-S-RSLRA-PCYHPAVHHALRLHADSVNSLLTQIERTGP-----------E-ELA-G-MPQ-HANAEQLYAANGPD
WP_182776370.1              IWRQLAQ-------NSEAWSLVPGS------A-AERA----------TALREQTADAASRLAELYDGE----GELLAQ--------------DP-----------WYDP-ELARRTVR-WTDLRLADI--------RRTLDA--PT--LSPAEAALIALLPFLYQVQHAWIVAE-L-A-V--V-----DPA--DL-----------DEQ-------------A---------------P-G-GP---------ERA------------AFNAVLA---GHKRLVRAAKLG---TTLP---------DR-G-DGRAEVGWW-LFHRWVKP---QAAQ----------PD---------RLERVL-EAL-------------GP----A-GADLA------------TV----------LEH----P------CLPWLLTCA----HLG-PRG--------LFREP-------------------------PAESSY-ID---FGGHD--AQQVRALLVGPLFAIGHAMAIEVTDLPSAVAEHVGIPE--------PLVPAQLLA-RVNK---AKWTP------------------V--G-----D-T-LALDA-PCDHPAAVAALTEHARHVDALLREARRTR-----PT-----P-EIG-A-LPV-YAHADGVREVD---
WP_058852041.1              AWRDAVR-------DTPLWERVEER------D-AASV----------PRFQECLGAFVEECARTLHLA----QGRLPH-------------ADP-----------WADD-AFAVRLLRDRLPLLV--------------APS--AR--LSAVEAATLVAAPFLHEAAWAARLSQ-A-A-E--I-----DPY--VL-----------DRR-------------A---------------G-G-DA---------HRR------------HYEQIAD---QHARVARKLAQC---R-AH---------DR-A-EDTVAVTMW-LVHRWIAD-RFDTDD----------TA---------VPASAS-DAL-------------------A-AALLGS--------RLATP----------DRV----R------ELSGLLCTA----AAA-IG---------LDEVPDD-L--------HAL----------APGKVL-LP------EG--HQALRVRPLAALLRLGAVLAVDARTFPEVVAEHLAVTD--------PVLPQHVVG-IAHS---MSWEH------------------D--G-----D-T-LHLDA-VCPHQAVHAALTEITDQADRLAEEATGLA-----AGLPEAEAALLA-A-VPT-RVTARGLRPSRA--
WP_051765081.1              PWVRQVL-------RSTAWDCVQSG------H----------------DLRARAAAVAGHLAVVRDEA----GARLAA--------------DP-----------WRDD-QVAARFAK-RIGWLLKRL-------------N--LE--LAPAEAALLALVPLLHQALWDRAAAR-L-V-D--V-----GPT--DL-----------DQT-------------------------------G-RR---------ERI------------DYERYLR---DHDRLVDRALLP---D-LP---------DR-P-DAQVEIGWW-LFNRWVRQ-RAEEVK----------RR---------AVGELL-AGT-------------GM----P------------------EV----------LDV----D------RVRELLYGL----RLE-PQA--------LCALDRL----------GGT----------APHDVL-HG----GEPD--EQRLRVPLLGLLLGVAHTATVPVTDLSDTIAWHLGIPA--------PVDLDRLRE-TLDK---AAWQT------------------Q--A-----D-G-LVLKA-ACQHGAVIEALREHAVRMDALLHAVRRAA-----EKHGGL-D-VLG-R-LPV-RASADQVDAAHDPD
WP_161104218.1              AWQRAAE-------ETALWGSCAAP------------------------LRTAVLDLVADCARRCGAA----YKALRARIGI---------EDP-----------WFDQ-NYPSRVLA-RTAELL--------------ARP--DD--LTSAEAALLVAVPFLREVVLAEGIRL-A-A-G--I-----KPA--DF-----------TRT-----------------------------Y-R-EG---------PRT------------DLEITHE---MYQQMVRRAEGL---G-RR---------GE-T-AKRDALAMW-LVHEWLST-RLSVWQ----------SP---------AAAECY-RRG-------------------A-LLLDG----------DARG----------LSA----A------EVPKLVEAL----VRA-VGAR------------------------PAD----------RLVLDR-LN------AA--YLDDRRRSLAAVLWLGGILAADLRRMPPVIADHIGTRM--------ELALPTVRN-AADR---LAWEG------------------R--G-----D-A-CELRM-PCDHPAQYAAFEDLVLRADRARASIAELP----------LDTGL-V-S-LPS-RFTADGLRAERRPD
WP_189782869.1              PWVEAVD-------MSKLWASLPEG------R-EPG------------PMTAAARAIVAELAVLHDDD----EREFAD--------------DP-----------WWDR-AFAHRFLR-EIGRLTGRE----------KGLG--WD--FHPAEVMLLTLTPFLSQTLWVRMAAE-R-V-H--V-----RPT--EL-----------RDS-----------------------------A-A-QG---------ERA------------AFLKFADD--RHDRLVRRATAG-----LP---------GR-P-GAESDIGWW-LFHQWLDH-DPRAGR----------ER-------REAYDALV-ARL-------------PLHGPHS-GDHVR------------DG----------FDW----E------NADRLLHAM----RLP-LAE--------TCRPENL----------KLL----------GTSVNV-GG---IGPYE--PQKIRLRRLALLLTAARACALDLPALPDDLVENLGIPE--------RVDLTGFRDTTLRR---ATWND------------------E--H-----G-T-MVLDAADCRHVAVLESLREHAAHVDELLHDIHSVA-----RASEAL-K-PLR-A-LPQ-RASAERVRPAK---
WP_179051001.1              LWYAEVL-------KSNLWNNHS--------S-DTHV----------AEYKKSVGEIVNLCWQQWEKA----GKAFEQ--------------DP-----------WRDE-RFAIRILK-ALELLLNSV------------PS--IN--LSLCEIALIITAPFIYEAVLATGLVK-V-A-ESNL-----DIL--SI-----------DKN-------------K---------------SLS-GG---------FQI------------AIEKVNR---IQHRIVRKARQF---R-DK---------GL-T-NQCEALKAW-LLYRSLLL-TPEVWK----------DD---------REGYLF-KFSRDLFD-----IHDKS----E-LPGIK------------TG---------GFGI-----------VLLNLANSI----ILE-PKS--------IDKYESP----------KQI-----------------------G-----DSYIKVKILGYLLKLAGLLAIDTRKFSDVLVDNIGVVDKQTSSKEYEITPKGVNE-NINQ---IDWMR------------------S--G-----S-G-YTLKG-TCNYPALDFVLREHIEEISTVLDHILQQVE------KPEI-A-ELS-S-LPT-RFNAEGLTAAKGSD
WP_081975974.1              AWRRVIE-------NTPLWNRCVQD---------ATS----------GQAREAVLRVVDQCAKQWLEA----QEFLTARAQI---------VDP-----------WTAQ-DYPVRVLA-AVDQCL--------------PCE--AQ--MTAVELAALISAPFLREAALSAGIRL-A-A-T--I-----APT--DF-----------TRT-----------------------------F-H-DG---------ARS------------DLETTHA---IYEHVCRRAEGL---A-RR---------KR-T-EPRDALGMW-LVHQWLAV-RPSLSA----------EP---------SVDQLC-GQL-------------------A-RAATGW---------GTVS----------LTE----N------ELCSTIHTL----IEC-VDAS------------------------ADD----------QRLVEL-VR------QR--LFDHRMRALAAALWLGGVMAADPRRVSTVVVDHLGIGA--------EVQLSALHA-ATVN---AHWEH------------------N--G-----A-D-LELHA-VCEHPALHAAFTDLAHRADVVLKTISAFD----------PAEELIG-Q-LPS-RANCAGLRPEN---
OLT12465.1                  AWRRAAD-------TTGLWAYCADE--------PSHF----------DGAREAVLSLVENCGRGCGEA----FDVLRSRTGI---------DDP-----------WFDQ-NYPIRVLE-RMTSLL--------------GEP--AQ--LRPAEAAVLIAAPFLREVVLAEGIRL-A-A-G--I-----APT--DF-----------TRT-----------------------------Y-R-QG---------ART------------DLEITHE---MHQQIVRRADGL---G-RR---------GR-T-EERDALAMW-LVHQWLTT-RQSVWQ----------SA---------LARDCY-RRG-------------------A-RLLGG----------AAMG----------MTA----G------ETEKLMEAL----LRA-VGAR------------------------PAD----------SVVMER-LN------AD--HLDGRWRALAGVLWLSGTIAADLRRMPAVIADHIGTRM--------ELPLSTVKN-AADR---LTWTR------------------R--S-----DGA-LDLRM-PCDHPAQHAAFDDMVARASRARDTIARLT----------IDARIDE-A-LPL-RFTARGLRPERRPD
WP_161166934.1              DWADDVA-------NTPVWKLVRPE------R-GERR----------EALRTQAQEFARRLAAAYEEA----RVGLDD--------------DP-----------WLDH-GSGRRTAA-RVNRIVLHL--------W-DRGD--GF--LEPAEAALVALLPFLHQAHRARTALR-L-R-D--V-----DPT--DL-----------GQQ-------------A---------------A-P-SE---------VRR------------MYEVVVR---AHERLARRAEMG---T-LK---------DR-T-DGRPEIGWW-LFHQWVKR------Q----------PG---------RIDGLL-PAP-------------GD------LDDLR------------VV----------LDP----D------LLLRLLSCA----QAG-PHE--------LFDPARA----------DHL----------RAHPFD-LD---FHGRD--FQGVRERLVGPLFALAHHLAIEATDLSSVIVRHVGIPD--------ALDLRGFLG-TVAT---AKWRF------------------T--G-----D-D-VALQA-SCSHPAAVAALTEHTRSLEPLLRSVRHAG-----V------P-EFG-G-LPL-YTRADDVREVDEA-
MBE8523800.1                RWEEVVR-------SAKIWPDADDA----------------------VELRWQALAALRQLEGERRKAV---EAVLAD--------------DP-----------WLDE-ELPERTVQ-RVGELVGYL--------SGGGTP--IE--FSAAEAFLLTVAPLLYHARWAQTAGK-AHV-D--V-----DPA--RL-----------DRH-------------P---------------D---RE---------AEP------------DFDFFLSG-GQQQRLVERARRI---L------------EE-N-PDRRAICWW-LFHRWLDQ-SASGQP----------PA----------------GSL-------------GL------ESPQV------------TA----------LEQ-----------QLKQLLQVF----RLS-PGE--------LKDWRLR-DP---------------------------AE----EWPG--GQRLRIRLVALVLGLAHTMAIEPGSLSSTLVEHLGIDH--------QVQLADLHR-TLRA---SSWVR------------------T--P-----T-A-LRLDA-ECRHEAVYEVLTEHVTRMSEVLRTAREAA-----ARETAL-A-PLI-A-LPE-RASDEDVTPATRPD
WP_161703002.1              TWAAAVD-------SHPAWKLTDPAQ-A---T-AVD------------RLKEICGALAASYARDCARA----ERKLAE--------------DR-----------WYDR-ELAERTAE-RLGFLLRYL-----------TEG--ST--LSPTEAALLAVLPFATQAHWAREAAR-R------------------------------------------------------------------EL---------PVD------------ELTRFLE---LFPRINRRLRSL---K-ES---------QT---EALRDVHWW-GYHRWLAQ-RAEVYF----------AR---------EASAEA-PDNADDS-------DLDA----A-PDWMR------------AE----------LRP----A------NLLRYLKEQ----RIA-PAA--------APGTLRS----------TEL----------ADAREV-AP----STAY--EHTVRERLVSALVKAAHALAIDPADLPEVLVEHLGISD--------SVSLDDLHA-TIRK---SYWRA------------------S--G-----T-G-RMLGA-LCQHPAVELALKQHAETVDVLLRDINHVSA----VKGSSL-E-PLR-S-LPA-YAHGQEVKPSGATP
WP_091103775.1              AWRRAVE-------STRLWNRAHTD--------LRDV----------SAVRDAVKDIVDKCARRCGEA----RTELMKCAGI---------NDP-----------WTDQ-NYPVRVLD-RVPLLL--------------AES--VE--LSLAEVAMLVSAPFLRERVIAEGVRQ-A-A-R--I-----APT--AF-----------ERT-----------------------------Y-I-SG---------PRS------------DLEVTHE---MHQHLVQRAEGL---T-AR---------GE-N-EARDALAMW-LVHQWLAA-GSSLWR----------GP---------DAKRAY-HEA-------------------A-SLLDG----------LCSA----------TTS----G------ELVKLVEAI----VRT-VGAD------------------------PVD----------HQVQEQ-LG------KV--YVGDRWRGLSVVAWLAGLLAADARRMPSVIADHLGTRL--------ELPVATVKL-AAER---LDWRR------------------S--E-----D-R-LDLHF-ICDHPALHLAMQDLADRATKALETARVCL---------PMAQEVVK-A-LPE-RVTAEGLRPEQR--
WP_187370113.1              VWAEAVT-------THLAWTYTK--------T-DIP------------ELRAACGALAASYARDC-RT----DDAMRQ--------------DP-----------WYDD-ELAERTTD-RLGFLLQRL-----------APG--TV--LSPTEAALLAVLPFAAQAHRVRQAAA-R-D-D--V----------------------------------------------------------------------PQA------------ELGAFLD---LFPRLGRRLRGL---T-DT---------QA---GAVRDIHWW-GYHRWLAR-QPDAYT----------AV---------EDRAPV-----------------------G-TGWIR------------EE----------LGT----S------RLLRHLKEQ----RIA-PAS--------APGTVRS----------TEL----------AEEREV-AP----STVY--EHTVRERLVSGLFKAAHALAVDPADLPEVLVEHLGISD--------SVSLPELLT-TVRQ---SSWAA------------------S--G-----P-G-RSLTA-LCGHPAVELALKRHAESVDVLLRSLHDGAA----RTGSSL-A-PLA-G-LPA-YADARRVRPSGSAP
WP_048586580.1              QWLDDVT-------HAQAWEFVEQG------S-EQRT----------QALKEQCAGTVGRLAELYDRS----RTVLAD--------------DP-----------WQDP-DLGGRITR-RTNFLLHHL--------R-RHQR--GV--LAPAEASLLALLPFLHQTHRTITAAG-L-S-H--V-----DPT--NL-----------EDP-------------A---------------K-D-SP---------ERL------------AYGMLLR---AHKRLVRQAMRG---DTLP---------DR-A-DGRREIGWW-LFHQWAKR------Q----------PG---------DPRALL-AAA-------------DG----EDGKDIA------------TV----------LDP----R------LLPRLLSCA----HMA-PRK--------LYEEGRT----------ATL----------RGEPFQ-LD---FSGRD--WQQVREWLVGPLFAIAHALAIEVTELPPAAVRHVGIPD--------PLDLGRLFT-TVRD---ASWTV------------------H--R-----D-V-LGLNA-TCDHPAAVAALSEQAQLVDTLLRGARRARL-----------AGEVG-A-LPV-YAHADEVHEKHEA-
KPI09971.1                  TWPEAVA-------RHQVWACTDRTS-TDRRE-AVT------------AVKAACRALAAHFGRIRDRA----EADLAD--------------DP-----------WYDR-ELAERTAD-RLGFLLRRL-----------PDG--TR--LSPTEAGVLALLPFAAQAHWARLATR-D-G-G----------------------------------------------------------A-P-DL---------PEA------------ELDDFLQ---AFPRLRRRLHVL---K-QN---------GS---PAVRDIRRW-GHHRWLVQ-RRDAFD----------PA---------VLGCDT-ALAEPGWIPRRGLHWTAA----N-LAWIR------------EE----------LTA----E------HLTAHLKEQ----RMA-PAA--------APGTVRS----------TTL----------DAERVI-AS----STGH--EHLLREQLVSALYKAAHALAIDPADLPEVLVEHLGISD--------SVELPALLA-TLRD---SRWQP------------------S--G-----A-G-RSLHA-TCRHPAVELALRRHAEAVDTLLRDINREAG----RENGAL-A-PHR-S-LPA-YADAHQVGPGTGTP
WP_125727504.1              EWANVVL-------EHRVWDHVEVR----------------------DPFLDHAVAIARELFSLRGET-------HPD--------------DP-----------WRDA-DFLRRFTE-NLAGLVTMP--------------------LTGAEAALLTLVPLAYKADTTRQAEL-M-Q-D--V-----DPT--NL-----------DQT-------------------------------G-RP---------ERA------------GYEGFLGQ-EANQRLVDRARER---E-LP---------DR-R-PAPMEIGWW-LYHQWLAS-ASRAVG----------GS---------IFEALA-ERP-------------QI----S-KDRVRVD----------------------LVT-----------ILAKLARVL----HRP-ADE--------LRTPDRL-----------GL----------KATRNR-FS----LSAQ--PVEVREQLIGLMAALGHALAIEPTALPRMVVEHLGIPG--------AVDLSQLMT-TLAN---TDWNG------------------E--P-----P-V-LRLHA-SCHHEAVLEALKEQVVYVDAVLGAIHTTD---------AL-A-SLR-TLLHS-RASAEGVQPAEGTF
WP_093774375.1              AWLDAAR-------TTPLWRHVAPG------A-ATDV----------DRLQDALSEFVEDCARTVHLA----QRRMPY-------------PDP-----------WTDD-AFPVRLLCDRLPLLL--------------PEG--AE--LSPVEVVTLVAAPFLHEVAWAERLSQ-A-A-E--L-----GAD--TFGSDNTFGAAGLGRC-------------A---------------P-A-SA---------HRR------------HYEQIVE---QYGRVARKLADC---K-AR---------ER-T-EDSTALAMW-LVHRWIAD-RFQTDD----------EV---------VPAQPA-EAL-------------------A-ARL------------GVAG----------SRV----R------DLAELLRAA----ASA-VG---------PDEPLDE-L--------AAW----------TPRKVV-LP-----GGG--HQQLRIRPLAALLRLASTLALDVRTLADIVAEHLAVSD--------PVLPQQTVA-VAHE---LSWHH------------------D--G-----N-A-LHLDA-PCPHQAVHAALLETVDAADQLAARIGEMT-----GGLPEPEARLLA-A-VPG-RVTDRDLRPQQR--
WP_194238782.1              AWVGEVA-------DSPLWRAVPEG------R-DPS-----------GAMLSAAREVASVLAVLHDEG----ERELTG-----------DPRDP-----------WWDR-SFASRFHD-EISLLVCAE----------DGAD--WD--FQPAEVLLLTLTPFLSQTLWVRTAAG-R-A-H--V-----GPT--NL-----------RST-----------------------------R-A-TG---------DRA------------GFQKFFDR--GHERLVRRATLD-----LP---------ER-P-GAESDIGWW-LFHQWIDH-GLRGTE----------DH-------WTAYTDLV-QRL-------------PL----G-NASLT------------AL----------FHR----R------RAGELLYGL----RLP-LGE--------MCRPERL----------DRI----------ESAASV-PG----TGGI--PQKVRVRRLALLLAIARARALDIPALPDDLVENLGIPH--------RVDLAEVHE-TVAG---AAWHT------------------D--S-----G-P-MVLQAVDCHHEAVVEALRRHVEQVDVLLYDIHRAA-----RGDELL-G-PLR-A-LPL-RASAEGVEAA----
WP_208815818.1              AWQEAVR-------QSPLWQLCPDP------S-ADRV----------EQLRAGLADLVEEYARQWRDA----QDLLTSRAGL---------TDP-----------WTDH-DYPVRVTG-RLAQLLDVE----------GDSP--PS--LSPVEAGLLVAAPFLREAVLAEGLAE-A-A-M--S-----TPT--DF-----------RRT-----------------------------H-A-PG---------PRS------------DLEITHS---IHQHMCHRAEGL---A-AR---------GR-T-AERDALAMW-LVHRWVTG-RQDLWD----------SA---------QTAELC-RRL-------------------A-ARLLGE-------PADGSG---------PWTA-----------ELSGVLAGL----VPC-LGSA------------------------ISV----------PTGDEL-TG------CA--VPQFRSPALGGLLSLAGVLAVDVRRLDPVVADHVGIRD--------ALDLDELRT-NLSR---LHWEGAA--------------GPS--G-----R-G-LDLRT-VCTHPAVHRALLEVAELAEQSRAAAVRLA------SRPGVDAGLFA-A-FPV-VVTAEGITPA----
WP_204455884.1              DWTDLVR-------LHPAWTKVADA----------------------GQALAGAMSTAEQLFAAHNQA----EHALAG--------------DP-----------WRDE-DLPKRMTD-QVSALIVAI--------R-EHEP--LE--FSPLEAALLSLAPLAHQTRTARAAAS-L-T-C--V-----DPI--NL-----------SAT-------------------------------G-EK---------ARE------------SYERFLDG-QQERRLVARAAQR---D-LG---------DR-Q-AAAEEIGWW-LFHRWVET-HPLPST----------TI--------------------------------TL----D-DLPTR------------KV----------LTD-----------VLDRMTRLL----RLS-PGD--------LGNPARL-----------DL----------RPRTSH-LG----------GVMVRERLLGLLVAVAHCLAVEPITLSPVLVEHLGVPN--------PVELPLLRT-TLTY---LSWEP------------------V--H-----I-G-VGMVA-ECHHEAVMEALRDHVARADAVFAAVHSVA-----QDDTHL-Q-PLL-L-LPA-RASADRVEPA----
WP_086667010.1              PWSIAAG-------NHLG---------------QSN------------EMRADTLAVVRKLADEWEDS----RALLVR--------------DP-----------WLDT-EFAARFTK-RVQWSAGRL--------P-AQDK--PT--FSDAESALLITFPYLHQAFWARQAAS-T-LAG--A-----DPA--VL-----------AFT-------------------------------G-DR---------TVP------------GFSTFAA---NQGMLHRRGTRA---F-EA---------GD---PAADGIAWW-LFHQWLVN-YSNCYH----------AV---------NIAALL-PED-------------------P-EEPLR------------SV----------LTP----A------RLMELMRVV----QIA-PAF--------LTQSDRL----------DGL----------RPVAHI-EG----GSEI--EQEIREQLLGHLLVLAHRMAIDPAVLHRAVADHLGIDD--------GVTPAEVLR-SLRN---VTWSG------------------T--------R-T-RVLTA-ECSHAATAFALREQAAVVDSVLTDIVVAS-----EEPGRL-Q-PLG-A-LPV-HATADGITLAASTD
WP_161103725.1              PWVTGVR-------DNPVWRMVADE------N-GLGA----------DELRAAAASFAGELSRSHSAA----RAKFED--------------SP-----------WCDP-MLAPRTAE-RLNFLIDQL-----------GAD--FT--LSSAEAALLTVTPFLHATVHAIHLARNV-L-S--------PPP--ST---------WLAET-------------------------------E-DD---------AVQ------------IFAQFCRD--YFSRQYRRTETL--ID---------------D-TARSALNWW-LLQRMTRH-DMQLHPHHV-------ET---------TLTELV-GAARIGAGY-------SD----A-DRLVR------------EV----------FER----L------RLAVLTQAM----DLG-PER--------LAEAEGA---------FKSF----------RRRVTL-RA----STGW--EKHVREQLLGHLLVLARKMAIDPADLGETLVGHIGTRR-------NGLDARTVRE-TVAD---SSWVP------------------W--H-----R-N-RVLNA-RCHHQAVAVALADHVGIVAGVLKVIHSAA-----DTRTDL-A-VLG-R-LPD-TVGADNIGPADTGD
WP_121515784.1              --VSLVA-------DSAAWRYVEPG------A-DHE------------PLRRQAMAAALALARARDEA----CGTLRR--------------DA-----------WYEP-RFAERVAY-RVDWLFDNL--------W-SGQD--TRPLLSPAEAALLSLLPVLHHTRPLLRAAR-H-L-A--V-----RPE--SL-----------VPV-------------SPAD-----------GP-P-DG---------ARV------------AYERFLR---TYGRLVRRANQR-----VPD-PTEGDGDGD-G-GGHRHIAWW-LYHRWLAA-DPELAR----------DD---------WPVTLL-AAA-------------GV----P-GTDLA------------DV----------LDA----R------TLRRLLSAP----YVS-PHE--------LCGIDGR----------PFL----------PAERWTPIG----QASK--EQRVRERFVGVVLAVAHGLAIRATELPPVIVRHLGTPG--------EVRLDELHR-TLAD---ARWEQ------------------RANG-----K-E-RQLHA-RCAHNAVATALREHARTLDGLLRAVHRGG-----EHGSWP-A-ELH-A-LPV-FVGDGGVVEVDA--
WP_121004220.1              RWPDRAR-------THPVWARATDV----------------------AAFRDDVVRLAADLGRRRQAA----ERALAG--------------SP-----------WLDP-DLVDRVER-RLADLVELV-------------D--LR--PTGAEAALLVLAPMLHRVRVLEAAAS-R-V-H--L-----GPT--RL-----------RPE-------------D---------------G-A-GA---------DRR------------EYEHFLAG-AEQGRLVARTGLP----------------GR-G-DSVAPIGWW-MFHQWTAG-HPDHEQA---------------------------GAL-------------PV----P-NPASRE-----------------------LYA-----------TLDRLTALF----HLT-PGD--------LRHRRRL-----------------------HPEKTH-LG----LTTA--PQVVREELVGLLLVVAWEQAVELTALPITVVEHLGIPD--------PVRLDHLRT-TIAH---AAWVP------------------V--E----GV-G-TGLIA-DCRHEAVLEALKSHVARVDAVLSAVREAA------EDFRL-E-PLR-R-LPP-HASADRVQPAE---
WP_030560375.1              AWQGAVR-------DTSLWQLVDDR------G-QGCV----------VRFKDCLSAFVERCAFTLHRA----QERLPH-------------EDP-----------WSDD-TFPVRLLCDRLPSLL--------------PAG--AT--LSAVEVATLVAAPFLREAAWAERLSQ-A-A-E--I-----APE--SL-----------GRR-------------P---------------G-A-DA---------YRR------------HYEQIAE---QHVRVARKATEC---R-AR---------ER-T-EDAVAVTMW-LVHRWVAD-RFETDD----------EA---------VPSATA-DEL-------------------A-AGLLQN--------AGAVP----------DRV----Q------ELSGLLRAA----AAG-IG---------LDEPPED-L--------AGR----------APAKVL-LP------GG--HQPLRLRPLAALLRLAGALAVDVRTFPEVVAEHLAVSD--------PVLPQEVVG-LVSQPELLSWQS------------------E--G-----S-A-LHLDV-PCPHQAVHAALIDVAHQADQLAGQVASLA-----ATLPAPEATLLA-A-VPT-RITDRDLRPSRSRD
AKJ07296.1                  TWREAAE-------DATLWKTASGH--------AAAL----------KPLRQLAGEMAEVCWKTWGEA----DVALAE--------------DP-----------WRDD-QYPLRVLE-RLERFVGNQ-------------P--GC--LSPVEVLALVLAPFVREAVRSCGVQW-M-V-G--V-----EPE--RL-----------TYT-------------S---------------A-S-TE---------PRN------------TLEQSHL---ARPDLVRRAERL---A---------------G-PERRSLVLW-MMHRAFDR-MGALWN----------PP---------PWPTGL-RQL-----------------EFSLGGLMK--------RRGAAG----------LTW----S------RLTTLSRCI----GAG-LDL--------LEAEEGP----------ARE----------PIEEVL---------EG--GFRMRRAALAYLLCAAGWSALDPSLADEVAVDHVGIES--------SFRVEELRQ-AFRE---AHWEQ------------------R--E-----K-E-EVLSL-LCHQPVIDFVLKELVARADEVLAQVRHKAA---GNTGETL-A-PLR-R-LPS-RMSAAEVQPASD--
WP_156756018.1              GWPRLVA-------QSGVWRHVA----------DPE------------PVLTEAVEIAAALERAHAEL----AEALAD--------------DP-----------WFDA-DLPTRFVD-NVGWLLGKR-------------S--LE--LSAAEGALFTLLPLVYHVVRAEAVVE-G-P----------------------------------------------------------------------------GQ------------GFEEHAD---HHPLLRTRS--------------------E-G-PDGAPIQAW-LLHRWLTR-RE------------------------------L-DPTA--------------------ACGDS------------PL----------LDP----T------RVRRLLRAV----HRG-PS---------VGGREFL----------DSL----------YTEDT--LR-----HHG--VHPVRERRLALLLALAHAVSIEPHTFPTVIAEHLAIPD--------PVDLAQLRT-TLRK---ATWSG------------------Q--------H-I-PVLRA-TCHHAATIEALRDHVTRTDELLHALHRAT-----RDGLG--A-PMP-A-LPT-RLSSDGVAPADAS-
WP_079045068.1              AWREAAR-------DTEVWQRVGAG------D-PDRT----------GRLREQLVTLAESCAAVVHQA----WERMP---------------DP-----------WADD-SFPVRLLLHRLPGLL--------------PAS--VE--LSEVEAAALVAAPFLHEAAWARRLSQ-A-H-D--V-----FPH--RT-----------HHP-------------D---------------D-G-DG---------RRR------------HYEQVTE---HHPPLMRKLSAS---R-RS---------GT-P-QDTDDIVLW-LVHRWIAE-LFETDE----------VA---------VPATEA-GPL-------------------A-AALLGD---------APGN----------GRV----D------ALARALCTV----AAG-IT---------LGAPEGP----------AAD----------KPARIP-LP------GG--HQTLRVRELAALSRLAAVLSVDVRTLPEVIAEHLAVSD--------PVTPADLVD-TART---AAWDR------------------D--A-----R-G-LHLDL-ACTHPATHAALTGTVEQADELARALRESA-----QHLPQDRAALLD-G-VPE-RVTDRSLRPA----
MBC3843038.1                SWRDAVT-------DEDLWRLVAPD------T-TDCS----------EQLREQLLALVDACAQRVQQA----QQRLA---------------DP-----------WADD-GYPVRVLT-QLRLLLPK------------ADG--LE--LSAIELTGLLAAPFLREAAWADLLAR-A-A-E--L-----QPL--DP-----------DHL-------------A---------------Q-P-GP---------LRG------------HLEQVQS---NYPHLRRKLVRS---L-AL---------KR-E-GEAQVLALW-LVHRWIAE-RFEEDP----------DP---------LPAGLA-DSF-------------------A-QQVVNSD----------DP----------DWF----S------PLSSALRRL----ALE-TG---------LDGIVEY-D--------HDA----------EPVSVR-VT-----LRS--RQQLRVRPLAVLLRLAGVLAVDARTFPDVLADHLAVAD--------PAHPSDLID-VLQRS--LDWVL------------------D--Q-----G-R-LALDL-PSPHQAVHAGLSDVVERADRLAASANTLA-----RQLPEPEQRLLA-L-LPA-RVSDTHLRPRR---
WP_030460170.1              EWARLVA-------ESAVWSRLRPG------S-EAE------------PWKRQAVRAATELACFRDGL----APLLAD--------------DP-----------WQDP-DVVRRFVR-AVGRLLGEP--------G----D--GF--LYPAEAAVLVLLPMVYRVRALQLACG-----E--------RP--------------------------------------------------------------------------------ERYGE---EHRQLADRART------------------------EPALAHW-LWHRHLAR-HADLAE----------PA---------AVTALL-AAL-------------------P-GAELR------------AA----------LTP----L------TVRTALGGL----RRG-AG---------VANREFL----------HDL----------TEREL--ID-----CEG--HQTVRPPRLVLLTALAYALAVEATALPEIVADHLGIQD--------PVLLPQLLS-TLRE---MHWGG------------------A--P-----G-L-PVLRA-ECHHEAVAEALREYVAHADELLHAVQRTL-----GS-----E-AVT-G-LPL-RLSSANVAPAPGTF
WP_106402822.1              AWRRAVE-------NSPLWNRARCD--------PAAI----------APVRAAVVDVIEKAAEDWQDA----KAFLSARTGL---------DDR-----------WSTP-RYPIRVLT-ALAQIF--------------PAE--AR--LSPQELGMAIAVPFLRESIMSAGLRD-A-A-V--I-----EPT--DF-----------TRR-----------------------------F-T-GG---------HRD------------DLELTHS---MFERVCRRADGL---A-NR---------GH-T-KARNDLALW-LVHRWLIA-RPRLWE----------GP---------DAIEAG-RLL-------------------S-SSLSSA--------GAQRP----------FTS----G------ELASVTQAL----MHA-VGSN------------------------ADD----------PRLLER-IA------RP--GFTPEARSLAALLAVAGNMAVDARRMPTVVADHIGITD--------ELPLSTLQR-AIEH---LSWTE------------------E--G-----E-V-LALDA-VCNHPAVHRAFETVVATTEDARKSFAVEART-SFAAIPGSDPGLLS-A-LPA-GFTDGRLRPEHRND
WP_221327876.1              -WHDAVA-------ESPLWARSSAD--------AETT----------AVTREVVLQVIADCAEIWREG----RQRLQDEAAL---------ADP-----------WSTP-DHAVRVLD-RLTQLL--------------PEG--AQ--LTVTELAAAVSAPFLREVMLSAGLKI-A-A-G--I-----NPQ--TF-----------AMK-----------------------------Y-S-QR---------ARR------------DLEITHD---QHEHVWRRAEGL---G-KR---------GR-I-DVRDTLAMW-LVHRWLGS-RPTLAE----------ED---------EVNRLI-EKI-------------------G-EVVCAG-----------PG----------PTR----R------ELPSQFRVL----LHC-ADGG------------------------KTN----------DALVTE-LK------DV--AHSPRFRTLGGLLWLAGVLAVDARRMPSLIVDHIGVIE--------ELSLVTLHH-EIAK---VQWAL------------------D--E-----EGA-LGLNA-VCDHPAWYTLLEGVLERSGKIHRALRALE----------LDLNLAG-G-LPA-AIVAGDFRPEK---
WP_184697209.1              PWVALVE-------HHVVWDRAADA----------------------DQLRHRVAEVAGRLHERYRKA----VASLDG--------------DP-----------WLDE-TLAERMTA-WVTTLIGTT--------L-QTRH--LE--FTAAEAALVALAPLAHQVRSAVLAAK-L-S-G--V-----APT--DL-----------RHR-------------D---------------D-EDDQ---------DRD------------EYQRFLAN-REERRLVARTRQP----------------AA-A-DDADDIAWWLLFHRWAES-RPEDVT----------------------VAMVV-DDL-------------AL----D-DQPLR------------KM----------LTE-----------SLERLVRLF----RLP-PEG--------LRDGQRR-----------KL----------KAKASY-AR----VTAA--QQSVREDLVGLLLAVAHAQAIELMSLSSTLVEHLGISK--------PVDLAQLRA-TLHD---AYWDP------------------I--A-----I-G-LGLVA-ECRHEAVLEALREHVGRTDVMLGAIRAAA-----EYDALL-E-PLR-A-LPA-RASADLVEPA----
SCG03174.1                  PWARLVE-------TSAVWNYASED------F-DHL------------PLKEQAVTAALRLAALRDEA----ESELTE--------------DP-----------WWDG-QLAQRISK-SLLLALKTA------RKQQDSTP--VS--LVPGEAALLALLPLLHHVSTALLAAR-L-R-T--V-----GPA--DL-----------GQP-------------TSDD--------RPERA-D-TP---------ERG------------WFAGFVRR-QGYDRLVRRANLP---A-LQ---------GR-D-GGRAQIGWW-LFHQWLAQ-DGLLDH----------TK---------TVRTML-SAA-------------GR---GD-DSAIW------------QV----------LGE----L------RVARLLGTP----RLK-LNE--------LCDSTSG----------SSL----------YKYDPV-FS----GDPD--EQNLRGVLVGVLYAVAHAFAIEITDLSPVVVKRVGIPG--------PVDLEDLHG-ILRK---AEWRL------------------Q--P-----D-G-RELNA-GCRHPAVVAALREHVTRVDTLLRAVRHAA-----ETQEPQ-E-ALR-G-VPA-HAWADGVR------
WP_065920397.1              PWWTAAS-------EHL--------------D-GYR------------KLRSAVLAVVHRLAGRWEDD-------RIS--------------QP-----------WHDP-AFAERFTT-RVRWVTERL--------L-TPAN--LR--LSEVETALLVVFPYLHQAFWAQQAAT-A-LRG--T-----DPA--TA-----------AFT-------------------------------P-EG---------DLR------------DFSAFVA---EHGTLHRRGTRA---F-AA---------GE---PAAHSIAWW-LFHQWLVR-RPESYR----------TE---------DLAALL-PAQ-------------------L-PEPLR------------SV----------LDP----E------RLLELMRVV----QID-PAF--------LRRADRG----------TTL----------RSVAHI-AS----SSEF--EEDLREQLLGYLLVFAYRTAIDPMVLPRDIFIHLGIDD--------GVVPREVLA-SISR---ASWRG------------------T--------R-T-RALTA-VCTHPATALALREQAGSVDALLIEIGLAA-----EESDSLRS-ALE-G-MPV-H-------------
WP_033819473.1              -WAELIR-------RHPVWAPVPPE------C-DDG------------RLLARVAEFARRLELV--------RQFSQD--------------DP-----------WLDP-GLPARHLD-RVTTLLNWM------------AP--EH--CTPAEAALLTLTPLLDQAYRSTSAVRTA-A-A--V-----GPQ--DL-----------GAS-------------A---------------D-G-SG---------EVR------------GFHSYLL---GYPWLVRRARQR---E-LP---------GR-E-PAAREIGWW-LFHRWMAE-KRDLPE---------A-----------AVADLL-TAA-------------GA---DD-DPALR------------EL----------LRP----R------RVAGLLHAL----RLG-PGR--------LADDEAL-----------GL----------AVQEHLELY----GGHR--PGTVRLRLIGLLLAVARVMALEPSDLPMVLVEHLGVPH--------AVDLDRLRD-TVGS---ATWRR------------------Y--GPQDPPK-D-CRLEA-LCDDPATLSALREQVERVDALLRVVHRLA-----DRHPPL-A-PLR-R-LPT-HASPAEVQPARGED
WP_189728343.1              DWRDDTA-------RSQAWQFVSPG------T-EERA----------DAMKEQARDVAGRLAELYAPA----RDLLSD-------------ADP-----------WHDP-ALARRIAH-RTNLLLYQL--------R-CHQP--GI--LAPAEAALLALLPFLYQTHRALTASA-L-S-H--V-----GPT--DL-----------QEL-------------T---------------E-G-SP---------DRR------------EYEVLLR---SRKRLVRQAMRG---DLLR---------DR-E-DGRREIGWW-LFHQWAKG------Q----------PG---------DVRTVL-TAA-------------DG----A-GVDIA------------TV----------CRP----E------LVSRLLACA----QVA-PRT--------LYGRGTA----------TAL----------REEPFQ-LD---FEGGE--WQQVREWLVGPLFAIAHALAIEATDLPAAVVRHVGIPE--------PLDLEHLFT-TVKD---ASWTV------------------H--R-----D-V-LGLKA-VCDHPAAVAALSEHTELVDALLRGARRSRL-----------AEEAG-A-LPV-YAHADEVQEA----
WP_019925848.1              RWRNEIR-------AHPIWTRTAEG-----------------------AADPEVVEFVGGLAHLAAAR----ERQAAG--------------DP-----------WWDA-ELPERVGR-RAGFLARTV--------FAESPD--DR--PTRLEAGLLAAFPFVHRVFRLYWIAA-C-R-A--VPDDRGDPE--GV-----------APQ-------------P---------------Q-P-EG----ETGTFAAR------------EFRNFAR---TFPRLYRRAWDE-TTS-AP---------KD-E-PAAEAIRWW-IFHRWLAR-QPGIYE----------PR---------QVARAL-DLD----------------P--A-GTILG------------------------LPAAPVVA------QLAGLLRLH----RYG-ADQ--------ATDFDAG-----------------------HPVGVI-WP----IAEG--ESEVRVRLIGLILTLADRMALDPAGMPEVVPDHVGTSD--------PIDPASVLA-TVRA---ATWRA------------------G--G----GG-A-RVLVA-ECRHPALESALHDRVREADELVRGCHRAAAP-DGRPEGPL-R-LLS-R-LPA-QLSAESVSAGDLAD
WP_053200890.1              NWRATVS-------GSPVWDLVKPA------H-PDRP----------AGLKEQAGEVVARLAGFYDTA----RGGISD--------------DP-----------WHDE-NLAPRIAH-RTNHLIRVL--------W-PDSE--PR--LASAEAALLALLPFLYQAYRTSNAAE-L-ATD--V-----DPA--RL-----------DELDEL----------T---------------P-A-AS---------LRR------------KYEVLLR---GHGRLVRQAKRG---H-LH---------GD-P-DGEREVGWW-LFHQWANQ------Q----------AG---------NLDRLL-AAV-------------CP----E-GSDIR------------RV----------LDP----E------LVTRLVTCV----QVP-PQE--------LFDVTRE----------GHL----------RAEEFQ-LN---LRGLE--YPKVRERLTGSLFAIAHRMAIEVTDLPSVVVEHVGIPY--------ALSPGRVLR-TLEEEK-ASWSD------------------Q--R-----D-A-LRLKA-TCDHPAIVDALTEHTRRLELLLRHVRHADI-----------P-GLG-T-LPA-YASASDLRSPDG--
WP_210574977.1              AWRDAVR-------GCPLWKRVEQS------Q-QACV----------PGLLQSLETWVKGCADTLHTA----RKRMPE-------------PDP-----------WVDD-LFPIRLLGDRLPRLL--------------PDT--AT--LSAVEAAVLVAAPFLHEAAWADRLSR-A-A-E--A-----DPL--TL-----------DPQ-------------I---------------L-P-ND---------DRR------------HYEQVID---QYARVARKVADC---R-AR---------NR-A-QDATTVTMW-LVHRWIAE-RFETDS----------AP---------VPAGPA-DDL-------------------A-SLLLGQ---------DRAD----------GRV----K------ELSELLCSA----AAA-IG---------LPEPRED-A--------HPH----------ARGKVL-LN------GN--HQTLRIQPLTALLRLAAVLAVDVRTFPEIVAEHLAVSD--------PVQAHQVIG-LVRQ---LAWEE------------------D--R-----D-A-LHLDA-LCQHQALHAALTEVAERADQIAEEVLTLA-----DTRPAAEAGLLA-A-VPR-KVTPRGVGPAQ---
KPI21859.1                  PWAEAVA-------LPQLWSCLPEG------R-DDG------------RAREAATRVATALAALHDEA----AAELTD-------------TDP-----------WWDP-DFAPRFLV-QTVQILGEL----------TGAE--GD--FEPVELAVLALAPFLSQTLWARTAAT-C-A-A--A-----RPA--EL-----------TYR-----------------------------G-G-DA---------LRR------------SYEKFCGD--GHDRLVRRAVLG-----LR---------DR-P-RAEPEIGWW-LFHQWVDE-GLRDTV----------NH-------REAYDTLT-AAL-------------PL----D-DPFLR------------TA----------LTS----P------RTEQLLHGL----RLP-LWE--------MCLPERL----------ES-----------HRKFRC-GG----NTPQ--PQQLRPKLLALLLAVARARALDIPALPDDLVENVGIPD--------PVDLESLRTTTVSE---AAWST------------------E--H-----H-A-LVLEAARCGHVAVVEALTRHVHQTDELLRDVHRAA-----ATDEEL-K-LLR-A-LPH-RALAERVQ------
WP_189865296.1              EWTTAVR-------DPELWAAVACD--------DERR----------AELQQALVRLTGECAKWRRTG----HAAVP---------------DP-----------WADD-DYPVRVLSRGLRPLLAPSQ---------TQGG--PV--LDAGELTALAAAPFVREAVYAMGLKG-V-A-A--A-----DPF--RL-----------EPA-------------TGDL------------A-R-DP---------ERA------------DLEHTFA---AHALLRRKGREL---A-GR---------KR-T-EDAGAVAAW-LVHRHVSG-KEELWD-----------K---------YAPQLL-APL-------------------A-KAMIGA---------DAPS---ARIG--ELTD-----------ELVRVCRQT----ALI-PAR--------PYEGERE-PAE------ARW----------RLDELV------CPDGT--PECWRPRELSWLIGVAGLLGGDPRQLPGVLVDNIGITD--------GLSPDRAVA-AVRQ---LRWAR------------------DRLD-----K-G-LDLDL-ACPHPAVHAGLEALTDWADEAVQNIRRHA-----GPSGP--TGLLA-H-LPD-RVTCGRLRP-----
WP_165978199.1              AWERAVT-------RTRLWSRASCD--------EDLV----------EKTRRSVVKVVETCARDWLSS----EAFLRDHADL---------SDP-----------WSSH-FYPTRVLD-ALDLCL--------------SPD--AR--LTAQELGMLIAAPFLREATMADGIRD-A-A-R--L-----RPT--NF-----------ERL-----------------------------F-A-KG---------LRD------------DLELTFA---MYDHVCRRAEGL---E-RR---------HR-L-EARDALAMW-LVHRWLVA-RPRLWE----------GA---------AACEVS-RRL-------------------A-RALSAA--------GSTGR----------LTT----D------ELAEVSRIL----MHS-VGAD------------------------ADD----------QRLTER-IK------GT--DFTDTTRALAALLAVAGAMAADTRRMPTVVVDHLGITD--------ELQLGALQR-AVEL---LTWEA------------------E--A-----DGT-RRLTA-TCDHPAIHDALEHVAKAAERARIEFPGLG---------GMDPALLE-G-LPA-RLTHDGLRAVNR--
WP_014054518.1              --KELAS-------KNAVWEMTSSG------H-QRN------------RAQYEVGLVCSRLDENIREE----QRLLLS--------------DP-----------WIDW-HAHGRTSQ-NLEEVIGYL-----------PRD--SQ--FATAEVALLVLLPHLYHGFRIRLARQ-V---D-QI-----------L-----------NRSF------------------------------E------------ALA------------GTHEAWL---PYPRLQRQTESR--LSSIR---------GR---RDRKIADSW-VLHQYLAR-PGDAHKH---------ED---------ELLRYL-DVVLAG------------------TDELT------------DV----------LTI----D------TVSWLFRAM----FYG-GST--------LAEEPDF-------------------------------------YPG--RREIRYQLIGYILAASQAMALDIAELPPVLVEHSGGKD--------RITFLQIRE-TIRN---ARWQA------------------A--G-----R-T-LRLEA-RCPHQAVMVALQERADSLDGLLYTATGVR--------------GLE-R-LPN-RASGDGVGPEEDA-
WP_185106427.1              AWRRAVE-------NTPLWELAHVS----------------------GAGREAVREVVDRCAVRCNEA----AAELMRHARI---------QDA-----------WSDQ-NYAIRILD-HLPLLL---------------EG--AE--LTPSEVALLVAAPFLRERVIAAGIRQ-A-A-R--I-----APD--TF-----------ERT-----------------------------Y-T-PG---------PRS------------DLEVTHE---MHQHLLQRAEGL---A-AR---------GS-N-EARDALGMW-LVHQWLAV-GSALWR----------GE---------DARQVY-AEA-------------------A-MALN-----------IEPK----------APS----G------ERDGLVEAL----VCA-VGAD------------------------PAD----------HALAE----------RP--YLTDRWRALMSLLGLAGTLAVDVRRLSPVIADHLGTQL--------ELPLPSVIS-AVER---LEWQR------------------G--E-----D-F-LDLCH-SCGHPALHLALEGVARAAHDVL-------------TAVSGDARLLK-R-LPA-QITSTGLRPEER--
NUT17834.1                  LWRRAVE-------DSPLWTRAVGS--------DADR----------MAARSAVMRLLTVCSNRWTAA----QAALAARADL---------SDP-----------WTDT-DYPIRFIA-RLGDLL---------------SD--CS--LPAGEVATLLAVPFLREILFAGGVRE-A-A-A--I-----APA--DF-----------RRT-----------------------------Y-A-DG---------ARS------------DLELTHA---IHEHVCRRAEGL---A-KR---------GA-R-GSHDAVAMW-LVHRWLAN-RRTLWR----------SE---------SAMQLC-KQF-------------------S-SSIIQV---------TDGL----------RTE----A------EVAQDLRSL----LGL-AGGD------------------------VDP--------------ER-LG----------RLRPRASGLAAVLATANVLAFDPRCLPPVIVDHLGISA--------ELSVPAVRT-ALAR---ARWRR------------------A--D-----DGS-MDLHA-VCDHPALHDAFQHLVEAANLLRKNLSDVE----------MDASLAA-A-LPA-KVTASGLRPE----
WP_189541295.1              EWSVAIR-------DPELWAAVQCG--------EDRR----------SELQQALERLALECARLRAQA----LAETP---------------DP-----------WADD-GYPVRVLATGLRALLAPSV---------TLGG--PL--LDPSEIAVLLAAPFVREAVYAMGVKE-A-A-A--A-----LPF--QL-----------EPA-------------VGEL------------G-C-YE---------ARI------------DLEHTYA---AHPLIWRKGREL---A-SR---------GA-H-EEAGAVAAW-LMHRHVAG-REELWD-----------T---------YAPGLL-APL-------------------A-FAVLGT---------SEAS---ARSA--ELMD-----------GLMRVCRQT----AVV-PSQ--------PYAGERE-GAD------GPQ----------RPEQVV------PRTGP--AERWRPRELSWLIGLAGLLGGDLRDMPGVLVDNIGVTD--------GLVPAQAVA-GVQE---LRWSR------------------DRLG-----T-S-VDLDL-PCPHPAVHAALETLTGWADDAVQHIKQHL-----APGES--GGPLT-H-LPE-RVTCRKLRP-----
WP_173070447.1              RWVQLAR-------SHRAWQHVEPS------P-ARD------------ILREDITALVAEYATDLAVW----SEEVAQAVQVHAPDVVEEGVDPDDLWRSTLGWSWMEE-QFVDRTVE-RTKLLLFLL------------GD--LP--LSAPEAALLVAMPFIHHLFHRLAMQA---A---LV-----ETG--EL-----------PES-------------PVND--I-------VPA-S-SA---------AAA------------SLRLYQE---RLGRLDRRMDVL---H-QA---------GQ-H-AVEGHIRSW-VRHRWLLR-RGDIYD----------PASF-------AMAMTL-SEP-------------PV----R-RQPTA------------ET----------LSL----E------RVAAFLAYL----RAD-PGF--------LALEDQA----------RIP----------GGETVL-AP----GTDQ--EQPLRQRLVLYMLAVAQAMAIDIIRLPEVVVEHVGTND--------GISLAELRQ-AVHE---AVWDR------------------L--G-----S-S-RILRA-SCPHPALELGLRGHVDRVNELLAEVHRAA-----NTEAAM-A-PLQ-A-LPV-KVSADYVLPSPA--
WP_049650516.1              SWREVVH-------APELWSRIPAS------D-QCLV----------PRFQEQLTALAAETARDVHRA----QTRLP---------------DP-----------WADD-DFPVRLLRLRIPQLL--------------GEK--TE--LSALEVTALIAGVFLHEAAWADRLSQ-A-Y-E--V-----GPY--FV-----------RPE-------------K---------------D-G-DS---------LRS------------HYEQIVK---HYPQIAEVLSQT-YLW-YT---------DP-P-AEKHAVALW-LTHRWIAD-RFETDD----------QP---------VPVERA-DRF-------------------A-ARLMAA-------DEAASA----G-R--TDRV----R------ELSSALQLI----AAG-PT---------LGLPFDQ----------SAP----------LPSRHA-LP------ER--PQELRLRPLAALLRLAALMAFDARTLPEVLAEHLAVSD--------RVRPQEVIG-VLRE---AVWDT------------------E--DHGNEPQ-D-LHLDV-MCPHPALHAALSTIVEDVDELSQMLRDKA-----RMMAARDALLLT-G-LPA-RATDRNLRPAGSP-
WP_175541503.1              PWVRVAR-------EHQAWALAAGR------R-GLE------------VTRDATVRMVGRLAELRDGP----AAATAG--------------NP-----------WYDG-ALAERTAD-RLQFLLTPRLSDVA-PDP-GGPG--IE--LSPAEASLLVLSPFLDHLLGLRRLAA-E-L-P--P-----GPAADWL-----------SPP-------------G---------------S-A-RGGV-QAGEDPLTP------------GFRRYVR---GNPRLTRRAVWA---R-TG---------GD-I-EGAAAIGWW-ACAHWADR-TLSAVL----------GD---------EAGKLL-HEVSDA--------AEHA----G-SALLR------------QT----------LDP----G------RIARLLRAT----REG-TRF--------LTG--------------DGL----------AARATV-AP----GTRD--EQEVREKLLAVLLSLSSLLAIDPARLGDVVVDHLGIAD--------SVDIPGLHR-TLAA---AAWSP------------------R--G----TT-S-RVLHA-ACGHPAVYLALQEQADRVGALLGAVQEAV-----AQEPAL-A-PLA-G-LPS-RAAADGVEMSDA--
RFS81397.1                  AWQRAAE-------SADLWQCCGQK--------ERRL----------EAAQRQVLTLVEGCARRWRDA----YETLRSRTGI---------EDP-----------WFDQ-NYPVRVLE-GVARLL--------------GER--RC--LTAAEAAVLVAAPFLREVVLAEGIRL-A-A-G--I-----QPT--NF-----------TRT-----------------------------Y-K-DG---------ART------------DLELTHE---QHQQMIRRAEGL---E-RR---------GL-I-DGRDALAMW-LVHQWLAT-RQSVWR----------DS---------AAHACY-RDG-------------------A-RLLER----------EAWG----------LAG----G------EIPNLMETL----LRA-VGAH------------------------PAD----------SIVLDG-LS------AP--YVDDRWRVLASLLWLGGILAADLRRMPPVLADHIGTRM--------ELPLSTVKN-TAAQ---LRWER------------------R--G-----D-Q-LDLRM-SCHHPAQYAVFRDVLKRAAEAHERIAKLP----------LDEEIAA-A-LPA-GFIDKSLRPETRPD
MBD0711860.1                HWAELIS-------GSVLWKHTSGT--------DAVH----------ERVKEGLGELAAEVARSRHET-----GSALD--------------MP-----------WHDP-DYPERVLR-VLGHLVEQA--------GL-SGT--ER--LSPAETATLLAAPLLHEGVVALALGE-L-T-T--L-----RPD--RL-----------EKD---------------RGAG--------------DPL--RPHDRLVCE------------GTADICR---AHPRVVLAAETL---R-QR---------RL-A-GAATAADHW-LRHRFIAD-WDRLWDRTED------YP---------AVNLLL-DMV-------------------V-TAVSAGAEGT--TAPHPAD----------LDR-----------HLRRVLPHM----TVA-PGST---PR--IDASENP-----------GW----------SRTL---------RPVP--GNRWRAWDLAYLLWLAALLAADPRRMSGVLVDHLGAHQ--------PLVPADAVA-ALAG---SGWETV----------DR-----D--G----VL-T-YALRL-NCPHPALHAALEELVASADASVRALHRRW-----HDNGHTAPDLLR-G-VPR-KVTTEFLQPVDRSY
WP_190020111.1              EWRDAVR-------DERLWKLAGAE---------ECI----------PRLQEALLVLVESCAVVAHRA----QQRLP---------------DP-----------WADE-DFPVRLLRRGLLPLL--------------SHA--PG--LSAVEVTALIAAPFLREAAWAWRLAQ-A-A-E--A-----GPL--TP-----------GRT-------------E---------------G-A-GE---------QRR------------HLEQLRD---HYAHVARKQAAC---R-GR---------GR-T-EDEHALALW-LVHRWIAE-RFETDE----------EP---------VPGSLC-EEF-------------------A-ASVLDA--------GDGDP----------ARV----E------ELSATLAAL----AAG-IG---------VDVPLDE-G--------QDC----------PAGAVR-LG------EC--RQPLRVRPLTALLRLAAALAADVRTFPDIIADHLAVTD--------PVLPEDVVK-VARHG--LDWTQ------------------D--T-----D-G-LHLDV-LCPHQAVHAALAEIAERADRLAALTRGLA-----AGLPSDEAALLA-V-VPA-RVTARGLRPR----
WP_231447650.1              AWRNAAS-------NTDLWKRTALP--------APAV----------EEIKRAVQATVGSCAERWSRS----QERFKLRSGM---------KDE-----------WSDQ-NYPVRVLG-ALEACL--------------PQT--AL--LSGLELAAVISAPFIREVTLGNGLVD-A-G-E--I-----SPD--DF-----------TRR-----------------------------Y-D-EG---------ARH------------DLELTHG---LHEHVRRRAEGL---A-KR---------DH-L-VARDALALW-LVHRWLAE-RPAPAK----------DA---------TVQALC-KDL-------------------V-TKVSAT---------APGA----------VSG----H------ETALMFQVL----SQC-VDAD------------------------PTD----------SPLLEK-VR------ST--AFDSRFRALAGFLVLSGAMAADPRRMPSVVVDHIGISS--------EVSVPTVQA-ALRQ---TRWTR------------------Q--D-----N-T-ITLNAPGCDHAAIYAALTEVFKRVRSTTTVFAGLE----------PDPGLTE-S-RPQ-ELRSM-LRPAVDAD
WP_101830288.1              PWRRAAE-------RHAAWTLMTDT------P-GAE------------ELRTATIELAGVLGGARDRA----AARLPA--------------DP-----------WLDQ-QLALRLVK-RVEFLARLL----------GTEP--PP--LSPAEAALLVAMPFLGEAVGAILVAD-A-T-V--A-----HPG--AG-----------ATAD---------LRSG---------------A-A-AA---------LTA------------DFASFSG---RHPRLLRRIDRA---R-RT---------AD-A-AAAEAIGWW-LAHRWSVW-RSGSQL----------GP---------VLGELL-GGLD------------------P-DLPIG------------EV----------LTG----P------RIIALLTAL----RAE-PAY--------LNRPGRA----------ATL----------RDQVTV-AA----ATAD--EMTLRERFVGYLLAVAHRMALEPAALPVVVVEHLGVAD--------AVDLAALAE-TIRG---AQWQK------------------R--G----RS-G-RALSA-RCQHQAAAAG---------------------------------------------------------
WP_190119505.1              AWREAVA-------DTALWERVAED------D-AGSV----------PRLRDCLGDLVETCAQVVHLA----QERMP---------------DP-----------WADD-DFLVRVVRDQLPRLI--------------PKT--QT--LSALEAAALVAAPLLHEAAWARRLSH-A-H-D--I-----SAY--TA-----------WRQ-------------E---------------D-G-DA---------WRR------------HYEQVAE---HHPHIKKKLSDC---W-RA---------AR-P-DEARGVALW-LVHRWIAE-RFVTDE----------QP---------VPEAES-TAL-------------------A-EALC-------------PG----------PRA----R------ELSAALAAL----TAG-IA---------LGPPPQD----------RGR----------PDLAFP-LP-----GGA--RQALRADELAGVLHLACVLALDVRTLPDVLAEHLAVRD--------ALLPQDAVN-AVRD---ADWHA------------------A--D-----G-D-LHLDA-ACPHPALHAAFAGVVEQADELAGALRDTA-----RRLPAPRAALLS-G-LPA-RVTDRGLRPVE---
WP_215132238.1              TWRAAVV-------GSGLWDRAPQT------G-AGDL----------ERIREALLGVVDECARTVHRA----QERLP---------------DP-----------WADD-ELPVRLLRDRLPRLI--------------GES--VE--ISAVEAAALLAAPFLHEAAWAGRLSA-A-P-E--I-----HPQ--AL-----------FRW-------------E---------------N-G-GA---------ARR------------HYEQVAE---HRPDISRKLRDA---R---------------S-DDADAVTLW-LVHRWIAE-QMELDE----------HP---------VPLALT-RRL-------------------A-AELLGQ---------GAGE----------GRA----A------ELAEALAGI----AAG-VA---------LGE--------------QGL----------STTTVR-LP----GQER--AHPLRVRPLAALLRLAGLLALDVRTFPDVLAEHLAVPD--------RIIPPDVVY-VVRH---AQWNE------------------D--A-----E-Q-LHLDV-ICPHPAVHAALAATVEHADELARTLRDTA-----EKLAPREAELLA-A-VPT-RITGRLLRPAE---
WP_055525479.1              RWREDVE-------KAPLWSAGPGE--------DGPD----------SAMRERIAEFARACAISVLKD----RRRFD---------------DP-----------WNDP-GLPTRTVRRVMPELL--------------RGG--SD--RSPVETGLLAALPFLREAMWARKLSR-L-A-D--A-----DPF--DL-----------DPV-------------GPDS------------N-R-SK---------MRT------------ELQYVHE---SHPQLLRKARGH---G-RR---------GE-T-ESHRALAAW-LAHRWVAE-QLVDLP----------DS---------GGQELI-GLL-------------------A-RALLGPG------QDHEEQ----------LNE--------VYWLLANSIRFL----ADD-PVD--------LPSYNRH----------------------LAGAPTA-LT----TAEE--RCQVRLWSVLGLVRLGGLLAADVRQFPDVLPDHVGVAD--------PVRPPDVVR-ILHDQ--LEWAN------------------E--G-----D-D-LHLNM-LCPHPALHEGLTDLALRADRALRALHDAR-----EQRR---SDFPD-R-LPG-RVTTRDLLPARRP-
WP_112472422.1              AWQEAVR-------GTPLWEYVPEG------E--------------RASLVGVLEEFAEDCARRVHLA----QERWSE-------------ADP-----------WGDD-LFPVRVLRDRLPSLL--------------PSG--AS--LSVVEVVALVAAPFLHEVAWASRLSQ-A-V-E--V-----EPF--DV-----------ERR-----------------------------G-G-SA---------HRL------------HYEQIVE---QHGRVARKLVDC---R-GR---------GR-V-EDVAALTMW-LVHRWIAD-LSETED----------EV---------VPVG-------------------------A-VSLAGR--------LGLAE----------DRA----Q------DLGELLGVV----ASG-VG---------SDEAVES-W---------------------GSRKVL-VP-----GKG--HQVLRVGELGVLLRLAALLAVDVRVLPDVVADHLAVSD--------AVLPQQVVG-VARE---LSWHR------------------E--G-----D-S-LHLDA-LCPHQAVHAALAEVVEEADRVAGR--------------ASRSGLLA-D-VPG-RVTDRDLRPSR---
WP_225813304.1              HWEERAR-------EHEAWRRVRRPEGLTKAQTEQAV----------AQLREAVARLVGLWGHDTDEG----DAWLAGHG------------DI-----------WRPA-GTESRMGP-CVETMLRNA----------DKSA--TG--LSLTEAALLVAGPFLYTAFGTRLAYL-A-R-D--I-----RPW--TL-----------VDG-------------T-----------------P-AG---EERGFATRE------------AFEHYCG---AHQALQDRERRA---R-ER---------GR-D-GEAHAVAWW-LARQWLMR-LPASRA----------AV---------ERSGLA--------G---FDSLPDE-PEFE-PWLVR------------EV----------LTP----V------RLRSLAGLF----GLD-LEQL--RP---------------------------------AWLDTV-TA----LRRT--EHTADWGRIATLLTVAHHMAVDPVLLPSLVAEHLGISD--------PVDGREFRE-TLRG---LTWQP------------------E--S-----P-G-RVLSA-DCAHEAVELALREHTDTLDGTVRAVLRGPA----GARV-----TAW-G-VPA-AYGAGRVGPAPG--
NES23994.1                  GWGDAGMGRRGISPKISFTP----E------E-NSTE----------SRLKQQFIRIITACWQQWQAS----IQAMPD--------------DP-----------WRDE-NLPIRVLE-SLELLVLRS-----------NPP--VQ--LSAAEVALVIAVPFVREAVLASALVQ-A-A-K--A-----NPL--AC-----------EAT-------------D---------------A-T-GS---------FRD------------SLHKLHQ---SEPRFFRKAKLL---K-EQ---------GQ-I-AEKDAVMSW-LVHRCLRK-TLEVWI----------PE---------SEGGYLADDFVKGLQ-----KFGRC----S-NRLVR------------DA----------LNW----K------RLLELARCT----LVD-PER--------IDREDRP----------DAL----------QSRLVV--G----SYSE--EQPIREKMLAYLLKMAWLLAIDIRHLSTVLVDHIGMAD--------PLDLNDLHR-LVRV----------------------------------------------------------------------------------------------------------------
WP_184672739.1              A-------------DSPLWGLASDA----------------------DRFGPPVLALARSLDSRRVRA----EEVLAG--------------DP-----------WLDP-DLAARMAS-HLA------------------VD--FE--LSGAEAALLVLAPMLHQVRVLEAAAA-A-V-S--V-----GPT--SL-----------REP-------------G---------------S-A---------------------------DYARFLSG-PEQRRLVDRTAAR-------------------P-EAGDGIGWW-LFHQWVAG-RPDRPA----------PL--------------------------------AT----G-DRPLQ------------PV----------LA------------CLDRIEALF----HLT-PGD--------LRDDRRR-----------GL----------EPVRSY-LG-----FGP--PQEVREELLGLLLVVARELAIGLTALPITVVEHLGIPN--------PVRLGELRT-TIAE---ARWEP------------------M--E----HV-G-VALLA-HCRHEAVLESLRDHVRRTDAVLGAVRDVA-----VGVEVL-K-PLR-S-LPA-HASADRIRPAE---
WP_128429268.1              RWTTMIE-------KSLLWDHTSGT--------AEVH----------QRVKDGLTSLVEHVAGTLHGA-----GAHRD--------------DP-----------WTDP-NWPVRMVD-RLGNLVQQA--------GL-SGR--DL--LSPAETAALLASPVVHEGLVTVALEE-L-R-R--T-----LPE--RM-----------DPE-------------AGEPGH--------------GDT--EAH---VRG------------AAKDVCR---AHAQVRRTADTL---R-RR---------NL-R-EQAVAADHW-LRHRFIAD-WDPLWERTGD------YP---------AVDGLL-DRV-------------------V-DVVLAGAEDPSGKPPGETS-----RR--RVDG-----------QLRQVLAHV----TVH-PSGS---PR--INDPQSK----------DAW----------DTY----------PPTR--GSQWRGPELALLLWISGLLATDPRRMSGVLVDHLGAHE--------QLVPRDIVA-ALSAD--FGYDDTP---------ADTT---D--G----TY-R-PAVRF-DCPHPALHVAIEELVGHANNTVAALRAEW-----HKQRTSPPALLR-G-LPE-QVTTDQLVP-----
WP_088575546.1              --LSVLR-------DHAVWTQLTGQ------P--------------DQQMYRDAEMVTVALGERLAKQ----RREQAD--------------DP-----------WLDW-EADQRASR-WVSFLIRKF-----------LPD--ER--FSAAEAVTISLAPMIHHAYRVQRSKE-L---D--F----------RL-----------GQP-------------------------------A---------------------------DATDPWD---KYTQLLHRTAPD--RE-PR---------PR-S-QDHRTVRAW-ILHQEFYR-LGEDTR----------SP-------LDGLTELV-NQAFKD------------------TWDLA------------EV----------LDA----E------LLAWIFRAM----QYG-GSV--------LGEYADA------------------------------------PPDA--PPQLRRRLVGYLLAAGHAMALDVSALPRVLVEHIGGPG--------RASLLQTRK-TIAQ---AAWQE------------------F--G-----H-S-LRLSA-SCGHQAVMVALQEQAAYLDGLLHHASTQV-----RTGGGEDDTWLA-A-LPH-RASGDDVLPERDA-
WP_133906923.1              VWTRLI--------EHEVWRAVRTD--------GVP------------SMGDHAVAVARRLVELQGEA----EPILAD--------------DR-----------WHDL-DFASRMSE-RMADLVTSL------------KD--LD--LSAAEAALLVLAPFACQADATLRAAR-M-I-G--A-----RPA--DL-----------VTE-------------P-------------RPG-E-DP---------NRV------------DYMAFLRR-EPCRRLVRRANGQ---A-TF---------NG-A-QASGEIGWW-LYHYWLGS-RRSTEP---------------------VFRALL-DDP-------------AI----G-TDSTR------------RL----------LVE-----------LLDPLLRVV----RVS-PEQ--------LRSLDQL-----------GL----------DAGPGD-CD----VSAP--SRRVRERLVALLVKLAYVLAIPLTALPAVVAEHLGIPH--------PVDLDDLRN-TVRM---SSWPG-------------------------------MTLKA-ECHHEAVLVALQEHAAHVDAVVRSISAVA-----TNDVSL-E-PLR-K-LPAVGASADKVVAARDS-
WP_171114306.1              ------V-------NHHAWKLTRAS------Y-DTR------------RFQHEVKHVASTLDKNFHEE----RKLLAT--------------DS-----------WIDW-QSHYRSSA-HVEKLLQWL-----------PAG--FT--LTATEAAILSLVQHLYHGFRVRLARR-V---D-Q-----------AL-----------RRST--------------------------------TV----------LS------------GAHGAWT---QYPHLQRLTDVR--LDPKR---------GN---RNRHVAEAW-VLHQFLAR-PGDAHKY---------ED---------ELLNYL-DSALAG------------------TDDLA------------EV----------LSV----D------AVSWLFRAM----FHG-GST--------LAESPEF------------------------------------QRLS--EHPIRYQLIGYLLAASQIMALDICELPPVLVEHLGGTD--------RISFHQIRS-SVNG---ASWKL------------------V--G-----R-T-LRLEA-HCSHQAVMVALQERAESLDGLLYMASGVA--------------GLE-K-LPN-RSSGDGVGPEEDP-
WP_169516339.1              AWRDRAA-------AHAVWDLVRPV------P-DSGRPGVDGLPGLAVLLRDAVAECAGTWSRRYEEL----RLDLSD--------------DP-----------WWDD-EHAIRMHD-RLSWVVKNVLNPGK--LA-EDDK--PP--LSPAEAAVLVLLPFAQQLHRAQCAVS-F-R-S--V--------LD---------------------------------------------D-Q-GD---------EAA------------DFRRFVG---GEARIRRRLARL---D-KP---------DD-Q-PFARAVRWG-AYHRWLSQ-RPQVFR----------AP---------VVAECV-LGVLDA--------PDGD----A-AELLR------------EV----------ITD----A------RLARLLRAL----RTE-PEA--------AGSSASA----------ASAADALAGTEIPAGIQTI-AG----GSPN--EQHIRDRLIALILRVAEEFTIDVTALPNIMIDHIGGAD--------GVDLTEVLR-AVQT---ARWSA------------------R--G-----R-T-RVLEV-ECPHQAVQVALADHTRGIAEVLERIDVVA-----LADRTL-D-VLH-D-LPT-HVASDGLRPLSTP-
WP_164302475.1              SWRAAVH-------DPQLWAAVKGT--------EPRK----------QHVREALGRLVTECARWSAGA----RAGVT---------------DP-----------WADD-DYPVRVLKQGLRPLLAPSQ---------TEGG--PL--LDAGEFAALVAAPFVRDAVRAMGIKE-T-L-A--A-----DPF--RL-----------EPA-------------HGAQ------------G-R-RP---------ERV------------ELEHTFA---AHALAWRKGREL---A-DR---------ER-G-EDATAVAAW-LLHRHVSG-KEGLWG-----------T---------YAPQLL-APL-------------------A-AALLGE---------SAAP---ARAG--ELTA-----------ELAQVCRHL----GVV-PPR--------PSD-DGD-ALE------QRW----------RIDGLVTSGAPGCVEGE--TERWRPRALSWLVAVAGLLGADLTELPGVLVDSVGVTD--------GLLPGQAVS-GIRG---LNWVR------------------DPYS-----R-A-LDLDL-QCPHPAVHAALETLVGWADEATQRIRGHA-----GSALL--ADLPA-H-LPE-RITCHRLRPEYDP-
WP_201821469.1              AWREAVA-------DTALWDRVPPA------E-AGCV----------PRLKEALTRLVEGCAVTVHRV----QERMA---------------DP-----------WADD-DFPVRLLRDRLPDLL--------------PKT--VP--LSALEAAALVAAPFLHEAAWAGRFGH-A-A-E--I-----SAY--SV-----------GRQ-------------E---------------D-A-DA---------WRR------------HYEQVAA---HHPHLARKVTRC---M-ED---------DR-L-DDAHGVALW-LVHRWIAE-LFETAE----------EP---------VPPAGS-RGL-------------------A-AAFLGR---------DESE----------DRT----A------ELARALCAV----AAG-VC---------LGGPAAD-G---------------------QDLEFP-VP-----GGG--RQPLRSAELAALLHLASCLALDARRLPEVFAEHLAVFD--------PVLPQEAVH-AARA---VHWHA------------------A--D-----G-E-LHLDA-ACRHPALHAALAQVAEHADELARDLRESA-----RRLPPPRSVLLS-G-VPS-RVTDRGLRPVE---
WP_155128759.1              AWRRAAS-------DNRLWSLASST--------P-------------ETMREKVAFLAEMCARRQLGV----ADRLREKTGM---------ADH-----------WFDP-NYPARVVD-FTAQLL--------------QPR--LP--VRPEEAAVLISAPFLREAMLAEGLHL-A-A-S--I-----RPG--DF-----------KRS-----------------------------Y-E-TG---------ART------------DLELTHE---MYPQVIRRAEGL---A-HR---------HE-R-EAAETLIMW-LVHRWLNG-LSSLWK----------HE---------QSRRLT-EEG-------------------S-TLLQD----------AISE----------FSE----G------ECRRLVETL----MRA-VAAD------------------------PVD----------PQLEER-LA----------TLPDRWRGHVGVLWLAGTLAADPRRWPTVIADHIGTGL--------ELPINFAKN-AADL---LRIQE------------------H--K-----D-T-LDIAL-ICSHPAQHAAFEAIAGASQHILERIRHLG----------RLGPIED-Y-LPT-RITHHGIRPDR---
WP_190011616.1              PWQKAAL-------DHEAWLRVRAGN-LTEEEKGRAV----------AQVRDGVARLVGLWGHETDTS----DAWLAAHG------------DI-----------WRPS-GCEQRMGL-CVGTVL--------------RGA--PA--LSLTEAALLVLGPYLYTAFGTRLAHL-A-G-P--L-----RPW--TL-----------ADG-------------P-----------------P-AE---ESCGFATRG------------AFERYGN---GHLALQDRERRA---R-ER---------GD-E-DGARAVAWW-LARQWLLR-LPGTRD----------AV---------RRSGLA--------G---LENLPGG-PEFE-PELVR------------QV----------LSP----A------RLGRLAGLI----GLD-LERA--GT---------------------------------EEPDTV-AA----QLAA--EHTVDWDRVGTLLTVAHHMAVDPVLLPPLVAEHLGISK--------PVDGAAFRE-TLRR---LAWQP------------------D--G-----A-R-RVLSA-ECPHQAVELALREHTETLDRTVRAVLARSD----DARP-----AVR-G-IPA-GFGSGKVVPGLRPD
WP_205018404.1              -------------YGHGVWRRAEGS---------------------VAQLREETEYVAQGLARRLEDD----RKPLAD--------------DP-----------WVDW-ESGRRAAA-RLEQLVDAM------------PD--AR--FTPRETAVLVMAPALYHGFRLSRAVD-A------V----------GL-----------TKP---------------------------------SR---------AHS------------KVKAAWE---RYPRLDQQTTLR--ND-PR---------RS-D-RDRYIAQAW-VVHRSEVR-MASARDF---------GV---------KLRDYI-ETV-------------------AGTEQLS------------EI----------LHI----D------LVAWLFRAM----QEG-AGV--------LAEPPVA------------------------------------RDGA--DFVVRYELIGHLLAAAQIMALDLAELPPVLVENSGGRD--------RVGLAQVRR-DVNA---AEWEI------------------T--D-----R-T-VRLRA-ACSHQAVMVALQERVGFLDGLIGARTSVPE-------------ELA-A-LPS-RASADEVTPAD---
WP_179277166.1              PWRDAIT-------ASALWGPDRAA---------------------VQAEIDAAVAIATEVWKLWQGN----VDVLPD--------------DP-----------WRDA-DHYRRCVA-ALDLLV--------------PPG--VD--LSPAEILLLLTAPLLAEAMHAAGIDE-L-A-K--H-----RPL--DL-----------APG-------------L---------------S-D-EP---------TRR------------ELEAVHS---AHARVWQKATAL-----AE---------PR-P-ADADALALW-LAHRCVFR-QVGLWQ----------RK---------PVTALS-ARL-------------------A------------------EVV--EKRQ--GFRA-----------EQAAVIRGAASMLGAG-AEDLTVFLSG-QAQGDRA------------------------------GA----AKAK--AFPVRGKLLALLLGVAGAMAFDLRRLGEVVVDHIGIHD--------PLEPAALRQ-AVCE---ARWSV------------------T--T---DRT-T-LLLAA-RCVHPATHLAMQEVADAIQQQLQAVRHWL-----DETGGNGIEVLT-G-LPV-TVNTADLKA-----
WP_102514881.1              RWTTMIE-------QSCLWQYTSGT--------AAVH----------ERVKKRLGELVEHIVDSLSTE-----GAHRD--------------DP-----------WTDP-TYPVRVVD-RMEILVKRA--------RL-EGR--DL--LSPAETAALLAAPVVQEGIVAIALEE-L-R-R--T-----MPE--GM-----------DVK-------------SAAD----------------DDL--EGHDRLVRD------------AAHDVAR---AHSQVRRTVATL---R-RR---------GL-R-EQTAAADHW-LRHRFITD-WDLLWERTGD------YA---------AVDTIL-DLL-------------------V-SAILDAATDPTGTPVRETT-----RL--TIDG-----------QVRQVLGHL----TVH-PSTS---PR--INDARGG----------DDW----------STY----------PPVP--GNQWRASDLARLLWTAGLQAADPRRMSSVLVDHLGAHE--------PLDPDDVVA-ALSAD--FGYDVTPL--------GEQD---D--G----AY-E-LTVRF-ACPHPALHVAVEELAARTNATVSLLHQEC-----QKARTTPPALLR-G-FPE-RVTTDQLVPV----
WP_110626724.1              EWVRLVT-------EHKVWSLVPEA------Q-PAIL----------ASLKERCAAIAARLAAANERD----EPLLAG--------------DP-----------WHDP-LHARRTSQ-QLAQLVTGA--------PSERPEPLTD--LQPTEAALLALLPFLTHTVEVGIAAAEV-S-A--L---QEEPP-----------------------------------------------------------------------------QFTTFTE---RYPRERRRMEQA---R-RA---------GN-A-GAVRDIRWW-LFHRWLLH-RGESYH----------PS---------VVTPLL-PAAEHPGG-----TGAGA----A-DGWVD------------EA----------LGH----D------RLLRLVNEL----RVS-PFS--------LLREGTP-APAGTGVGGMAL----------PAKSIV-AG----GLVD--QHHVRERLVAVLLKLARARAVVPLALPPVVVQNLAVRD--------QINLLDLRG-QLQN---AYWDH------------------L--G-----K-S-ITLRA-AAGHHVGALALEMYCEQIDGVLREIGEIT-----DLPWDL-R-PLD-G-LPA-RAGADLDAPV----
WP_216588816.1              DWTRIIR-------DSGLWQHTSGR--------PETH----------ERVKEKLTALVRWVVDSGAQT-----RAYRE--------------DP-----------WRDP-LYPERLDA-RLTDLVARA--------GL-QRD--EL--LSPAETACLLSAAIVQEGIVAITLDQ-L-N-R--L-----LPG--QF-----------DPG-------------PRGREQ------PSARS-DESDQ--VKWQRLVRD------------AARDVCR---AHSLVVRTTETL---R-SR---------GL-D-QAVAAADHW-LRHRFIAE-WDGLWEPDARQ-----RT---------AIDDLL-EKV-------------------V-EAVEAAADGPIPVRRTDDE-----RQ--ELDG-----------LLRQVLGHL----TVK-PGLS---PR--VNHTPYD----------DQW----------DREA---------KPVR--GNHWRGHQLARLLWTAGLLAASPRRLSSVLVDHLGAHK--------PLRAEEVTG-ALGS---LDYDDT----------DGRTV--E-------SR-G-IAVRL-RCPHPALHAAVEELARAADATVRTFGADA----------PAQPLLR-G-LPD-RVTTDELRALPGRY
WP_161167213.1              --LRLLS-------EHAVWDRADTR---------------------GQRLKQPAETVARMISEQLEEE----RRRLAD--------------HP-----------WIDW-EADQRASH-WLSLLIGRY-----------FAD--SR--FSEAEVAFLTLAPTLYHLQRVHNAQL-T---E------------REL-----------QRF-------------------------------D---------------------------DQDEDWA---DYSSLLQRVTPD--RR-PA---------PR-S-RDVRTVRLW-LLQQRRSQ-LSMASDRL--------SD---------GTLEAW-RQVSKS----------------SPSSLLP------------EL----------LDV----K------LLSWLFQAM----QHG-GSI--------LASPPPE------------------------------------TGPA--AGTVRRRLIGYLLTLSQAMALDLADLPRVLVDHLRSDD--------GMSLRQAKK-TIGE---AEWTT------------------G--D-----N-S-LALVA-SCPHQAVMAALQEHAASVDGLLYHASHRVP----RDSESA-A-ELS-R-LPV-RASGDHVLPERG--
AWW37455.1                  PWQQMAV-------EHEAWRRVVCER-LDESEAEQAV----------EQVRIAVARLVGLWGHETDIA----DAWLAEHG------------DI-----------WRPM-GSESRMSL-GVATMLYESAPTPRRDDERTAPA--PA--LSLTEAALLVAGPYLYTAFGTRFAHL-A-R-D--L-----RPW--TL-----------VDG-------------A-----------------P-GPL--ADCGFADRG------------AFDRYCS---GHLALKDRERRA---R-QR---------GR-D-GDARAIAWW-LARQWLLR-LPATRD----------AV---------RGSGLA--------G---LVTLPEE-PEFE-PWLVR------------EV----------LGP----D------RLWRLVELI----GLD-LEQW--QP---------------------------------PEPETV-AA----QRGA--EHTVDWEKTGILLTVAHHMAVDPTLLSSLVAEHLGISA--------PVDGDSFRT-ALRE---ATWQP------------------D--G-----P-RCRALST-ACPHLAVELALRDHADTLDRAVRAVLRGPA----GERV-----ASW-G-VPA-AFGAGKVTPA----
WP_042456924.1              DWATAVR-------DAQLWAAVECG--------DARR----------RELQAALDALVSRCAEGCTRA----SAGRT---------------DP-----------WADP-DYPVRVLTRGLRLLVAPSE---------TKGG--PL--LDPGEFAVLAAAPFVREAVYAYGLKA-L-Q-D--V-----EPL--SL-----------EPA-------------VGPI------------A-L-EQ---------RRA------------DLEQTWA---AHPMVWRKGREL---A-ER---------GR-V-EEARAVASW-LLHRHLRG-QESLWE----------T----------YAPVLL-KQL-------------------S-LTLLGDP------AGDQPA---SRSAAPELVD-----------ELIRITRSV----GLM-PSQ--------PYEDEEA-SAG------ERW----------RLKELRTVCA--DRTDEV-SERWRPEQLSRLLGLAGLLAGDLCELPGVLVDNIGVAD--------GLTPAQAVA-AARE---LRWTR------------------DEHT-----N-T-FDLQL-ACPHPAVHAALTTLTTWSDDAVQLVRRNR-----RPDH---DDVFR-F-VPS-RVTDTGLRPGYDPD
WP_103352760.1              R-AGRVA-------TSSLWDHVG--------R-GAD------------FYRARVSAAAAHLETVVTAL------------------------LP-----------RLAD-GFATRFLE-RIVWLWSEK-------------P--PS--LDAAEAALLALLPFHRQANLVRLAVE-H-A-G--V-----NPA--QL-----------GRG-------------T---------------S-G-TA---------AAR------------SFEAFLD---GHEVLVHRAGR------------------R-P-DSAPPIGWW-LFHRRLAR-HESFAD----------------------AGPLL-QDA-------------GT----P-LAELG------------ET----------FAA----G------RVCALLEGL----RLG-PD---------VCHPEFL----------GAV----------PAEDH--VR-----APG--RQCIRDQRLALISALAATLAIEATALPDVVGEHLGIPV--------PVDPATVRS-CLDE---AVWGG------------------P--H-----D-L-PVLRA-RCP----------------------------------------------------------------
RRQ85303.1                  KWMDIVD-------SDDIWSLCEGA------G-ENRT----------ENLKGSLKQTIEKCSEYYRNT----QLQDA---------------NP-----------WLDD-EYPVRVMQ-VARRLLTGP--------TPTSGR--GV--LSAAELAALAVCPFVREAVLGAAFTE-C-A-G--L-----EPS--NL-----------EPG-------------T-PD------------N-M-TN---------ERA------------ALENTWQ---AHPLVWRKGREL---R-KR---------GV-F-QDAATVSSW-LLVRHCLG-MEGLWD----------ES---------FVRSLL-RPL-------------------A-SEILEV--------REQQA---SRVD--DLID-----------QMIFLARQM----NAA-PGE--------LNEESAE-RNQ------RYW----------QGDHIS-LP-----SGQ--TEPWRMGEISQILGLAGTLAADIRTFPSVMVDHVGTSD--------RIEIDQAVR-ALQD---IRWTQ------------------STHD-----A-Y-LDLDL-HCPHQALHAALESLTSWADEAVKRIKLAN-----ADHANPRSAIFA-H-VPR-RISCERLRPARDA-
WP_099968874.1              PWAEMVT-------KSTLWEHTTGS--------DAVH----------DRVKAGLANLAEYVGRNVGQS-----RARQD--------------DP-----------WRDQ-TYPARFER-RLVGLIERI--------QRNESR--AL--LSPAETAVLLAAPLVHEDITAVALEE-L-R-Q--V-----LDE---------------------------------------------------GRL--DEHGALVAA------------AVEDVRR---AHKQVQGTFETL---R-GR---------GL-V-AEAWATEHW-LRHRFIAD-WDPLWERTGD------YR---------SVDILL-CKL-------------------A-RIIADSADDLPPGGHSEQS-----LL--RIDG-----------QIRQVLGHL----TVE-PGDR---PR--INDAG-S----------DDW----------SRI----------APVA--GGGWRAKQLAQLLWTAGLLSADPRRMSSVLVNHLGAHE--------PLRPRPVVQ-ALSEE--FDLAAV----------GDLT---A--G----TY-A-LDVRF-HCPHPALHAAVEELAARADASVSAIRNRW-----LEDRSSLPSLLR-G-LPE-RVTARQLVPEPGQY
WP_048586600.1              RWTEAVR-------RCELWDHTAGS--------PAVH----------ERVKQQLGELIRYVVDSCAGA-----GAHAD--------------DP-----------WNDP-AYPERVVR-RLDDLVRRA--------GL-RPG--DF--LSPAETACLLAGPFVHEGLVAVALQD-L-R-V--H-----QPL--HL-----------GAS-------------PADE--------------S-GDS--DPHGRQVRG------------AAQDVCR---AHSQVQRTAGTL---R-AR---------GL-D-DAARAADHW-LRHRFIAD-WDALWERDGA------YP---------AVDAIV-AKA-------------------V-DAVVAAAEDPTAGPRTDEA-----RD--EVDD-----------QVRQVLGHV----TVN-PGGADNGPR--VNVPGRG----------DGW----------NIR----------QPVR--DNTWRAPWLARLLWTAALLAADPRRLSSVLVDHLGAHV--------PLRPQDVVT-ALAYD--FDYAQT----------EGRT---A--A----TH-G-LDVRF-SCPHPALHAAVEELVGHADATVRTVHREW-----NSTGL--PPLLK-G-LPD-RVTAENLTPRN---
WP_198026927.1              PWCVEIE-------GSPLWQTVADG------S---------------PELATGIRQIVWNAEAMVHRA----VAAVPT--------------DR-----------WRDL-QAPARVIR-QLLVLLGDKA---------------AM--LSPAEAAIALVVPHVYEAILAAGTLM-L-T----I---GGDPL-RPL-----V-----DEAD------------A---------------N-P-SA---------PWI------------AWRNSFR---SEEMLAERHAQL---W-HR---------GA-V-TEAEDLAAW-CLNRFLHV-SGELWEYVPDA-----AEHSIGGWINADLGTLF-ALPEFAVR----------------DDRVS------------VV----------LGG----R------RIVQLARLM----YAD-FEE--------IEAGREP---LG----GGKL----------LDDERI------GPPPS--DWHLHEATLAHLLSLAASMSADPRRLDRVLVDHLGLAA--------QSSAAAYVR-IFAK---IGWYA------------------E--G-----T-G-LVLGL-VCPHEAVDLAAQRLVEALDAHGHKLAPRA-----RVDAGG---LLS-V-LPR-HFSDLRVTPEEDA-
WP_176737989.1              AWRRAVE-------NTALWQHGTSP---------EHH----------ETVRAALLKLVAQGARQWQDV----QDLLPEKASA---------RDP-----------WSAH-NYPIRVLT-EMEGCL--------------TEH--AT--LGPLELGMLIAAPFLREIALSAGLRE-A-A-G--I-----GPT--LF-----------ERT-----------------------------Y-Q-DG---------PRH------------DLEITHA---IHEHVCRRAEGL---A-RR---------GK-N-DARDALALW-LVHGWLNG-RTATWD----------AP---------ALHQSA-RRL-------------------A-TVLTCL--------PGATT----------VTE----N------EVTSVLRVL----ARA-VGAG------------------------AED----------ALLSER-LR------WD--DFAPRTRALGALLMVAGVMAADLRRMPTVVVDHVGTGS--------QLQIATLHE-AAMR---LRWHR--------------------------------------------------------------------------------------------------------
MBB2943582.1                RWRPVVA-------QSKLWARVDGEV-----D---------------PRVVAAVEEIASAAWDQFQAA----AAALPH--------------FP-----------WGDA-GFPERCLH-LVDDLL--------------APD--AR--LSAAEVAVLLAAPFLREAVLCAGLTE-L-A-P--D-----APL--DL-----------TTP-------------V---------------G-P---------------------------ELDVTFQ---MYPRLVAKALAL---P---------------G-PEQAAVAGW-LLNRHLLR-RVELWN----------QN---------VAGELC-RQL-------------------A-RALVVPG------SANQAA----------LQI----R------AVAAHVAAA----RDD-FDR--------EADSDKP----------QLL----------DEVRWN-SP----GHRQ--AYPVRQRQLAMLLAVAGSMAFDPRQADEAIVNHIGIRD--------RIHPVDVLS-TLDE---ASWTI------------------A--E---DRQ-I-VELAV-ACPHPAVDLAWQSQAAQVDGLLGL-----G--GP-------------G-LPR-RVSTTRVEP-----
WP_173315153.1              R-------------GHPVWDKVADQ------Q-EAE------------EWRTQAETVVRTLDRELVCE----REKLRD--------------DP-----------WLDW-ESDLRASA-RLAELVERT-------------E-VAA--FTPAEAALLAVVPALYFGFRVRLAAR-A---D--------------------------------------------------------------------------YR------------DLRTEWD---QYPRLQRQTDPRGGTDGPRG-DRQG-VAGASR-RDRGVAEAW-VLHQTRCD-PGNAHDR---------SD---------DLVRFL-QSMLAG------------------TDELE------------EE----------FSP----P------LVSWLFRAM----RHG-AGV--------LAEPPVL------------------------------AA-----RPP--KDGPACQRVGLMLCVARLMSLDRSELPSVLVEHLGGRE--------PIGLARVRL-AVDG---ARWSM------------------P--T--ESRG-T-LTLTA-ECGHQALMVALQEQVQALDGLFCSNLRIP--------------GLA-D-LPS-RASDIEVKPELDP-
EPJ40546.1                  AWQDAVR-------TPALWERVQEC------D-AGTV----------AHFQDCLSALATQAARHVHHA----QRRLP---------------DP-----------WTDD-EYPVRLLSDRLPLLL--------------PKG--AE--LSALEVTALIAGVLLHETAWAERLGQ-A-A-G--F-----RPR--LV-----------WRD-------------D---------------E-A-DD---------QRR------------HYEQITE---HYPQITEKLTDS-Y-R-WL---------GDPA-DDRHAVTLW-LVHRWIEE-RFATDE----------EA---------VPALFA-DRF-------------------T-ARLLDVA------PPAAGE-----RL--GGRA----E------ALSQALRTV----AAG-LA---------LGAPPED----------ERL----------PPDRHV-VR------RT--PWRLRVRPLAALLRLAGLLAFDTRCLPEVLAEHLAVSD--------PVLPREVIT-VFRD---AYWVP------------------DRDG--SAAS-Y-LHLDA-VCPHPALHAALAAVVEDADDLGHLLRESA-----RRLPQDEAELLR-G-LPA-RLSDHGLRPDR---
WP_125750396.1              RWTDVVK-------NGALWKHTSGT--------EGAR----------RRVQERLGELAAEVARSRVDK-----EAPVS--------------TP-----------WHDP-DYPERVVH-MLGRLVEEA--------RL-EPH--EL--LSPAETAALLAAPLLHEGVVAITLSE-L-E-R--L-----RPD--RL-----------DQW-------------DETRGE--------------DPA--RDEDRKVCD------------DTADVCR---AHSRVNLAVEAL---R-RR---------RL-T-DAVTAADHW-LRHRFIAD-WDRLWDRADG------YP---------AVGALL-HKV-------------------V-KAVSAGAEG---TAPRDSD----------VDQ-----------AVRRVLPHM----TVE-PGSS---PR--IDDSDSP-----------AW----------TRTG---------RPVP--GNLWREEELANLLWLAALLAADPRRMSSTLVDHLGAHR--------PLTPKAVVD-ALGG---LGWDEM----------SR-----D--G----TK-A-FALRL-ACPHPALHSALEELAATADGSVRTRHRKW-----QEAGRPAPDLLR-G-LPR-RVTTQFLNPVARTY
WP_092775581.1              DWTDLVR-------SHPAWTGVDEA----------------------SGHVAMAMTAAEQLFA---------ASRAPD--------------DP-----------WRDD-ALPKRVTA-QVGALIGLI------------GE--VG--FSPLEAALLALAPLAHHARTVRV--------D--V----------------------------------------------------------------------DEA------------SFARFLDG-QQERRLVAR--------------------------GLPEIDKW-LRHRWLAT-QPLPPT----------SL--------------------------------DL------PEPTR------------RV----------VVD-----------ALDRVTRLF----RLS-PGD--------LGNPDRL-----------DL----------RPRTSH-LG----------GVVVRERLIGLLLAAAHALAVEPIALSPVVVEHLGVPN--------PVDLARLRS-TLAE---LSWEP------------------V--H-----I-G-LGLVA-ECHHEAVMEALRDQVTRVDAVLSAIHAVS-----ADDAHL-Q-PLL-L-LPA-RASADRVVPA----
TXS14229.1                  RWADAIS-------ASVLWQHTSHE--------SATH----------DRVKERLSDLAREVAKSRLVT-----DSALV--------------TP-----------WSDP-DYPLRVVD-RLGRLVEAA--------RL-TGG--ER--LTPAETAALLAAPLLHEGIVAIALSE-L-A-A--L-----RPD--RI-----------DRR-------------EDGRGR--------------EAL--TPHDRLVCD------------AARDVSR---AHSQVSLAAETL---R-QR---------HL-H-EPAAAADHW-LRHRFIAD-WDRLWDRTGD------YP---------AVDHLL-DMV-------------------T-AAVTAGS----PTAPSPQK-----RT--LIER-----------QLRQVLAHV----TVA-PGSS---PR--IDDSGEL-----------RW----------NEH----------PAVP--GNTWRARDLAYLVWLASLLAADPRRMSSVLVDHLGAHR--------RLVPADVTA-ALSE---YRLESH----------DEHVP-PD--G--SDGY-D-LAVDF-LCPHPALHAALEELAATADASVRALRRSW-----REARTTAPDLLR-G-VPR-KVTTEFLEPLEQQY
WP_192883628.1              RWTEAVE-------KSALWDVTADA--------GSVR----------EPVLDRLRHLVRLVVGLRTDT-----LARHP--------------DP-----------WDDP-RYPERLIG-QLGELAVQA--------GL-RED--ER--LSPPETAALLAAPIVHEGIVALLMDE-L-G-A--L-----PRE--DA-----------DRG-------------AADGAT-----APDGRE-P-GGL--DAHAQLVRS------------ELRDMGR---AHHLVRRTAATL---R-ER---------GQ-L-AAARAADQW-LRHRFVAD-WDLVWECTGQ------YP---------SAEKLF-DVA-------------------V-SAVLAATPAPGWCGPVAQS-----RE--EISS-----------QLRQVLGHV----SVR-PGGS---PR--INDPDAP----------DGW----------NDH----------PPVQ--GTRWRGEQLATLLWAAALLAVDTRMLSSVLVDHLAART--------PLSPSDAVI-SLSEG--LRYDPGK---------RGGE---K--E----RH-G-VEVSF-RCPHPALHAAVEELAARADTAFREIHRHH-----QGR----APLLR-G-LPR-RVSTGLLKPRDRKY
WP_161704377.1              RWTHMVT-------ESPLWSHTSGS--------ATVH----------DQVKEQLTALAQHVADGFSGK-----GAHRA--------------DP-----------WHDP-AYPVRVGH-ELAHFVERA--------GL-EGQ--DR--LTPAETAVLLAAPIVHEGAVAVALEE-L-R-R--L-----LPE--RV-----------DSA-------------DPQEGA--------VDH-SVDPQ--EKHDADVRG------------AVRDTCR---AHSQVLRAARTL---R-TR---------GL-D-EAETAADHW-LRHRFVAG-WDTLWERTSF------YT---------TVDNLI-DRA-------------------V-SAVIAADSRSAPEPPSKAR-----RI--AIDR-----------QVREVLGHL----TVN-PGSS---PR--ISDPSQS----------DAW----------HTH----------PPVQ--GSLWRGDELARLLWLAGLLAADPRRMSSVLVDHLGAHE--------KLSPRKVVA-ALSTD--FRYEDT----------AGRA---P--G----HH-G-RAVCF-HCPHPALHAAVEELAATADAALDTLHREQ---------PSPPPLLR-G-LPD-RITLDHLVPESDAY
WP_093838203.1              KWREAVN-------GTPLWERVEPG------G-GPAA----------GRLRQALLSLADDTARRVHQA----QGRLPA-------------ADP-----------WADD-AFPVRLLTRTLPLLL--------------PPD--AC--LSPVEAAALIAAPFLREAAWAERLGQ-A-A-E--C-----EPL--AV-----------ERQ-------------P---------------Q-P-TA---------RRA------------HLEQVHG---NHPTLARKLAAA---R-AR---------GR-T-GEAQQVALW-LVHRWIAE-CLDIDE----------SP---------VPATAA-RTL-------------------A-RDLLGE--------DAEGS----------GRN----E------ELAGLLAAL----ALA-VD---------AVPDTDP-D--------GTR----------QHGSVR-LA------EG--TQVFRERPLRALLRLAAVLAADARTLPDIVAEHLAVSV--------PVVPGDVLR-LLGTS--LHWER------------------D--G-----E-G-LHLHL-LCPHEALHAALSDITERADRLSATLRAEAG----SSLPGKQAALLA-A-LPA-RVTARGLRPRQ---
WP_147970348.1              GWTAAMH-------DSPLWARVTSD--------EVVT----------GRLKDRISLLIDRTLRIRHDAG--RRQKAGP--------------DL-----------WEDL-QFPERLLV-QLDRLVPDG------------PE--GR--LSPLEVVVLLAAPFVREAAVACSRRA-L-A-E--LY-PPAGPA--EG-----------ETA-----------------------------R-PGTG---DTYRDHLGH------------DMEDVRR---AYQQIDAKRRRL---R-SA---------GA-E-AAAVAAEQW-LRHRLPAD-WDQLWC----------PP--EDGDGIGALGSMA-DVLGLLTD--------AA----EYAAFLEI-------TSKATR-----RG--RLRD-----------ALLQVVSQM----HTR-PGTR--APDG------------------KEW----------AKELAERLM-----LAD--TTTWRPAQLAGLLHMAELLAIDPRMLDGIVVDHLGDD---------VTDPATLVA-GLDD---GGFAP------------------S--G----GH-D-WGLVF-ECPGAALHVALDRQAQSAAAATQELREAH-----RGQP-----LYA-R-LPR-HVGTGGLEPRNESY
WP_180219501.1              EWSRELH-------KSRLWDRTALG--------EEQI----------AALKTSLGKLVTKVLAILKDAN--RAHKAGP--------------DP-----------WDDL-GFVVRVLH-QLETLVPPS------------SV--VR--LSPLEVVTLLATPFVREAAVACGRRI-L-S-E--LY-PRRGPG-EDF-----V---------------------------------------SVTG---REVWDQVHE------------DMADVRK---AYAQIEERRLQR---V-GN---------GPVDDPAAVALEHW-LRHRLLAG-WDQLWDPLQE------PAP-PDGYPL-GLQSLA-DAVDFLIT--------TA----A-HAVSGP-------RPEPST-----VE--RLRP-----------ALLQVVTQM----RSR-PVLT--APDG------------------KEW----------NDTLSKQLG-----RRL--SVQWRPKELAGLLHMAELLAIDPRAVDGIVVDHLAAAH-------LGVTAEQVVT-QIRQ---SVFKPV-----PAQEMGLDAAYQD--D----SD-D-WTLHA-TCAHAALHVALERQAAAVATAAEELGNLP-----SDQF-----LLS-R-LPR-HVNTDAL-------
WP_116174139.1              PWGRLVH-------DSKAWQPSHD--------------------------RSPAIAVAGQLAALN-------PALPAE--------------DR-----------WLDD-SFVTRFSQ-SVDWVVNRL-----------SEE--YM--FSQAEATLLALIPLLHEVVWRRAAER-R-L-P--A-----VPD-------------------------------------------------K---------------------------ELA------KVDSRLAARM------------------------KEHEEIRWW-LRHRWLWL-EADVLA----------TD---------AINTVL-EEI-------------DG----L------------------EE----------FKS----E------RAAVLLQGL----RLD-THQ--------LCEGSRI----------NEL----------NEQQTI-HG----GTGD--EQPLSLPLLSLVLAIAYRKTIDTTDLSSVITWH-G-----------PTVLDHLHE-TVSA---VFWQV------------------H--A-----G-C-LLPFA-KCHHAAVAAALHEHTNHLDEFLHAVRRAA-----EDPTVL-H-PLR-R-LPG-RAIGGSIRAAKGPD
WP_200285139.1              RWVRCIE-------DGALLRMVAAA------S---------------DGLVIQLRALITEAEDLCRTQ----REALPA--------------QR-----------WSDD-AMPARAVQ-RLELLLD------------QQPE--PW--LTPAEAAIAIAIPHLYEAILAAAEQR-L-QRD-------GNPL--AL-------DGY-APE-----------------------------S---SR---------MAL------------ALRNRFA---SEAAHGRRRELL---Q-RR---------GL-D-AAADDLAAW-QMLRFLHE-SGELWDYASGG-----AS--NRSWLGRALDSLF-APAPMAE---------VS----A-DHRVP------------RV----------LDG----C------RLVALARLA----FAG-FDDI----QL-EANRERG----------RQL----------ERDRCF--G----EGRA--QWCVDEVKLAHLANLAFGLALDARRLPALLAEHLGVDP--------LVTAESLRA-TLGT---GEWHR------------------N--G-----D-G-LSLRL-DCPHEALDAALETHVRDLDEHLSRLGREQ---------VLSTELLV-H-LPR-RLD-----------
WP_103780410.1              EWTRAMH-------GSELWHRIDTG------Q-DVNT----------GRLKDALSALIDKVLAVRRAAG--RPGKAGA--------------DP-----------WENP-RYPERVLT-QLDRLVPVG-------------E--GT--LSPLEAVTLLATPFVREAAVACGRRA-L-A-E--LY-PPHGPL--DP-----------DTP-------------------------------PAGA---QGIKDHLRQ------------DMADVRK---AYGQIDTRRRRL---A-AS---------GC-T-DAAVAAEQW-LRHRLLAD-WDQLWEQLTD------PA--GAGRPLGALDSLA-QVAELLTD--------AA----GRAAGLGS-------RPSPTS-----RE--RLRS-----------AVLQVVTQM----RGR-PGDT--APDG------------------RKW----------KTTLAQGLG-----IGG--TKWWRPRQLAGLLHLAELLAVDPRLLDGIVVDHLGVEH-------HETRPADVVA-QVAA---GEFRPVD---GPHRPTASRDTTPG--G----RT-D-WTLEA-DCGTAALHLALERQAEAAASTARSLWQAL-----PEAD-----LFA-R-LPK-HINTDALEP-----
WP_232408133.1              AWVAGAC-------NSGLWPMVHTP------D---------------ALLADRLRTLIQRAEDLYLEA----RRSLPR--------------QR-----------WSDW-EASLRALR-CLWLLLDPK-----------AAE--PP--LKAAEAAVAIFVPFLYEAVLAAAELG-L-AHEGDV---F-KPA--DY-----------GRD-----------------------------S-K-QR---------MAL------------ALRNRLD---AERARGRRRDQL---N-AS---------GE-K-ASADDLTAW-QMLRFLHA-SGELWHHERET-----AA-LLRGWVADDLDALF-ADAPPDH---------PG----E-GETVV------------NT----------FDV----A------RLLGLTRVS----LSG-YEQIL-AASM-RGNRDQS----------PRL----------TADRYV---------GD--GQVINETKLAHLLHLAFGMALDPRRMPPVLLEHIGLDP--------AVNARALTL-SLRGVD-RNWTP------------------K--D-----A-A-LDLRL-KCPSAALDAALEIQIDELNQDLDRLLRDE---------EPARDRPP-G-MPE-HL------------
WP_193241698.1              KWARVVH-------DSALWDRIADP--------GVDK----------GRLKDSLGLLINKVVAIRRDAE--LPNRAGP--------------DP-----------WDDA-EFPERVVA-RLDSLIPAT------------PE--GR--LSALEVVALLATPFFREAAVACGRRA-L-A-E--LY-LREAPG--KE-----------DKT------------------------GRQTRS-SDRG---DDVRPLLRE------------DMVDVRR---AYKNIEAKRQRL---L-EA---------GS-H-SAAEAVESW-LRHRLLAD-WDQLWTAVAG------PGP-----VVGALDSLR-GVMEQLLE--------AA----ESAAALGP-------RPPVRS-----RD--HLRS-----------ALLQVISQM----RTP-PAVS--APNG------------------EEW----------QGGLDTFLG-----LRR--RKWWRPRELAGLVHIAELLAIDPRALDGIVVDHLGELH-------LGVNPKELIA-QVRG---SEFHPVNYAVGHETPPPSGTPAPD--Q----RV-D-WSLHS-ECGSAALHVALERQAHAAAAAARNLFKSM-----PNEA-----LFD-A-LPR-HVNTDAL-------
WP_159105720.1              -WVQAVS-------VARLWDLPCSD------P-QDLQ----------DTLRASVTAAVRSLSGKYRRA----CEQLR---------------HP-----------WQDD-DYPMRVLD-AVAGLPAGT----------------RP--LSALEKALLCGLPFMLATALAEEFSS-V-F-D-------------SF-------TGF-SRF-------------------------------D-SA------------------------QLQNALMDHDFSPLEENRVRRL---H-AR---------GE-N-EDAWALVTWRLVHRSSGL-RIAGTE---------GTD---------HLADTA-ERL-------------------A-DALLP------------DV----------ASS--HRK------RLQAIVDQL-SRYHLSYPSCTA------LDDYPGT-----------------------SSHFKV-------TSQG--ASQLNDHDLAARWSMGAALAIDVRELSDTVGEHIGTMY--------PLEPEEVLL-CLED---ASRRVV-----------------E--D-----R---AEIQVHLCPHGAVHKALEAHATRCREAISRLHGLGL-----------PPDLA-W-LRSVRAIDVSVHPAPGAY
WP_031068244.1              --EQRIR-------DHEAWRRVDDR------A-EAE------------AYRDEVLTVIGNLRTWLEQV----PPRVQD--------------DP-----------WLDW-EADQRAAS-RLSELIRAL-----------PRE--VR--FSAAEAALLALAPALYHGFRVKLVSR-A---D------------------------------------------------------------R---------------------------DLADEWS---SYPRLRRQTDTT--VD-AR---------RR-R-RDRDVVTAW-VTHRTHAR-PGDFHRH---------TS---------ECSTFM-RRMLRS------------------TDELT------------EL----------CTS----Q------RMGRLFQVM----QHG-GEV--------LTDLLGS-----------------------------------ASDGT--DPEVRLEVVGPLLCAAQIMALDTDELPVVLVEHIGGTD--------RIGLAHVRR-AVGE---AEWII---------PSAGDA---S--G-----G-I-VRLRA-ACDYPALMAAFQEHVTTLDRLLCGDLDRR--------------QLS-G-LPL-RASDVEVRPVQDP-
MBF0310456.1                PWGTALW-------NNTLWPEHP-----------------------VSRLQRQVSQFGEYCYHILTTST---FAPATP--------------NP-----------WRDN-EWPIRAIE-RVERLSKQT-------------G--RS--WCDAEVALLLLAPVLRHTALALAESA---A---WV-----KIA--HL-----------TTD-------------TAD-------------GLQ-EP---------AER------------AFGKQLA---RKPQLQRKLQRL---S-ES---------NH-T-READWLRHW-LLHQSLLR-ESPLWDLNSPLLPLEWQE---------HVWNLL-EQI-------------------DPKKIL-------------------------FSR----QDKSSPFRLARSLSFT----ESN------------LEAETAE----------NSG-----------------IR-----LDE--GNTVNLTDLGHLLALAGWLALDPLLLPEVIADHLGLRE--------PIEPQSVVD-ELRR---LQWVD------------------G--A-----S---WDMQLRNCPHPALDSALRDVVAILEALRRKI------------------------------------------
WP_073495056.1              QWTDVVE------TFLRGWAPAAAEL-------DPTV----------ELARKLVLRLAQSCQD---------EPRLAN--------------DP-----------WRSA-GFAVRMCE-HLTDMVKRA--------CGRAGD--PL--LNQAEALLVGLMPFVYATWWDGALGESL-K-S--T-----DPE-RDL----------LGER-------------PAA-----------VDG-S-DG---------PRG------------SYREFLE---RRPDAVRRARSA---V-LR---------GN-E-TAARAICWW-LYRHWVLN-RAFIER----------KPDPLQ-----AIGALL-EET-------------GE-P--S-RTMLR------------RLFGLYGRF--TLQQ-----------VLDPLMSAL----LAS-PDPRL------------------------------------------RVG----KPTT--DTDIRAGLIARLLSVAHQMAVDPFALPTAI-DHVNAGS--------SFTPEVLRE-RF-----WSWQRLSR---------------D--G---SGTVG-YDLGA-ECASPEVASVLRAHVTAMDRYVLRVTHPD-----NGLPEA-A-ALG-DVIPL-RYSSLGVRPGPD--
AUX32263.1                  -WAERLR-------ASRLWDLAAADV-----E--------------VARTREETAALAAACAAHAAES----TAAATEALGF---------ADP-----------WRDD-ALPGRTIA-GLEVLLGAA-----------PLD--PP--LNAVEVALLTIAPVARETLLRAALLD-L-A-R--H-----HPA--SF-----------AQR-------------P---------------G-A-AG---------LRL------------ELEAQHR---MSRGLVVIAEAA---------------PGADS-PAARAIAAA-LASRAAIT-SPETWRRL--------PP---------ALRHAQ-GQA-------------------A-RGLAA------------------------LER---VA------PLTELAQVA----GAP------------LDGRGSR-AP-------AGFG---------ARELSL-LT----LDDR--EIGVRETFLLHLSQIAGMMALDARALPDWALATLGTSD--------PASPALWAA-TRDG---LTWSV------------------R--A-----E-Q-LAMAG-SCPHPAFDLHLDAVVGQLRTLLDRAAASWI----SRRGAP-R-RAA-P-FPS-RVDRRKLRP-----
WP_147163312.1              PWAQAVA-------DCGLWDKANGPH-----K---------------DAARAAAIAQAAECWSIATAPIGTDGPGAPG--------------DP---PHSD----WVDL-DVPIRALE-ALVDLVGNA-----------GLA--PC--LNTVETALAVAAPFLRAAAVAQAEAW-AFQ-D-------GGPS--PL-----------EPD-------------PNGE------------A-A-TP---------MRR------------ALRVRWQ---KQPHITRRVAAL---R-AR---------NK-P-QAARDVAWW-LLRRAVCG-DPGLWR----------KR---------EKQGFLDDSAVDRLK----------------NALFASL------PDLQQV---------PLVK----D------DPFCFARFI----GAD-DER--------LRAAWEN----------SRY----------PLTTPLPSA---LRGEG--GGGIRSRLLAALLALAGKQALEALELGAVVVDHIGLGE--------PVTAAEATE-QAQATR-AGWDF------------------Q--G-----G-T-VTLNV-ECRHPALDFALCEQVRALDALGH--------------------------------------------
WP_014673887.1              PWTDAVL-------RSHLWEHTDGT--------SVQR----------GRAREHLAEVVARTVAIRR------SRDTGA--------------DP-----------WDDP-LVPQRLIE-RLGHLVDAA-------------G--AR--LSLIETVVLLGAPFLREAALACGLAA-L-R-A--VH-GDDGPD--DG-----------AAA-------------------------------Q-EP-PEDSFAAHLGR------------DMGDVRR---AHRQIEATRRTL---L-RR---------GH-K-TDARSAEYW-LRHRFLAD-WDLLWEDRG-------DP---------ELDSLR-AATDLLVQ--------AA----ESAAGLTL---------GSDE-----RG--VLRR-----------AVVQVVSQL----GTGTPADAV-APDG------------------TPW----------DTELCAYLC----GEAD--RWSWRPGELATLLHLAGLLALDPRMLDGVLIDHLGPREP------TQVRPESIIG-EIAAN--GGFLPAT----RNRPAEGDAPGHAVAG-------P-WRLVF-KCGSAALFTALDRLADRITAESQATRRAR-----GALRPG-D-LLS-G-LPP-VVKTEGLLPRNRGF
WP_215595218.1              PWASILY-------ENPFYQGLD------------------------EIEKEQLAFFAHKSWEFVITSL---PEDYAN--------------TP-----------WFKT-NNLNHLST-SFLKIC--G-------------E--HN--FNNYELSVFYTISILKEIIIVSGIHN-S-TNE--F-----DPI--SF-----------EST-----------------------------ELG-GI---------WRN------------NYDYSLQ---KYSRFKRKIQSF---I-IE---------EK-Q-SEAKAVAYW-LLRKSIIN-TPKAWK----------SI---------EEDGLFDYNLDFKKHF----------PEPN-TEFIN------------TL----------LKI-----------DFSVFVSYF---FKEA-----------YAFNKDEE----------GVV----------KDKKIL-KG----TSGN--NITINEALLAAVLSIAERMSFDIANLNEVIVDYLGVDQ--------DLSVDAIAS-SINE---LFWER------------------D--N-----E-L-CEVHI-TTTHPAIDFAIRHQID---------------------------------------------------



# Phylogenetic trees (Related to figures 3 and supp figure 3)

## Calcineurin-CE
((((((((((((((((((('WP_091461115.1':1.303594,'WP_007517378.1':1.496435):0.11758,('WP_131769843.1':0.554567,'WP_163553262.1':1.255647):0.315193):0.256581,('NLT54662.1':0.726322,'WP_203383196.1':1.885035):0.18314):0.117102,((('QJT04443.1':0.440491,'WP_141723866.1':0.982075):0.482059,'NUT99099.1':0.80866):0.067772,('WP_178064719.1':0.712837,'WP_155368178.1':0.742034):0.339221):0.268685):0.346966,
(('GDY20820.1':1.145182,'MBB6474740.1':1.069496):0.201415,'MBA4159125.1':0.565857):0.187169):0.127481,('MBK9261615.1':0.75587,'WP_153822754.1':0.851228):0.185934):0.471604,(('WP_145092571.1':0.759767,'NLF67756.1':0.660884):0.270928,'MBU4350676.1':1.388066):0.455915):0.440595,
((((((((('WP_106395371.1':0.688713,'TKD02725.1':0.774951):0.19938,'WP_012830819.1':0.825635):0.18966,'MBI4700492.1':1.071681):0.105435,'MBF0369717.1':0.895925):0.095686,('MBF0141690.1':0.871877,'MBI5834361.1':1.530855):0.292542):0.124186,'MBI2421567.1':1.032189):0.135339,'MBN2718837.1':1.655784):0.181072,'MBF0630203.1':0.945439):0.197194,
('MBF0147762.1':0.941056,'MBF0179326.1':0.835908):0.371729):0.977687):0.299579,'WP_136921677.1':1.958634):0.224849,((((((('VFM97192.1':0.740289,'MBC8876715.1':0.704137):0.252769,'WP_172825520.1':0.707108):0.420532,'MBI1353637.1':1.082833):0.12076,(('KPA13876.1':0.889105,'QQS05233.1':1.033696):0.139347,'MBV8858690.1':0.648775):0.150701):0.381009,
('WP_023975000.1':0.83076,'WP_071627483.1':1.311818):1.4912):0.269702,((('OGR14884.1':1.63595,'QOJ19258.1':0.730434):0.314986,('MBL9042465.1':1.238813,'WP_016860991.1':0.610509):0.238866):0.112406,'WP_207690318.1':1.874373):0.248882):0.705966,((((('MBR1377843.1':1.197902,'MBR4338270.1':1.011746):0.262767,'WP_055431129.1':0.640959):0.345318,'WP_014021447.1':0.995122):0.261379,
(('WP_035193793.1':0.888193,'PPC99392.1':0.78797):0.147882,'WP_189354739.1':0.882643):0.278942):0.196892,(((('MBW4656886.1':0.740794,'WP_066628649.1':0.781838):0.17551,'MXZ69533.1':0.807472):0.280199,'MXV86080.1':1.211294):0.194179,'TET19292.1':1.288323):0.231281):0.795658):0.422497):0.244264,
(((((((((((('WP_158627404.1':0.909253,'MBL4688112.1':0.949672):0.172891,'HBB87986.1':0.811213):0.199256,'MBF0556105.1':1.010697):0.208531,('WP_058119357.1':1.099904,'WP_068067994.1':1.183055):0.204513):0.118316,((('WP_060999143.1':0.557047,'WP_213963420.1':0.833518):0.365819,('WP_087052138.1':0.62155,'WP_128317980.1':0.645141):0.27389):0.58343,'MBD8930010.1':1.465593):0.180834):0.064282,
(('MSC61640.1':0.739381,'WP_087230351.1':0.67254):0.143422,'HAM05867.1':0.793797):0.619247):0.476724,'HEY59992.1':1.351155):0.130973,('TMP98006.1':0.941601,'WP_207861548.1':0.792394):1.224189):0.221483,'MBD5396082.1':1.46051):0.294597,
((((('WP_095701674.1':0.890664,'WP_039519304.1':0.55406):0.372761,'WP_139725941.1':0.994809):0.337671,'WP_132970138.1':0.876525):0.173093,'WP_150946427.1':0.701678):1.007686,(('WP_189693607.1':1.192913,'WP_164596306.1':1.009284):0.688395,'QJU07754.1':1.847022):0.163103):0.347198):0.366073,'MBK6566186.1':2.309961):0.478236,
(('PHQ63571.1':0.733618,'MBM0230580.1':0.923664):0.162077,'WP_082868066.1':1.030628):0.855425):0.324233):0.18932,(((('WP_134759057.1':0.754041,'WP_175148189.1':0.572046):0.57675,('WP_069911070.1':1.272141,'HBY61017.1':1.011848):0.403368):0.137416,('WP_143090415.1':0.758949,'WP_025034439.1':0.857829):0.293824):0.339233,'MBV8656546.1':0.786401):1.177033):0.133084,'WP_153868433.1':1.927735):0.155718,
((((((((((((((('WP_198031094.1':0.79629,'NBC31056.1':0.987442):0.425195,'RWP82304.1':0.991289):0.643446,'WP_174043884.1':0.958363):0.24473,((('WP_165931515.1':1.171423,'WP_162234595.1':1.051991):0.218463,'WP_094680953.1':0.977682):0.424357,'WP_036297723.1':1.096525):0.288375):0.199701,'WP_081840955.1':1.184724):0.187907,
((((((('KZY96212.1':1.026245,'WP_170978669.1':1.027956):0.20562,'MAL11110.1':0.852385):0.136769,'WP_092867143.1':0.843859):0.186949,'MBE7184527.1':1.307906):0.170545,'WP_081731397.1':1.343952):0.171375,'NKB38347.1':0.851173):0.13636,'MBF0333421.1':0.744504):0.207869):0.077558,(('WP_183969457.1':1.139348,'PZO46792.1':0.786016):0.213029,'WP_082465961.1':1.552932):0.160768):0.104693,
(((('MBK7956450.1':0.800899,'WP_145842154.1':0.623613):0.327275,'WP_157781795.1':0.893628):0.579547,'MBK8466325.1':0.84783):0.26877,('MSR60593.1':0.755961,'MBS0375712.1':0.997795):0.189704):0.112209):0.171661,((('WP_089466359.1':1.329033,'EKE25436.1':0.693488):0.336085,'QDT99561.1':1.072124):0.137888,('KHG33182.1':0.968608,'WP_186467756.1':1.151228):0.505295):0.11291):0.137523,
(((('MBB35829.1':0.840816,'WP_055081748.1':1.302633):0.33406,('WP_085801935.1':0.768456,'WP_108820270.1':0.580295):0.208533):0.211304,('WP_153216437.1':1.153279,'WP_140574217.1':0.673543):0.230485):1.543327,((('WP_054561146.1':0.683533,'GAJ69962.1':0.793681):0.185589,('MAO12628.1':0.921397,'WP_115520823.1':0.565683):0.195575):0.63062,'WP_134177637.1':0.698844):0.44958):0.277663):0.205341,
(((('WP_062057785.1':0.850285,'WP_217073669.1':0.777548):0.201506,'NVK57824.1':0.858695):0.167987,('WP_207444309.1':1.208492,'TAM27072.1':1.167858):0.315652):0.516738,('AVP97530.1':1.039631,'WP_215839095.1':0.725564):0.643179):0.062348):0.304053,(('WP_107316335.1':0.727504,'MBH1803127.1':0.826145):0.266442,('WP_163973993.1':1.384297,'WP_219311001.1':0.568339):0.248682):0.702731):0.390236,
((((((('MBK9103974.1':1.030308,'WP_101573096.1':1.043201):0.177057,('MBA4409706.1':1.001746,'MBP1631348.1':0.910259):0.407659):0.255683,(('WP_075992326.1':0.830487,'AMR33468.1':0.997978):0.288534,'WP_110306471.1':1.040447):0.11891):0.061137,((('WP_141878326.1':0.685288,'MBO6516829.1':0.910682):0.434779,'WP_217935414.1':0.824245):0.186525,'TXJ28977.1':0.982821):0.138248):0.231296,
('WP_056870635.1':1.084244,'WP_108802177.1':1.652546):0.309961):0.131969,((('WP_148311336.1':0.571034,'WP_031426972.1':0.790238):0.146535,'ETZ22815.1':0.766874):0.262818,'MBN8672817.1':0.740827):0.203714):0.212151,'KAA6465274.1':1.717275):0.312308):0.447938,'PCJ91185.1':2.776459):0.364825,((((('WP_167631098.1':1.011359,'WP_187716414.1':1.269306):0.272597,
('TRZ90093.1':0.834056,'MBR3223077.1':1.185439):0.337277):0.264652,'WP_154380680.1':1.26194):0.152517,((('WP_102310267.1':1.085089,'WP_116814514.1':1.041849):0.100051,'WP_187447092.1':1.121273):0.103507,('WP_139472794.1':0.986495,'WP_162808929.1':1.051195):0.184824):0.487424):0.330898,('WP_156194854.1':1.015212,'MBE6634905.1':0.784544):1.180502):0.324139):0.60911):0.069501,
(((((((((((('WP_019229254.1':0.632686,'WP_101303253.1':1.105829):0.284414,'WP_069875347.1':0.945188):0.192689,'WP_108507490.1':1.050001):0.1311,'MBS5016444.1':1.807714):0.128419,'RGG55697.1':1.056162):0.214129,((('MBN2918742.1':0.997217,'MBO5968061.1':0.811329):1.00162,('WP_195464945.1':0.755765,'MBO4562683.1':1.085881):1.176685):0.170097,
('WP_044976747.1':1.074116,'WP_145085424.1':1.747265):0.578365):0.50339):0.286646,('TGY88057.1':0.87168,'MBD5099121.1':1.283787):0.867947):0.506668,'NOT37622.1':1.869015):0.174266,('WP_170199707.1':1.141552,'PSR41238.1':1.076135):0.728805):0.224563,(((((('WP_222280237.1':1.517234,'HAV5333352.1':1.763866):0.185196,'WP_046352226.1':1.710182):0.113121,
('WP_083318595.1':1.102823,'MBK8815632.1':0.988291):0.148462):0.150058,'MBY6221532.1':1.175398):0.222948,((('WP_102036371.1':1.172154,'TFH88462.1':0.986966):0.279048,'WP_182241486.1':1.638851):0.244534,('WP_063608982.1':0.927152,'WP_102264779.1':0.805686):0.468133):0.165365):0.17775,'NCD07089.1':1.437539):0.452168):0.211946,'WP_183791663.1':1.672737):0.47507,
((((((((((((('WP_146810469.1':0.658104,'WP_072961377.1':0.907164):0.421022,'WP_209920118.1':1.077484):0.155003,(('RZJ76934.1':0.71545,'WP_114006095.1':0.743555):0.256901,'WP_213304560.1':0.733042):0.363211):0.165234,('WP_074233654.1':0.730342,'WP_046676219.1':0.861242):0.380338):0.586682,'AMS26852.1':0.739251):0.181951,'WP_007811634.1':0.968694):0.070594,
('MBQ3749725.1':0.777717,'MBR4583691.1':0.642632):0.696931):0.140986,'WP_110348616.1':1.060868):0.190334,(('WP_158991699.1':0.792423,'WP_179415970.1':0.638745):0.224225,'WP_109927973.1':1.089498):0.235939):0.283287,'WP_035627465.1':1.31544):0.541578,('WP_171773518.1':1.715645,'MBN1971817.1':1.009988):0.251402):0.18574,
(('WP_038673632.1':1.776671,'MBR4983253.1':2.012589):0.027016,'PKP23044.1':1.3491):0.233942):0.18989,'WP_118731489.1':1.977323):0.792996):0.34435):0.233916,(((((((((((((((((('MBM6999095.1':1.437247,'MBR2835679.1':0.590272):0.318381,'NCB32297.1':0.75405):0.163512,'WP_167836209.1':1.097368):0.110187,'MBP3524753.1':0.753142):0.146124,(('WP_049895854.1':0.607956,'MBE5827920.1':1.085091):0.160091,
('MBQ3261950.1':0.854019,'MBQ6223061.1':1.082584):0.186478):0.047897):0.112929,((((('MBQ5976504.1':0.416609,'MBR6352305.1':0.671953):0.414142,'MBP5197968.1':0.871783):0.152208,('MBO5201042.1':0.845154,'MBQ4140013.1':0.943539):0.355599):0.079847,'WP_027973615.1':0.954735):0.099936,'MCB6992546.1':0.759225):0.072398):0.116617,
(((('NLB27439.1':0.684939,'WP_051910393.1':0.778618):0.210173,'MBO4837444.1':0.786978):0.205826,'MBQ8081159.1':0.991662):0.103324,(('MCC8126881.1':0.989094,'MSA71927.1':0.765706):0.170296,'MBQ1335038.1':1.148716):0.167119):0.13052):0.131044,('AMC94145.1':1.016054,'HAW13561.1':1.155097):0.154452):0.096984,
(((((((((('MBR3311355.1':0.956674,'MBQ3461295.1':0.692997):0.264823,'MBR3350190.1':0.914168):0.215909,'MBR2067786.1':1.092164):0.081886,'MBR4456057.1':1.519556):0.150228,'MBQ9153176.1':0.741252):0.113008,((('MBR3840091.1':0.788114,'HIS94876.1':1.122508):0.123894,'MBR6526765.1':1.124976):0.128329,('SFE21034.1':1.252416,'HAO68934.1':0.758042):0.226594):0.088198):0.062401,
('MBR2808987.1':1.27664,'PWM64158.1':0.469355):0.264681):0.190324,(('MBQ5326293.1':0.665199,'MBE6887060.1':0.92332):0.477208,'MBS4784928.1':1.014571):0.151625):0.085228,('WP_080568830.1':0.809028,'WP_054739797.1':1.079922):0.083793):0.085987,'WP_123609930.1':0.772892):0.111904):0.113644,(((('MBR5485583.1':0.63529,'NLK93882.1':1.137185):0.255008,'WP_226927335.1':1.000566):0.268671,
('MBR2824694.1':1.005639,'WP_078710802.1':1.033343):0.421436):0.163862,(('HIR45435.1':0.725266,'WP_106612561.1':1.149069):0.199679,'RHQ17262.1':0.933014):0.387073):0.15549):0.040858,((('WP_031547813.1':0.98326,'MBQ1440117.1':0.88491):0.917426,'WP_175498414.1':1.9028):0.167487,('MBQ7437551.1':1.421686,'MTQ97230.1':1.515056):0.365644):0.43028):0.074119,
(((((('MBQ9326685.1':0.862785,'MBR2700291.1':0.694412):0.153601,'MBQ8159190.1':0.972704):0.200479,('MBQ9299500.1':1.278588,'MBR5344719.1':0.658106):0.217182):0.170622,('MBQ9326302.1':1.053871,'MBQ2460844.1':0.901199):0.266611):0.608754,'HHX04216.1':1.163773):0.200694,(('MBE6881895.1':0.878688,'MBR2583334.1':0.811413):0.716449,
('MBQ6685641.1':0.851073,'HAR48412.1':1.063194):0.546318):0.162127):0.089387):0.116074,((('NLL74682.1':1.231511,'WP_166064457.1':1.057615):0.144827,('WP_159430169.1':1.026963,'WP_177188689.1':0.726957):0.285):0.139397,(('WP_205089371.1':0.67455,'MBR5796513.1':1.240921):0.51448,'WP_075670449.1':1.384463):0.057949):0.093867):0.134653,
(((((((('WP_053106881.1':0.698676,'KRL25596.1':0.74483):0.19193,'WP_235803375.1':0.782725):0.270051,'MBO0418523.1':0.796193):0.103667,'WP_170999943.1':0.975192):0.155705,('WP_229444060.1':0.715697,'WP_161843259.1':0.876763):0.083585):0.517942,((('EFR31154.1':1.018779,'HBY90867.1':0.830812):0.197841,('MRJ46825.1':1.08747,'WP_153863654.1':0.84075):0.161103):0.216495,
(('WP_166161594.1':1.001942,'WP_027108285.1':1.178888):0.207601,'WP_170175088.1':1.161115):0.074376):0.172897):0.336655,'PKL23357.1':1.420619):0.050277,((((((('HHZ01392.1':0.924498,'NLK34278.1':0.798666):0.25643,'WP_186860681.1':0.930577):0.227394,'WP_188537646.1':0.514125):0.189472,'WP_195575655.1':1.005244):0.050496,2XMO_A:0.753933):0.239079,
('WP_223877459.1':0.678177,'WP_133363989.1':1.292978):0.478818):0.190993,('WP_015710747.1':0.925208,'WP_053228246.1':0.85307):0.476209):0.203261):0.141219):0.156313,(((((((((((((((('KWZ97250.1':0.998625,'WP_070610480.1':0.526823):0.310482,'NLD16823.1':0.666014):0.17108,'WP_115629411.1':0.894147):0.594011,('MBS6275138.1':0.812456,'MBS5565035.1':0.561405):0.254782):0.173149,
(((('MBR0377399.1':0.850038,'MBQ3404312.1':0.648298):0.127419,'MBR6897593.1':1.042471):0.416154,'MBR1862907.1':0.791289):0.190583,'SCH34215.1':0.888525):0.104297):0.262618,(((('MBR5190887.1':0.92116,'MBQ6019553.1':1.233767):0.111,'MBR3803522.1':0.995752):0.219975,'MBQ4337906.1':1.095085):0.278997,
(('MBQ9880874.1':1.449669,'MBR6784866.1':1.468057):0.510044,'MBS6700588.1':1.665675):0.252165):0.095324):0.154007,('WP_216461647.1':0.845451,'MBS5729402.1':1.47971):0.169292):0.199998,(('MBQ9102674.1':0.355474,'OYP63592.1':1.145891):0.212774,'MBE6832473.1':0.550973):0.382407):0.142465,('RKJ61388.1':0.558647,'MBP2650110.1':0.90574):0.138689):0.170271,'MBN2012017.1':0.941714):0.160735,
((((('RJP83084.1':0.592677,'NQU63007.1':0.83182):0.172461,('OHD37684.1':0.758053,'OHD08466.1':1.034987):0.239124):0.113459,(('MBN1409657.1':1.068669,'HER09746.1':1.325994):0.144427,'OHD72586.1':1.077625):0.181127):0.073929,'MBN1522971.1':1.213064):0.124045,((('NPV38481.1':1.151416,'NLC84749.1':1.110704):0.264397,
('MBK8801716.1':1.063617,'WP_052062505.1':0.778558):0.166798):0.07046,'WP_073604391.1':0.981844):0.041522):0.082429):0.132161,((((((((('MBR5748330.1':0.983692,'MBQ7210286.1':0.718273):0.205542,'MBR1928672.1':0.717301):0.143243,('MBQ7449265.1':0.901732,'MBR1803848.1':1.128869):0.115684):0.125365,('MBO7502333.1':0.915706,'MBQ7259151.1':1.136038):0.064385):0.148924,
('MBR0272502.1':1.047291,'MBQ1589068.1':0.774344):0.259536):0.106749,((('MBR5935187.1':0.523297,'MBQ9230739.1':0.394781):0.297279,'MBQ6199835.1':0.83032):0.156188,'WP_091843691.1':0.699113):0.407401):0.089279,((('MBR6286008.1':0.725511,'MBO4332013.1':1.496525):0.448209,'MBQ6750965.1':1.00675):0.491522,'MBR1474826.1':1.218582):0.218643):0.290511,
(('MBP8760001.1':0.752989,'NLA61827.1':1.095):0.158673,'MBG0858401.1':1.275078):0.236537):0.086157,'WP_018108714.1':0.983262):0.146258):0.080109,('WP_081657648.1':0.954858,'WP_018360687.1':1.249393):0.163621):0.240584,('MBR3553952.1':1.286553,'NLO45377.1':1.152132):0.852286):0.117839,
('WP_204152745.1':1.92786,'MBN2625694.1':1.566231):0.036462):0.169435,'MBL7007071.1':1.484536):0.14674):0.222299,'WP_168203448.1':1.591292):0.812221,'WP_110482160.1':2.627862):0.323096,'KAA0251494.1':2.74628):0.245583):0.309843,(((((((((((((((((((((('WP_206991580.1':1.408037,'WP_091713440.1':1.062443):0.085069,
('PKO39587.1':0.533506,'WP_110785212.1':0.931422):0.095924):0.189974,'WP_091720729.1':1.002939):0.144681,('RJR40220.1':0.996001,'WP_046017831.1':1.017134):0.377041):0.184669,((('WP_078754178.1':0.985725,'PMH59972.1':0.869716):0.205251,'WP_171058392.1':0.843044):0.398485,'WP_204997523.1':1.113237):0.303745):0.263168,
(((('WP_162265505.1':0.847002,'WP_186014746.1':0.6657):0.339963,'HBH7556707.1':1.290532):0.052513,'WP_125303078.1':1.040713):0.371856,'WP_012406439.1':1.184045):0.115084):0.146065,(((((((('WP_118538702.1':1.22817,'WP_205454643.1':0.533201):0.123071,'WP_169296820.1':1.108955):0.088739,('WP_004624860.1':0.834246,'PKM71155.1':0.775705):0.282116):0.437772,'WP_145221286.1':0.821904):0.41554,
('RYZ88814.1':1.033043,'QMU60794.1':1.08551):0.157884):0.133874,'PKM46859.1':0.883883):0.085584,('WP_155309412.1':1.146086,'MXY29385.1':1.063357):0.2002):0.158794,(('WP_110312525.1':1.134307,'WP_158799420.1':0.7536):0.604966,('WP_175527032.1':1.389806,'WP_129478464.1':1.37337):0.419164):0.067954):0.078039):0.199951,('TDT61722.1':0.714898,'WP_170219238.1':0.648133):0.913802):0.400696,
((((('WP_064832840.1':0.673092,'WP_147941637.1':0.992755):0.104589,'GGD76824.1':1.282877):0.166162,'WP_083411850.1':0.725992):0.340447,('AJA59730.1':0.807925,'WP_143206202.1':0.818379):0.272352):0.408864,('WP_117187252.1':0.725866,'AVA14712.1':0.811787):0.487383):0.481907):0.642618,
((((((('MBI3268844.1':0.922473,'MBL9007155.1':0.779783):0.203312,'MBK9258706.1':0.61405):0.107324,'MBK8251595.1':0.906529):0.091204,'MBI5056837.1':1.204275):0.318202,'MBK8255507.1':1.018031):0.177937,'KAA3612726.1':1.7461):0.08671,'AWW37790.1':1.306217):0.253113):0.437161,((((((((((('WP_146476258.1':1.296103,'WP_208937712.1':0.681264):0.646199,
('WP_110807563.1':1.065975,'WP_084555544.1':0.88293):0.218491):0.211339,('WP_148050133.1':1.00848,'AIJ48866.1':0.705792):0.044967):0.112397,'WP_082488573.1':1.107402):0.045314,(('WP_180287567.1':0.896659,'WP_105436106.1':0.722716):0.549639,'WP_146221818.1':0.925645):0.166752):0.185841,
((('WP_092606192.1':0.742622,'WP_085714155.1':0.777708):0.247871,'WP_081421268.1':0.635901):0.198995,'WP_187113914.1':1.012916):0.075437):0.295373,(('MBI4878645.1':1.474838,'EDN71044.1':0.837372):0.19561,'PCJ21831.1':1.436395):0.186074):0.177609,((('WP_118032144.1':0.798528,'WP_117951857.1':0.799901):0.641554,'RQP19305.1':1.014297):0.179754,'WP_092163024.1':1.280158):0.268198):0.360884,
('MBK9740870.1':1.123874,'WP_079928555.1':1.06664):0.758579):0.429044,(((((('MBF0440236.1':0.608847,'MBF0183173.1':1.060775):0.234461,'MBF0173868.1':0.797636):0.199058,'MBF0136261.1':1.243922):0.137089,('MBU0754712.1':0.891745,'MBL8901628.1':1.283445):0.200701):0.279327,'MBK8260046.1':1.25744):0.357987,'WP_012827375.1':1.201119):0.514637):1.255027,
(((('WP_190818022.1':0.797652,'MBN1659468.1':0.723189):0.445375,'AKB77239.1':1.068579):0.306672,('WP_218819899.1':1.043005,'WP_201021724.1':1.265444):0.486073):0.757749,('WP_106091691.1':0.810627,'MBL4689659.1':0.765512):0.85799):0.19494):0.164137):0.07485,((((((((('WP_012078663.1':0.465326,'WP_084151347.1':1.156206):0.571642,'WP_177114157.1':0.940433):0.250905,
('ASV37444.1':0.964317,'WP_215502324.1':0.785924):0.378224):0.301206,('WP_214247956.1':0.98122,'MBI4798177.1':1.532013):0.224685):0.184971,('WP_094348844.1':0.848022,'WP_085209813.1':0.806299):0.201325):0.117707,('WP_054697755.1':1.328549,'NBH14440.1':1.150934):0.440903):0.222641,'AZG75756.1':1.450617):0.626338,
((('WP_131589202.1':1.15264,'WP_189345615.1':1.387428):0.626753,'WP_123035797.1':2.146885):0.244205,'WP_084720394.1':2.613071):0.141373):0.290037,'MBI4752188.1':1.755619):0.323044):0.147626,((((((('MBN1998861.1':1.17624,'WP_119830218.1':1.144751):0.599729,'MBI5116992.1':0.890786):0.293184,(('MBU2550774.1':0.940516,'TEU14814.1':0.514878):0.182383,'ETW98615.1':0.866164):0.266963):0.089853,
(((('GFH63351.1':0.712051,'EGV16089.1':0.633978):0.239284,'MXY64789.1':0.860895):0.626763,'MBK7417597.1':1.398002):0.266838,('MBM3133775.1':1.475514,'NIM15894.1':1.812927):0.328276):0.225633):0.150133,(((((('WP_129051432.1':0.742749,'NTV06433.1':1.154487):0.416877,'NMW19697.1':0.621501):0.133678,'OWV96927.1':1.102144):0.340923,'MAL00090.1':1.205356):0.605621,'WP_218920026.1':1.683498):0.262096,
(('QTD48294.1':1.107489,'QTD48293.1':0.577629):0.314415,'WP_207863555.1':0.928962):1.016594):0.068873):0.108523,'RJW54286.1':1.589818):0.053116,'WP_022780055.1':1.911118):0.201595):0.144849,((('WP_157640458.1':0.958518,'MBN1347376.1':0.932552):0.143292,'MBK9649364.1':1.104674):0.472878,'WP_047814780.1':1.833299):0.437255):0.152941,
(('HAY35008.1':0.813336,'PKP02884.1':0.707646):0.510835,'MBN2442310.1':1.552262):0.838279):0.091112,(((((((((((((('MBQ4387909.1':1.024885,'WP_072531110.1':0.581686):0.423471,'MBS6116423.1':0.792163):0.174485,'WP_027388541.1':0.879052):0.1023,'MBQ4555327.1':1.705822):0.275584,'WP_076044675.1':0.721988):0.078359,
((('WP_195343659.1':1.178175,'WP_163239389.1':1.017561):0.230424,'MBE0551059.1':0.990404):0.161409,('WP_098062209.1':1.512946,'MBR2451298.1':1.731134):0.229077):0.103889):0.101368,(('WP_167823216.1':0.91539,'WP_212604624.1':1.039211):0.541213,'QAY65030.1':0.788732):0.190527):0.087621,
(((('MBL7934805.1':0.949815,'MBN1971551.1':0.722707):0.134448,'MBN8567306.1':0.730589):0.176421,'WP_216726456.1':0.991657):0.49266,('MBR4705474.1':0.942739,'WP_163174911.1':1.035578):0.415111):0.168404):0.409092,(((((('MBR9847384.1':0.866775,'WP_100430277.1':0.730721):0.331303,'WP_124784796.1':1.141048):0.112015,
(('WP_217726912.1':0.68729,'MBO5631448.1':1.606468):0.255576,'WP_215237613.1':1.354766):0.184767):0.198734,'WP_073042063.1':1.323548):0.167357,(('WP_185817099.1':0.855767,'ARS40047.1':0.695907):0.350152,('WP_120712609.1':1.210418,'WP_194767512.1':0.831704):0.298689):0.159567):0.102554,((('WP_131916609.1':0.922411,'NLU39813.1':0.567564):0.311457,'WP_211972821.1':1.252863):0.13133,
('OJU48463.1':0.83296,'MBO7117220.1':0.910968):0.625586):0.130868):0.78608):0.254494,(((((('WP_198660845.1':0.821321,'WP_084615142.1':0.793744):0.382894,'WP_210170144.1':0.755247):0.551768,'WP_170203303.1':0.968222):0.1273,((('WP_081057635.1':0.728958,'WP_186106569.1':0.685651):0.315522,'RYH71177.1':1.346102):0.112088,'MBD8658437.1':0.984486):0.199212):0.242829,'WP_131444721.1':1.379249):0.098764,
(('WP_084299025.1':0.864593,'WP_147829747.1':0.989232):0.380458,'SDP13372.1':1.528906):0.191364):0.200144):0.090464,((((('HIY77648.1':0.696227,'PKK99752.1':1.96944):0.863112,'WP_195387347.1':1.349874):0.142334,('WP_117613312.1':0.706846,'MBS5934003.1':0.942713):0.585869):0.13397,'MBO8128963.1':0.967627):0.267626,
(('WP_098473910.1':0.910216,'WP_092494430.1':0.846156):0.34256,'MBF0591747.1':1.379245):0.100754):0.187462):0.237319,((((((((((('MBO7591560.1':0.732916,'MBR3412627.1':1.210654):0.247574,'MBQ0089054.1':0.873125):0.279412,'WP_211795970.1':0.719195):0.373228,'MBQ6723151.1':1.40187):0.175893,((('MBQ7269257.1':1.033793,'HBN62527.1':1.101351):0.303705,'MBR5375033.1':0.964389):0.352282,
('MBR6629002.1':1.164651,'NCC99661.1':0.79723):0.098414):0.447496):0.12285,'KMQ52207.1':1.796502):0.286671,'WP_196257909.1':1.321097):0.163288,'TAH13645.1':1.274205):0.151918,'RWQ35753.1':1.083055):0.523186,(('WP_080457382.1':1.31293,'MYA88408.1':1.217289):0.469345,'WP_158966071.1':1.644394):0.795946):0.399993,
(((('WP_074555941.1':0.836944,'WP_157783912.1':0.626703):0.369249,'MBO9670013.1':0.675602):0.779202,(('MBO6669649.1':1.024184,'WP_146345641.1':1.214522):0.285671,'WP_082456345.1':2.267805):0.155614):0.181716,'NKK97500.1':2.27579):0.575613):0.426485):0.119581,
((((((('WP_102501205.1':0.676457,'KZZ49910.1':0.893888):0.287756,'WP_143870697.1':0.962844):0.13226,'HBH7333353.1':1.168827):0.158895,'WP_106738577.1':0.984514):0.225155,'WP_111637451.1':1.047725):0.445953,('WP_019750406.1':1.115361,'MBP2664087.1':1.377216):0.46906):0.581379,((('OGU25851.1':1.336005,'WP_110130108.1':1.232095):0.156911,'MBR2770840.1':2.262798):0.408808,
('WP_108076460.1':1.14374,'MBL8632918.1':1.110607):0.644153):0.241232):0.159821):0.168659,(('MBA4392815.1':0.787357,'MBF8276240.1':0.777549):1.310895,'OGP49286.1':1.659919):0.302034):0.08304):0.298449,(((((('NIM13132.1':0.997334,'NIM13175.1':0.826325):0.251989,('MBI5593499.1':0.73634,'WP_208730296.1':0.735441):0.312455):0.118801,'MBK5290284.1':1.159852):0.147127,
((('MBW6484751.1':0.819079,'OEU66083.1':0.814092):0.194295,'WP_216857487.1':0.97873):0.137545,'WP_212686967.1':1.122626):0.215457):0.674734,'MBS5311789.1':1.776811):0.643215,'WP_076106510.1':2.466622):0.325738):0.123458,(((((((((((((('WP_165669924.1':1.164453,'WP_019864583.1':0.500213):0.22761,('WP_197326632.1':0.95503,'WP_219329514.1':0.862797):0.362913):0.123243,
('WP_202348247.1':0.843387,'WP_160152313.1':0.888636):0.181907):0.189652,'WP_011339967.1':1.079305):0.168731,('EUJ10298.1':0.652801,'MBL0352539.1':1.278535):0.557817):0.298174,((('TXI34258.1':0.808668,'MBK9573089.1':1.65173):0.098343,('WP_099657463.1':0.839246,'WP_173122278.1':0.782129):0.455389):0.1442,
(('WP_081002403.1':0.803769,'TMA92172.1':0.777128):0.103633,'MBB6335940.1':0.927181):0.31084):0.242689):0.371538,(((('WP_214167971.1':0.857842,'WP_147005120.1':0.964528):0.216041,'WP_016796189.1':1.220535):0.243843,'WP_170071562.1':0.940664):0.853566,'WP_169045846.1':1.337673):0.209215):0.269239,
((((('EKD25314.1':0.854153,'MBN1969728.1':0.742129):0.295521,'WP_080633877.1':1.017275):0.157235,'MBU1800542.1':0.834674):0.271371,('WP_202192399.1':0.893299,'WP_055299759.1':0.881784):0.614099):0.386426,((('WP_085500249.1':1.088297,'MBE6192978.1':1.707633):0.13826,'MUP36429.1':1.160011):0.165212,'WP_009643658.1':1.613667):0.231238):0.208873):0.104425,
(((('WP_187047400.1':0.85286,'WP_134211877.1':0.716311):0.453578,'WP_197189693.1':1.006658):0.230568,'RLL50502.1':1.55882):0.17348,(('WP_125025588.1':0.787287,'MBA3648649.1':0.94188):0.280493,'HHW02050.1':1.152917):0.313754):0.205264):0.176871,(((('MBI9109567.1':1.249542,'HIV08181.1':1.542255):0.236877,'WP_159646809.1':2.193008):0.067559,'WP_071457732.1':1.152541):0.161434,
(('HAT4254535.1':0.717545,'WP_195952281.1':0.843925):0.481588,'NFO58523.1':0.800121):0.491041):0.153186):0.196437,(((('MBF0244904.1':0.921126,'MBU1182505.1':0.666207):1.122141,'WP_136733512.1':2.153164):0.219697,'WP_213804778.1':2.064654):0.14504,'WP_058438454.1':1.713454):0.267758):0.171982,
(('QDV81394.1':1.82235,'PKL20831.1':1.637351):0.447125,'WP_210130738.1':2.310399):0.289901):0.317045,'MBU1094403.1':2.416548):0.156395,(((((((((('MBR2885891.1':0.824847,'NLT47476.1':0.831748):0.189811,'MBQ9210201.1':0.956336):0.11357,'WP_068779942.1':1.019985):0.184378,'SCH59110.1':1.268297):0.313398,'WP_196593183.1':1.428498):0.332242,
((('MBQ3604299.1':0.787072,'HCX93241.1':1.029408):0.61398,'WP_103699113.1':0.976718):0.354692,'MBS5794989.1':1.070523):0.144664):0.088584,('WP_164473164.1':1.732222,'WP_117842425.1':1.526979):0.327123):0.314161,(('MBR6072124.1':2.069578,'OHE29896.1':2.08903):0.201992,'MBO8461405.1':2.395334):0.278377):0.103836,'MBE6143458.1':1.982362):0.115923,
('OKZ86707.1':2.272014,'MBR2022654.1':1.613901):0.364796):0.416969):0.882623):0.43095,((((((((((('WP_197139981.1':0.979985,'WP_213505868.1':0.885979):0.329819,'WP_098087512.1':1.034022):0.15325,('MBN4074443.1':1.768007,'WP_169303717.1':0.923667):0.443396):0.157371,((('WP_158571241.1':1.424591,'WP_154239555.1':0.860695):0.20031,'MBD5145386.1':1.170881):0.123892,
('WP_163244720.1':1.084975,'MRN24040.1':0.873709):0.244389):0.112776):0.118617,((('WP_160357816.1':0.902241,'WP_136710995.1':0.518961):0.193823,'WP_003429911.1':0.680599):0.187466,'WP_160360479.1':1.771256):0.250243):0.306571,(('MBE7003488.1':0.560779,'WP_209345204.1':0.919845):0.654726,'MBR1481541.1':1.26008):0.725483):0.292493,'WP_169896744.1':1.48094):0.274784,
('NSC28695.1':0.621084,'HIY02613.1':1.006269):1.11918):0.209799,(('WP_044295085.1':0.600832,'WP_102288457.1':0.965311):1.100485,('MBQ3334041.1':0.930159,'WP_013623395.1':1.07094):0.4263):0.707547):0.247614,((('WP_202193989.1':0.850371,'ANU54841.2':0.843519):0.230482,'MBS6950706.1':0.68916):0.914351,'MBS5671834.1':1.771287):1.095982):0.301897,
((((((('WP_201918943.1':0.781887,'WP_035625746.1':1.190043):0.171446,'RLD36498.1':1.510019):0.390253,('WP_137339392.1':2.139237,'TRZ64463.1':1.294547):0.529214):0.255053,'MBI4916070.1':2.015367):0.165272,'HCB15378.1':1.540188):0.21305,'MBE3941538.1':1.037347):1.292307,('MBQ3604297.1':2.182063,'OGV20983.1':2.639098):0.19471):0.226138):0.234587):0.188071,'RZI62589.1':2.471692):0.134935,
(((((((((('ODB95110.1':0.766933,'WP_083924519.1':0.721635):0.524353,'WP_179612371.1':1.353023):0.187941,'KUO61435.1':1.141219):0.251292,('WP_075354549.1':2.450021,'MBP6748784.1':1.514282):0.559897):0.128095,'MBF8274423.1':1.366548):0.52283,(((('MBD5540648.1':2.111765,'WP_161819636.1':1.764566):0.279539,'WP_164959383.1':0.838946):0.198074,'MBD5479226.1':1.749989):0.222292,
('TXG77069.1':1.244327,'MBK8183230.1':1.096639):0.567454):0.479371):0.145282,'WP_188918065.1':1.650582):0.12681,'WP_092159289.1':2.191939):0.285131,'OQB22308.1':2.010672):0.182901,('OED44148.1':2.210635,'WP_174077652.1':2.312469):0.46383):0.241136):0.071419,'WP_022664488.1':2.695467):0.150088):0.120121,
((((((((('WP_164743577.1':1.125339,'WP_209049350.1':0.961989):0.225567,'WP_025239254.1':0.764908):0.110091,'WP_184998081.1':0.778016):0.205461,'MBX3099580.1':1.189229):0.408643,'WP_081690911.1':1.11883):0.213171,('WP_096477646.1':1.146311,'WP_157213968.1':1.007773):0.70776):0.140808,
((('MBA2765285.1':0.664374,'MBS1881492.1':0.715192):0.49222,'MBS1888293.1':1.45293):0.162508,'MBA3422833.1':1.14367):0.143319):0.272802,(((((('WP_222418008.1':0.865812,'TSE03211.1':0.585469):0.399797,'RUU14173.1':0.542242):0.124347,'WP_233137945.1':0.908166):0.061765,'WP_181277705.1':1.054406):0.127104,'WP_198876784.1':0.894421):0.304356,'WP_183491168.1':1.11204):0.613):0.869743,
((((((('MBS0202021.1':1.11907,'TNE90355.1':1.049515):0.254663,'NQU20103.1':1.003801):0.18552,'MBI1354978.1':0.764489):0.187199,('WP_196272433.1':1.207233,'WP_166802201.1':0.962246):0.427945):0.359838,('WP_188437609.1':1.389739,'WP_231644120.1':1.146127):0.42673):0.266411,((('WP_171665843.1':0.929659,'WP_058818433.1':1.013797):0.302908,'WP_168263388.1':1.337502):0.422872,
('WP_110785419.1':1.195456,'WP_158284933.1':1.152201):0.796993):0.229683):0.196979,'WP_117371710.1':1.490711):1.483434):0.288871):1.317526,(('KAF0096400.1':0.872951,'WP_093010603.1':1.216965):0.216471,'WP_129630563.1':1.518834):0.179877,'MBA4111619.1':1.66792);

## HD-CE
((((((((((((((((((((((((((((('WP_076296186.1':0.72604,'RAV17820.1':0.479053):0.092733,'HHW40483.1':0.89994):0.027342,'WP_055665542.1':0.582213):0.202146,'WP_153659655.1':0.845162):0.219615,'CRL41214.1':1.263496):0.12848,'NQE53392.1':0.765327):0.187252,
((((('MBM3783836.1':0.795849,'WP_194450200.1':0.62763):0.201494,'MBL8233758.1':0.59118):0.091274,'MBZ5617314.1':0.537282):0.180701,'WP_221032420.1':1.540166):0.280573,('MBM3216750.1':0.736069,'NJM11238.1':0.66903):0.153368):0.465122):0.256214,(('PYV77838.1':0.579993,'WP_074410333.1':0.683619):0.360552,'PYU18475.1':1.056473):0.515048):0.284007,
(((((('WP_071611942.1':0.549275,'MBX7259338.1':0.834031):0.109389,('NLG15221.1':0.605568,'MBL7646832.1':0.662936):0.206342):0.086209,('OLS14921.1':0.506407,'HEC40968.1':1.365295):0.311711):0.120835,'MBQ3355057.1':1.039023):0.135089,'MBP3283502.1':0.882683):0.587041,((((('WP_011035056.1':0.583431,'RYZ83612.1':0.721281):0.445059,
('MBD8963935.1':1.304455,'WP_216818595.1':1.044658):0.192025):0.126259,'TAL13843.1':1.229366):0.076313,'MBU4223601.1':0.807028):0.160441,('MBN1345674.1':1.120259,'VUT25735.1':0.934435):0.214209):0.093272):0.088506):0.139833,((((((('MBZ5622793.1':0.628913,'WP_162667987.1':0.712873):0.132898,
('RYZ21535.1':0.685361,'WP_113614290.1':0.658545):0.117663):0.068723,'OHB54446.1':0.613366):0.134022,'TYR33764.1':0.706126):0.104909,((('MBI5162552.1':0.778095,'WP_163678178.1':0.665546):0.166681,'WP_173975076.1':0.880023):0.38199,'MBN8655464.1':0.757288):0.124385):0.099701,'MBI5314003.1':1.003463):0.996881,
((('WP_102500398.1':0.611674,'WP_233080906.1':0.717242):0.133773,'PZR30049.1':0.879751):0.421367,'WP_129542430.1':1.131144):1.202634):0.232835):0.142688,((((((((('MBQ2604405.1':0.798648,'MBQ9514775.1':0.540253):0.153224,'MBQ6808381.1':1.042351):0.094979,('MBR5947613.1':0.805768,'MBQ1678118.1':0.750409):0.606966):0.104772,'MBD5457208.1':0.799986):0.246956,'NBI91647.1':0.940705):0.305541,
('MBE5815521.1':0.778883,'WP_204873245.1':0.697558):0.126117):0.173511,('EOS48046.1':0.617986,'WP_002587024.1':0.731221):0.355458):0.173599,(('MBQ9534325.1':0.874665,'MBR6961893.1':0.844964):0.11438,'WP_195523249.1':0.740531):0.483387):0.279598,(((((('MAF08894.1':0.64391,'MBL1241430.1':0.665841):0.085792,'WP_173036995.1':0.743386):0.095569,
('WP_230468492.1':0.600722,'WP_215788549.1':0.861983):1.46217):0.128757,('SNR38849.1':0.607811,'WP_035626037.1':0.832036):0.208615):0.187931,'WP_209132675.1':1.252242):0.154991,'MBU0632382.1':1.393209):0.120853):0.60016):0.044319,(((((((((('WP_111438062.1':0.606853,'WP_223553443.1':0.673564):0.106696,'WP_134750822.1':1.218734):0.10878,'NQY53922.1':0.975755):0.03835,
('WP_155615678.1':0.591953,'WP_069937842.1':0.622125):0.214486):0.037275,('WP_184629146.1':0.693793,'WP_166690719.1':0.521622):0.211118):0.092914,(('HBB27809.1':0.676598,'MBO5369295.1':0.86005):0.113554,'MBE5946399.1':0.880652):0.173663):0.07978,('MCD4652402.1':1.037305,'WP_069477786.1':0.942307):0.184722):0.243569,('MBO4616849.1':0.639014,'SDI44109.1':1.24947):0.555501):0.293454,
(('MBD5399449.1':0.723162,'MBR5400537.1':1.07696):0.272342,'RKI76756.1':2.028621):0.153704):0.513651,('MCA9169677.1':0.558062,'MBX9656863.1':0.733931):1.009314):0.108795):0.116762,(((((('MBD5328310.1':0.659618,'WP_112319653.1':0.900808):0.107678,'WP_166201745.1':0.565832):0.122298,'NHQ60112.1':0.841733):0.287216,'CZQ95560.1':0.937462):0.148684,
((('WP_096044585.1':0.545843,'NLB81263.1':0.713376):0.158294,'WP_013655404.1':0.440298):0.151449,'MBR4532420.1':0.835999):0.172613):0.236631,'MBE5815329.1':1.297887):0.984877):0.185614,((((((((((('MBR5678231.1':0.553628,'MBQ8969447.1':0.697528):0.202303,('MBR6123223.1':0.610615,'MBR3852022.1':0.714471):0.141016):0.115643,('WP_165025904.1':0.522843,'WP_218419879.1':0.65532):0.127711):0.075858,
('WP_088336922.1':1.087393,'MBO5631143.1':1.074054):0.093404):0.223049,(((('WP_212312800.1':0.631722,'WP_039918758.1':0.568257):0.098229,'WP_139916894.1':0.88416):0.175203,'NJA06153.1':0.491904):0.171819,('WP_201576213.1':0.733445,'WP_180126275.1':0.44014):0.191667):0.210483):0.146765,('WP_232397943.1':0.565767,'WP_143124016.1':0.993379):0.166673):0.243565,
((((((('WP_039769702.1':0.375331,'RHO10760.1':0.823011):0.131029,('RHQ54516.1':0.645459,'MBS6699843.1':0.820223):0.127721):0.182244,'WP_089722987.1':0.509923):0.145675,('WP_223038259.1':0.535676,'WP_009171024.1':0.66324):0.210653):0.058147,(('MBR4048088.1':0.61627,'WP_161144404.1':1.512772):0.226199,'MBD0331731.1':0.700336):0.111865):0.080674,
(('WP_159751957.1':0.937112,'MCC8138443.1':0.659194):0.307358,'WP_025579545.1':0.830379):0.390132):0.110431,'WP_083378095.1':0.993297):0.069437):0.055931,(((('MBS6699788.1':0.828631,'RKJ19855.1':0.537613):0.164441,'MBD5098955.1':0.798207):0.147791,'WP_192926047.1':0.331307):0.789923,('WP_039773206.1':0.508673,'WP_090091642.1':0.675119):0.409952):0.138827):0.142866,
(((('MBE5833970.1':0.849792,'WP_117920494.1':0.653885):0.162709,'ERJ95872.1':0.967197):0.189186,(('WP_105411039.1':0.451766,'WP_009171022.1':0.76003):0.127754,'WP_073032439.1':0.739545):0.131249):0.371476,('TGY91160.1':0.87914,'DAE59792.1':0.595951):0.568713):0.122199):0.549682,
((('MBD5502874.1':0.953381,'WP_147363092.1':0.699234):0.182824,'MBO4616848.1':1.215506):0.27392,'MBI1225882.1':1.139921):1.021103):0.095792,((('NOU78394.1':0.618619,'WP_230651029.1':0.766693):0.506436,'MAO24441.1':1.691791):0.338322,('ODS36312.1':1.164355,'MAS96472.1':0.897972):0.909819):0.314829):0.428119):0.029352,
(((((((((((((('MCA9030120.1':0.659324,'WP_166074776.1':0.446645):0.295674,'MBV9925577.1':0.516456):0.149429,('WP_220359902.1':0.83148,'WP_140647548.1':0.945779):0.175229):0.078322,((('WP_083009339.1':0.587166,'WP_127168310.1':0.740055):0.085565,'MBI5570652.1':0.878759):0.137585,'WP_107282548.1':1.251248):0.11711):0.052374,('MBK9403547.1':0.984745,'WP_224605491.1':0.560495):0.209763):0.056924,
((('OGH03643.1':0.961931,'OGG93299.1':1.201043):0.251297,'MAX36112.1':0.77076):0.117251,('MBS1717042.1':1.829792,'MBZ5533621.1':0.724087):0.205544):0.137338):0.078392,((('MBX7167352.1':0.539172,'MBL8813190.1':1.29953):0.18052,'MBZ5616355.1':0.769025):0.393115,('WP_142772582.1':0.917712,'WP_233965792.1':0.612028):0.261159):0.158071):0.187695,
(((((('WP_046576439.1':0.645013,'ADB41674.1':0.650341):0.112837,'WP_104710896.1':0.755902):0.042804,('HBN05733.1':0.47792,'MBO7637320.1':0.6964):0.252827):0.122741,('MBL7936342.1':0.447032,'HAA15444.1':0.773022):0.198155):0.072968,('WP_158850103.1':0.587469,'WP_157807497.1':0.822866):0.133981):0.126856,('PGX55199.1':0.609298,'MTK07690.1':1.29704):0.133575):0.056813):0.076184,
('WP_039309988.1':0.793431,'WP_118558783.1':1.033213):0.14544):0.16781,(('MBR2594039.1':0.761047,'MBD9191003.1':0.896049):0.087737,('MBE6772842.1':1.070515,'MBD5532769.1':0.869254):0.193163):0.355007):0.989703,
((((((((((('WP_111420059.1':0.658688,'WP_235517024.1':0.483641):0.117315,'WP_224888748.1':0.577483):0.185488,'WP_155298935.1':0.66568):0.109695,'WP_184116016.1':0.747531):0.05694,'WP_104434354.1':0.808067):0.054275,('WP_163015864.1':0.551415,'MBE8524391.1':0.704933):0.186293):0.035166,
((('WP_218432004.1':0.735663,'WP_118413715.1':0.476599):0.496858,'MBS5875818.1':0.505822):0.083249,'WP_207803672.1':0.790141):0.234338):0.077661,'WP_222971446.1':0.714452):0.099412,('MBI5000998.1':0.833744,'WP_152534471.1':1.396679):0.173906):0.078566,(('MBE6690028.1':0.648682,'WP_217959991.1':0.533851):0.189542,'EOS46101.1':0.707367):0.053725):0.115529,'MCB9892926.1':0.818715):0.714998):0.250033,
(((('MCB0725059.1':0.660927,'WP_109738379.1':0.669556):0.150837,'RZK09959.1':0.436286):0.20315,(('WP_026182528.1':1.01859,'WP_019913167.1':0.490825):0.083701,'TAN35343.1':1.060237):0.119652):0.265957,('WP_146600782.1':0.981565,'WP_214421011.1':1.578007):0.148399):0.812345):0.156933,
(((((((((((((((((((('WP_155122084.1':0.728905,'MBR2370285.1':0.71224):0.140658,'WP_170764864.1':0.685027):0.064755,'WP_052180752.1':0.769608):0.063951,'WP_078411808.1':0.856397):0.208187,('WP_137394601.1':0.612004,'WP_216219142.1':0.538019):0.1263):0.197414,((('RWD96980.1':0.895867,'CAA2104998.1':0.542484):0.11405,'WP_007198061.1':1.06785):0.208969,'MAS05419.1':0.637722):0.173231):0.140341,
((('WP_156949115.1':0.624499,'WP_084777296.1':0.651645):0.197988,'WP_091859249.1':1.12125):0.201334,'MBA2594131.1':0.769778):0.148104):0.04947,(((('WP_138398742.1':0.704809,'WP_014466429.1':0.86792):0.113781,'WP_164213617.1':0.801351):0.133157,'WP_161495075.1':0.518441):0.150166,(('PPT18869.1':0.534118,'WP_102258129.1':0.802236):0.145433,'WP_124846355.1':0.768349):0.169683):0.142407):0.039392,
('OWQ45930.1':0.79111,'WP_079227533.1':0.72117):0.313574):0.024469,('WP_014777974.1':0.512429,'WP_055821718.1':0.921511):0.138117):0.073689,('MBL4693041.1':0.673299,'RYF50839.1':0.774854):0.226907):0.125927,((((('KQZ92149.1':0.680063,'MBX9450789.1':0.73755):0.213916,'WP_010191746.1':0.629673):0.266113,('PKM09658.1':0.779875,'WP_214528993.1':0.697698):0.065486):0.065749,
(('WP_128406231.1':0.878067,'WP_023805967.1':0.884135):0.134567,'MCA8992433.1':0.576462):0.062047):0.069928,'WP_194863195.1':0.702303):0.023815):0.086683,((((('WP_226366624.1':0.809799,'GHE35110.1':0.649924):0.184518,('WP_145122546.1':0.905651,'WP_145168739.1':1.043863):0.198701):0.075545,'NYG06909.1':0.877062):0.130312,'WP_153824466.1':0.942462):0.030575,
((('GFE09654.1':0.773347,'WP_139135498.1':0.425508):0.157149,'WP_078863924.1':0.77621):0.109998,'WP_150675667.1':0.730421):0.060142):0.063542):0.175179,'HIH74739.1':0.80436):0.050165,'MBS1718560.1':0.676275):0.143534,'WP_118416805.1':0.629611):0.110742,'MBR4425986.1':0.648057):0.156002,('MBO4829203.1':0.687127,'WP_148921152.1':1.574603):0.383468):0.395301,
(('MBS1902303.1':0.830052,'HEY33010.1':0.506227):0.414321,'MBK7645614.1':0.572688):0.763587):1.071215,'WP_068717939.1':1.633932):0.211397):0.133525,'MBF0380842.1':2.281207):0.094816):0.11595,((((((((((((((((((((('WP_202073457.1':0.735508,'WP_165906735.1':0.794934):0.272823,'WP_171173698.1':0.814376):0.186064,'WP_157870997.1':0.785478):0.307588,
((('WP_160665721.1':0.718867,'MBD5085330.1':0.688179):0.642656,'MBL7103272.1':0.754615):0.127197,'WP_120257142.1':0.790745):0.097286):0.103677,'QTN31147.1':0.929341):0.051032,('NQU24873.1':0.677688,'OHC73600.1':0.695097):0.272451):0.104793,((('WP_073110781.1':0.655323,'OEU66351.1':1.090019):0.166488,('WP_163286825.1':0.654084,'WP_188107598.1':0.905962):0.270579):0.124743,
('WP_169553712.1':0.978859,'PCJ01118.1':0.895609):0.444895):0.154203):0.129673,(((('MBN1969711.1':0.597641,'MBD5636337.1':0.786009):0.180719,'WP_161042280.1':0.753288):0.330221,('QOX63294.1':0.725613,'NMC60089.1':0.734923):0.657546):0.147693,'WP_190313376.1':0.89304):0.125119):0.263398,((((('WP_131326745.1':0.496521,'OGB34010.1':0.788433):0.275275,'WP_201549819.1':0.778279):0.160931,
('WP_187472133.1':1.454169,'WP_208841912.1':1.072419):0.253072):0.171137,(('NJA06451.1':0.745393,'EHH1226311.1':0.546711):0.174389,'WP_157812775.1':0.681319):0.228779):0.183424,(('WP_027053695.1':0.648235,'WP_157233959.1':0.637675):0.434742,'WP_097802964.1':0.889896):0.464316):0.192389):0.177703,
(((((('MXZ27164.1':0.567043,'WP_145265915.1':0.929087):0.181533,'MBI2825943.1':0.639998):0.194604,'WP_010034213.1':0.890385):0.07358,(('WP_056253821.1':0.700103,'WP_113748169.1':0.72425):0.116178,'OQW71220.1':0.777226):0.144916):0.240466,((('NCP18639.1':0.838778,'MBA3666807.1':0.930705):0.523927,'WP_122729582.1':0.621699):0.106378,'OYY44360.1':1.038102):0.122847):0.240766,
('WP_012084215.1':1.176628,'WP_132813430.1':0.802035):0.316322):0.507849):0.079799,('WP_200351768.1':0.564504,'MBN8690623.1':0.650769):1.713536):0.173339,((('WP_148708191.1':0.551979,'WP_165233532.1':1.107079):0.430478,'PKM68376.1':1.710402):0.421631,'MBL7128260.1':1.576252):0.279161):0.410897,'MBI1945391.1':1.274516):0.304363,
(((((('MBE6025111.1':0.673021,'MBQ3559667.1':0.634987):0.224323,'OUQ22674.1':0.895151):0.193323,'OJV64358.1':1.449413):0.431433,(('WP_088227824.1':0.906696,'WP_136524328.1':0.599605):0.522453,'WP_185256905.1':1.540958):0.347832):0.494179,'QTE70057.1':1.18269):0.275144,'QUC66356.1':1.167887):0.554048):0.230877,
(((((((('WP_164811997.1':0.487833,'WP_186939501.1':0.785927):0.127171,'WP_044111252.1':0.755327):0.195866,'WP_027338943.1':0.586893):0.053598,('RHQ74911.1':0.689304,'WP_012342109.1':0.506789):0.105225):0.20077,'WP_218487424.1':1.123275):0.342902,('WP_127737520.1':1.074957,'WP_195613750.1':0.822868):0.713021):0.16801,'MTI67441.1':1.196448):0.58516,'WP_168388356.1':1.999355):0.484739):0.075559,
(('MBP7700364.1':0.979852,'WP_214419175.1':0.680335):1.623465,('MBU8934368.1':2.028802,'MBI4688916.1':1.403019):0.297638):0.321987):0.141915,
((((((('WP_156374250.1':0.684691,'WP_193607707.1':0.628352):0.310412,'WP_142392557.1':0.80748):0.519608,'WP_111032585.1':0.849286):0.24415,'WP_104243076.1':0.674996):0.941198,'MCB2154899.1':2.186945):0.283054,'MBN2034236.1':2.033683):0.148264,'MCD4782460.1':1.740733):0.181672):0.139081,((((((('MBX3134561.1':1.320032,'MBN1460754.1':1.05922):1.095073,
('MBE3037307.1':1.335678,'KYF92652.1':1.589316):0.172566):0.066774,'MCB0174036.1':1.554514):0.270354,'MBN1814790.1':1.178203):0.132174,(('RZB32737.1':0.64562,'MBN2250695.1':0.750122):0.08705,'MBI5679981.1':0.951324):0.231453):0.146739,
(((('WP_135549911.1':0.929669,'MBN8580813.1':0.361793):0.134967,'UEC43680.1':0.617397):0.158711,'HII93041.1':0.683115):0.237423,'MBU4231045.1':0.434872):1.430419):0.530178,('WP_039773208.1':2.034431,'WP_053337792.1':1.319182):0.309686):0.200079):0.158259,(((('HII76070.1':0.672991,'OQC30385.1':0.891622):0.520456,
('WP_214419184.1':0.709638,'OQB38768.1':0.804197):0.109356):1.073731,'NQT15455.1':1.891979):0.355757,((('HDD71384.1':0.723022,'RLG38728.1':0.663344):0.66791,'RLI78289.1':1.385776):0.29222,'WP_011763278.1':1.574114):0.119871):0.199591):0.068873,(((((((((((('NTW83240.1':1.477609,'RKX63837.1':0.762044):0.123222,'CAD6490900.1':0.544278):0.294521,'WP_156469446.1':0.703878):1.090238,
('OPX76887.1':1.170809,'WP_155322356.1':0.93835):0.895662):0.098804,'PKN38667.1':1.057583):0.12991,'MBU1341647.1':1.451039):0.133052,(((('SYZ72655.1':0.874501,'RZB37206.1':0.72603):0.397649,('OPY81638.1':0.914832,'WP_143156570.1':0.715246):0.183375):0.136574,'WP_034597561.1':0.545797):0.332161,'CAD6492035.1':1.231394):0.21382):0.430605,'QNN23329.1':1.724737):0.205872,
('MBU4350314.1':1.737753,'RLE82987.1':1.981523):0.26996):0.114167,((('MBU1262408.1':0.870622,'HAW50606.1':0.75569):0.730971,'MBU4184946.1':1.876021):0.180954,'PXF52572.1':1.162348):0.178317):0.087572,(('TEU12625.1':2.278381,'WP_048170514.1':0.879644):0.153606,'MBU7047860.1':0.803722):0.474192):0.240925,
(((((((('MBM4326038.1':0.775647,'MBI5569877.1':0.883281):0.187509,'MBW1933076.1':0.866915):0.606793,'MBN1903412.1':2.315942):0.412953,'WP_048089622.1':1.32171):0.223897,(('QNO49853.1':0.86102,'NIM14341.1':0.651208):0.235029,'QNO51386.1':1.1518):0.420775):0.508002,'MBS6316019.1':1.638964):0.386264,((('MBS3955138.1':1.818667,'MBM3237843.1':1.363872):0.220983,
('PKN37936.1':1.375783,'MBU8935009.1':1.577955):0.325773):0.201179,'PIP39476.1':1.838912):0.096027):0.269399,((('MBI5540758.1':0.935022,'RLI18561.1':0.960423):0.227067,'NQW22496.1':1.35373):0.202483,(('WP_029336120.1':0.916579,'WP_228571920.1':0.877494):0.710547,'MBC8234056.1':1.378958):0.296341):0.161811):0.124324):0.197272):0.168721,
(((((((((('OGW15404.1':0.6986,'MBE0426917.1':0.886897):0.209539,'MBM3711847.1':0.965419):0.376751,'HED03622.1':0.772928):0.137196,'MBT9141121.1':1.457648):0.180811,'WP_008870083.1':1.555191):0.121419,('MBT9175527.1':0.807078,'MBP8952476.1':0.741639):0.313629):0.381974,(((('GFP30502.1':0.331818,'MBN2032702.1':1.091171):0.35205,'HDQ99904.1':0.770347):0.262711,'MBD3182525.1':0.645437):0.317024,
('MBF0554754.1':0.471036,'MCD6101019.1':0.785501):0.551857):0.703859):0.265189,'MBQ6971859.1':1.821214):0.193995,('HCZ07377.1':0.868032,'WP_069292935.1':1.343373):0.223282):0.984244,(((('WP_190413881.1':0.938162,'WP_215608180.1':1.363569):0.368033,('WP_158306271.1':0.584044,'PDY62148.1':0.601048):0.761138):0.590319,('MBN2893648.1':0.682713,'WP_129005556.1':0.996652):0.30157):0.2361,
((('WP_026506319.1':1.016344,'HJC01327.1':0.865049):0.165373,'WP_227239837.1':0.522072):0.182037,'MBS5283912.1':1.422347):0.686785):0.387082):0.150163):0.168535):0.526748,((((((((((((((((('WP_156756018.1':0.727589,'EWC59382.1':0.53368):0.184536,
('WP_030460170.1':0.867709,'KKZ71520.1':0.461453):0.093647):0.057309,'WP_049657701.1':0.89318):0.095648,'WP_148281618.1':0.847693):0.156435,'WP_099970469.1':0.914158):0.167087,(((('WP_116174139.1':0.809209,'WP_043723019.1':0.303548):0.339098,'WP_051765081.1':0.516126):0.097457,'WP_143047129.1':0.651616):0.177563,'WP_131741023.1':0.757145):0.070986):0.069828,
((('WP_235487767.1':0.76252,'SCG03174.1':0.78062):0.083516,('WP_051827635.1':0.517344,'WP_158923531.1':0.663496):0.594456):0.173121,'WP_033819473.1':1.031137):0.076806):0.08214,((((('WP_184697209.1':0.496829,'WP_184691730.1':0.625407):0.189631,'WP_092775581.1':0.585622):0.156945,'MBE8523800.1':1.029622):0.083811,'WP_184901896.1':0.91507):0.141435,
(('WP_125727504.1':0.729313,'WP_133906923.1':0.657743):0.223973,'WP_132126119.1':0.963314):0.119132):0.198762):0.178579,((('WP_031068244.1':0.717369,'WP_173315153.1':0.537879):0.219487,('WP_171114306.1':0.730138,'WP_205018404.1':0.636297):0.095881):0.247821,('MYR45443.1':0.70879,'WP_088575546.1':0.617964):0.325567):0.942644):0.128258,
(((((('WP_107157995.1':0.580229,'MBN1174178.1':0.813144):0.227774,'MBT8224903.1':0.841533):0.094726,('NEA23601.1':0.726119,'MBM9620913.1':0.912575):0.090509):0.0665,'WP_173070447.1':1.191524):0.035387,((('WP_015624431.1':0.507867,'WP_121675385.1':0.609392):0.379984,'WP_086667010.1':0.944652):0.240458,('KJE23829.1':0.675121,'WP_037270304.1':0.760119):0.147481):0.188105):0.11412,
((('KPI09971.1':0.582202,'WP_037819918.1':0.785631):0.255346,'WP_110626724.1':1.139483):0.237973,'WP_175541503.1':1.030766):0.136712):0.061464):0.10415,('WP_019925848.1':1.170553,'WP_169516339.1':1.05762):0.256751):0.066328,('WP_073495056.1':1.643197,'GGS59283.1':1.316565):0.222061):0.15318,'WP_161103725.1':1.31018):0.368223,
(((((('WP_190500798.1':0.327115,'WP_179051001.1':0.738688):0.494639,'WP_193990176.1':0.563429):0.204371,'NQU21064.1':0.55514):0.367247,'WP_215595218.1':2.727127):0.144758,('MBB2943582.1':0.856781,'GIE87618.1':0.858307):0.538477):0.12557,(('WP_147163312.1':1.418925,'MBF0310456.1':1.253577):0.531353,'AKJ07296.1':1.303762):0.140775):0.078561):0.10442,
(('WP_200285139.1':0.48113,'WP_232408133.1':0.797222):0.430531,'WP_198026927.1':0.837604):1.035977):0.252671,((((('WP_099968874.1':0.581306,'NBE56046.1':0.39263):0.268807,'WP_192883628.1':0.523069):0.290024,('WP_014673887.1':0.577117,'WP_103780410.1':0.722106):0.554689):0.7114,('WP_164302475.1':0.667961,'RRQ85303.1':0.904207):0.39644):0.127205,
((('WP_049650516.1':0.625808,'WP_058852041.1':0.474991):0.207385,'MBC3843038.1':0.743674):0.247811,'WP_055525479.1':1.331462):0.294662):0.130933):0.066602,((('WP_155128759.1':0.933463,'WP_091103775.1':0.489354):0.35148,('NUT17834.1':0.685461,'WP_123667770.1':0.52647):0.10236):0.044691,
(('WP_221327876.1':0.800983,'WP_231447650.1':0.777688):0.254482,'WP_081975974.1':0.547266):0.104257):0.598552):1.527147):1.397455,'WP_134439039.1':0.686734):0.051423,(('MBA03173.1':0.554853,'MXX94931.1':0.696206):0.207999,'MBQ76318.1':0.770111):0.069036):0.068405,((((((((((('MBU3644244.1':0.655565,'WP_028497698.1':0.58483):0.11365,'WP_014111854.1':0.601594):0.078658,
('MCE2679892.1':0.741493,'MBO7080746.1':0.688488):0.07719):0.064844,'OUV03900.1':0.907483):0.109255,((('MCE2970673.1':0.560867,'MBY0467267.1':0.727858):0.183426,'WP_160334211.1':0.723639):0.257734,('UCE30750.1':0.627816,'TXI94255.1':0.700977):0.140995):0.112517):0.177919,(((('CAA0118611.1':0.573761,'WP_047010445.1':0.632905):0.199428,
('MCB1043885.1':0.576228,'PIE89560.1':0.677703):0.141444):0.067726,'HBZ49627.1':0.804722):0.156555,(('MBE9547774.1':0.706851,'QKK03174.1':0.696608):0.210495,'WP_154222880.1':0.949791):0.086541):0.055222):0.054753,('PCK09072.1':0.641912,'MBX2807112.1':0.699447):0.456954):0.058144,('MBN1379542.1':0.608671,'MBA3582522.1':0.696358):0.205443):0.017405,
(((((('WP_007184730.1':0.478398,'WP_109992801.1':0.75506):0.178041,'MCA9313906.1':0.897037):0.084877,('KPK12099.1':0.491915,'MBX2869260.1':0.730972):0.069007):0.062246,(('MXY14284.1':0.723665,'NNE10531.1':0.763184):0.097331,'WP_135281194.1':0.746006):0.066483):0.064089,((('RKZ12500.1':0.658126,'MYF77715.1':0.660157):0.126839,'PCJ54237.1':0.874889):0.039651,
('HIG85946.1':0.588755,'MBL6756570.1':0.633087):0.247098):0.111515):0.050901,((('MBT6177096.1':0.613721,'RDV36800.1':0.620543):0.078458,'MBX2812261.1':0.772524):0.111055,'MAY82022.1':0.862851):0.036371):0.066764):0.028524,((('NOQ79750.1':0.638818,'HEA25798.1':0.535152):0.146347,('MBV72220.1':0.97029,'NBQ34062.1':1.059999):0.14867):0.045707,
(('BBN60418.1':0.719919,'MBT5231839.1':0.602289):0.095605,'WP_080523604.1':0.785532):0.06736):0.096143):0.017268,(((((('TNE49305.1':0.693012,'WP_211316919.1':0.69972):0.150207,'HHI80338.1':0.881845):0.063365,('HIA09430.1':0.647416,'MBL4762216.1':0.704096):0.131386):0.03129,(('WP_012823297.1':0.801403,'WP_109821961.1':0.644224):0.078261,'WP_034220956.1':0.698202):0.112126):0.072956,
(('MBT3197811.1':0.671877,'NNC97048.1':0.734959):0.094346,'TDJ45092.1':0.72911):0.104066):0.044053,((('MBT3203037.1':0.705701,'OED36390.1':0.950331):0.081208,'HEC29533.1':0.704243):0.088784,('RKZ50005.1':0.629966,'GJL82269.1':0.780245):0.076395):0.098611):0.050947):0.045605):0.064515,(((('MCB1617325.1':0.605234,'RLA24451.1':0.674531):0.152666,
('WP_201498112.1':0.618393,'WP_084200508.1':0.725348):0.142293):0.030206,(('WP_051610600.1':0.693175,'WP_052365289.1':1.021435):0.151577,'WP_078745399.1':0.445047):0.113796):0.065543,(('WP_116687895.1':0.671116,'MVF14067.1':0.664161):0.125906,('RMF12973.1':0.793725,'WP_142943498.1':1.180885):0.035342):0.070875):0.081926):0.090825,('WP_172238018.1':0.525329,'HFB65389.1':0.734058):0.161876):0.142158,
(((((((('WP_111978351.1':0.518004,'MBU3069431.1':0.739139):0.062943,'WP_199609470.1':0.570822):0.069081,'WP_186506726.1':0.614634):0.059056,(('WP_076418637.1':0.809202,'WP_105172883.1':0.790988):0.198888,'WP_119852622.1':0.541424):0.139054):0.070227,((('MBC6428285.1':0.579665,'MBT5331074.1':0.491101):0.288736,'WP_110075570.1':0.768394):0.0814,'MBQ1782788.1':0.847697):0.065483):0.087171,
((('WP_160406453.1':0.671551,'WP_115073224.1':0.632808):0.212978,'WP_117235336.1':0.570439):0.182482,('WP_114338860.1':0.58301,'WP_050657208.1':0.713894):0.202552):0.062249):0.066546,'MCD8547435.1':0.633249):0.042834,('WP_012800818.1':0.930041,'WP_225442215.1':0.905552):0.122598):0.05466):0.251371,'RUO18969.1':0.993119):0.144663,
(('NQY62292.1':0.548194,'WP_093329384.1':0.750779):0.239642,'WP_191143130.1':0.704558):0.07615):0.079423,'OFA32641.1':0.875062):0.093594,(('WP_229530306.1':0.781345,'MBE1299477.1':0.826401):0.228967,('WP_093319347.1':1.008785,'WP_089072992.1':0.964895):0.208911):0.203554):0.088781,('WP_006704939.1':0.398908,'pdb|6PBZ|D':0.220178):0.351208):0.076211,'MBQ1873723.1':0.703941,'WP_233458677.1':0.61447);

## PRTase-CE
((((((((((((((((((((((((((('WP_215844594.1':0.208487,'WP_068647105.1':0.464164):0.179867,'WP_050756050.1':0.21066):0.13975,'MCA3642802.1':0.258762):0.161777,('MBI3699177.1':0.94628,'MCA1576365.1':0.442661):0.123984):0.070471,'RKY72623.1':0.409251):0.091819,'CAG1014965.1':0.514438):0.075336,
(((('SFA95124.1':0.242683,'PBB52138.1':0.26928):0.218334,'WP_227439244.1':0.455018):0.292696,'TLD42071.1':0.584298):0.109722,(('MBU0678229.1':0.619985,'WP_163786032.1':0.600236):0.138817,'MBK7757035.1':0.635913):0.169006):0.092958):0.095584,(((((('WP_223026362.1':0.586487,'WP_162880568.1':0.434349):0.148279,'WP_200615468.1':0.552382):0.10409,'AVB22717.1':0.491851):0.083566,
(('WP_213550269.1':0.635979,'WP_146224897.1':0.554688):0.26999,'WP_139131079.1':0.521753):0.154022):0.124345,(('WP_170059458.1':0.37596,'WP_143061819.1':0.404372):0.143014,'WP_232856687.1':0.562353):0.568033):0.188277,'MBF0339366.1':0.773699):0.206143):0.072048,'RWO75000.1':0.68723):0.109307,('WP_142696465.1':0.87819,'PIP95187.1':0.878266):0.635325):0.096406,
(((('KGK81658.1':0.276751,'WP_235373971.1':0.499811):0.206204,'RFF53157.1':0.556714):0.070842,'WP_091778077.1':1.05494):0.228587,(('WP_152214377.1':0.33677,'MBM3396651.1':0.460187):0.228995,'WP_101750931.1':0.836354):0.120189):0.192614):0.29541,((((((((('EEW1883078.1':0.469274,'WP_048217522.1':0.311628):0.205013,
('WP_029485070.1':0.504338,'HAW7063169.1':0.411802):0.134357):0.363487,'WP_226887571.1':0.717111):0.467184,'WP_105077816.1':1.148847):0.277383,'WP_132258048.1':1.077754):0.184809,'WP_143839016.1':1.060757):0.092931,((('WP_218951771.1':0.400966,'WP_049081714.1':0.594565):0.256098,'WP_005013115.1':1.171863):0.156336,'ENU09288.1':0.729259):0.681721):0.163602,
(((((('WP_140119851.1':0.337053,'WP_069484690.1':0.21863):0.146267,('WP_206971395.1':0.440285,'WP_029851720.1':0.621534):0.136499):0.292024,(('WP_199369680.1':0.421457,'WP_010554337.1':0.479351):0.175915,'WP_144810781.1':0.570896):0.118636):0.174355,'PSW41707.1':0.860272):0.071866,'EGQ7707781.1':0.722469):0.064645,'WP_139730747.1':0.995958):0.183276):0.161478,
('MBL4760558.1':0.80997,'GJQ60956.1':0.912097):0.24806):0.133835):0.255623,(((((((('NEQ78126.1':0.41857,'WP_015955209.1':0.28534):0.170405,'HAO10162.1':0.538715):0.182154,('WP_015165450.1':0.585164,'HAT15288.1':0.414507):0.279461):0.138065,(('WP_221443636.1':0.83349,'WP_188531707.1':0.599655):0.146335,'MBA4685540.1':1.022341):0.181197):0.109694,
(('MCC2668435.1':1.193817,'WP_029452577.1':0.708859):0.211434,'MBU1119528.1':1.773429):0.188331):0.185962,('WP_090918530.1':0.816081,'PAQ14094.1':0.783668):0.226463):0.154324,(('WP_215112985.1':0.451531,'EEK82562.1':0.416054):0.353678,'WP_096881293.1':0.99336):0.473454):0.127095,
((((((('MBK9581425.1':0.701216,'WP_073584772.1':0.391375):0.106967,'MBK8623991.1':0.506439):0.263896,'WP_031456901.1':0.960779):0.148922,((('WP_215125591.1':0.411965,'KPP98444.1':0.548322):0.316913,'WP_201509044.1':0.810266):0.219865,'MBI9031341.1':1.112462):0.269212):0.119864,
(('WP_191189799.1':0.32824,'WP_146191043.1':0.655968):0.202309,'WP_072366566.1':0.420242):0.283231):0.079871,'WP_148476574.1':1.073546):0.170305,(('WP_093831867.1':0.607395,'RZJ98898.1':0.450109):0.297004,'MBI3258585.1':0.589665):0.518351):0.594269):0.133168):0.274294,('MBR2970749.1':0.833365,'MBR3917265.1':0.954548):0.737066):1.003979,
((((('NOS68451.1':0.69807,'PYQ30517.1':0.700991):0.141952,'MBA4158167.1':0.795522):0.106604,'WP_117300597.1':0.652284):0.180114,'WP_013542545.1':1.144091):0.171429,'TSC76026.1':0.522589):1.523153):0.197182,((('WP_148236012.1':0.500707,'WP_034742332.1':0.304815):0.140639,'WP_008243180.1':0.731104):0.119772,
(('PRB02040.1':0.407376,'MBK6385092.1':0.350509):0.267764,'WP_165026915.1':0.515521):0.041359):2.132146):0.141471,(((((('MBS1397659.1':0.436549,'MBR6574223.1':1.054236):0.157475,('WP_144368449.1':0.411477,'MBQ9935171.1':0.245073):0.13907):0.253551,'WP_073588669.1':1.115069):0.21594,('MBR2376872.1':1.996701,'DAZ35405.1':0.678249):0.285591):0.714087,
(((('WP_218724698.1':0.623399,'WP_161543719.1':0.793062):0.212281,'WP_220437271.1':1.065633):0.278271,'WP_049487825.1':1.808716):0.066239,('WP_111716774.1':0.569256,'MVL82783.1':0.413363):0.271878):0.945176):0.399207,(('WP_002150848.1':0.705929,'WP_036815499.1':0.332215):0.636433,'NBK98600.1':1.828288):0.950627):0.22786):0.189547,
(((((((((((((((((((('TMP96929.1':0.504345,'HGH80086.1':1.091363):0.195209,('NDB30066.1':0.897706,'AAZ32480.1':0.586855):0.222719):0.123521,'RLG60888.1':0.704497):0.21912,((('WP_048640875.1':0.672262,'WP_038030173.1':0.688057):0.310062,'MAG61182.1':0.796938):0.152119,'MBN1243567.1':1.873998):0.201376):0.089059,
('RKZ16782.1':0.531159,'KYK26370.1':0.738519):0.582041):0.093781,'NPA04956.1':0.951439):0.030734,'MCD6514967.1':0.922652):0.142251,'WP_131160384.1':1.227369):0.224321,((('NBW61643.1':0.356072,'WP_150884856.1':1.185166):0.664537,'GAX84258.1':0.73542):0.298181,'MAE69099.1':0.885727):0.147496):0.109964,
((('PMP77539.1':0.735887,'OQX72711.1':0.802393):0.109486,'HEL02751.1':0.924233):0.323008,'MCB9790052.1':1.266736):0.088726):0.119263,'NNN01165.1':0.901659):0.059675,(((((((('CAF1144326.1':0.825058,'pdb|7RH8|A':0.508825):0.183859,('KAH9256623.1':0.800502,'XP_012894498.1':0.630262):0.230913):0.166152,'XP_024696713.1':1.082849):0.342785,'MBT0801982.1':1.143215):0.06432,
('MBI2406533.1':0.644965,'MCE2456774.1':0.870823):0.327749):0.1229,'NBS41547.1':1.138676):0.134288,('MBI2551621.1':1.043332,'WP_139592003.1':0.912738):0.190009):0.110411,(((((('HBY45629.1':0.603619,'MBA2454904.1':0.621308):0.337456,'MBI5465484.1':1.309863):0.241067,'MBX6753075.1':0.646204):0.335914,'RIL12323.1':0.68561):0.167737,'MBU0646292.1':0.938363):0.054674,
('MCC6833123.1':0.785091,'OGE95214.1':0.989413):0.225158):0.146633):0.093665):0.152673,((((((('OGG12672.1':0.607487,'KKU18357.1':0.987338):0.308556,'RMF85626.1':0.502087):0.190864,('MBV8815038.1':0.510821,'MBC9868234.1':0.865563):0.232268):0.138235,(('MBD3369238.1':1.015451,'NLP04386.1':0.510847):0.407931,'WP_012463448.1':0.896955):0.200887):0.071813,'TAE32182.1':0.912861):0.142833,
(('MCE2526528.1':0.700357,'NNC41981.1':0.59382):0.287135,('WP_006521076.1':0.737829,'HIF66476.1':0.700049):0.143499):0.115012):0.130586,'MBS1914106.1':0.950126):0.074754):0.187223,(((((('NCN41709.1':0.573511,'OAV88701.1':1.061257):0.189506,'TDH66961.1':1.475832):0.120648,('MBS4868191.1':0.716065,'MCD4784662.1':0.864804):0.048762):0.054642,
((('WP_089072705.1':0.87016,'WP_219848648.1':0.769204):0.130835,'MCB9358691.1':1.187428):0.050722,'MBR2600743.1':0.990684):0.165492):0.051147,(('WP_014584298.1':0.787939,'UDQ97066.1':0.635919):0.121257,'MBN2364499.1':0.913514):0.092957):0.115696,((('QGM61652.1':0.842501,'MAW56731.1':0.786516):0.094388,'PID70047.1':0.587862):0.145203,
(('PWL77934.1':0.60191,'MBR1617464.1':0.742881):0.154385,'MCA9799930.1':0.637844):0.253901):0.053739):0.059271):0.095021,('WP_009885912.1':0.688115,'RYZ62773.1':0.891853):0.132403):0.137365,(((((('MBS1988786.1':0.532827,'MBS0605125.1':0.687372):0.392517,'MBU1008041.1':0.632717):0.135365,'MCB1112708.1':1.045996):0.169078,
((('KPK31942.1':0.712308,'MBN1914548.1':0.624186):0.162718,'MBB64784.1':0.720822):0.085329,'MBU4368610.1':0.863641):0.087951):0.155787,'WP_022846858.1':0.99947):0.144741,(((('OGZ32709.1':1.985584,'HHS23678.1':0.671278):0.153374,'OGI09771.1':1.052784):0.273621,('MBE2254571.1':0.597544,'MBK6875491.1':0.72344):0.155164):0.125611,'MBI28907.1':0.790747):0.097561):0.040287):0.044017,
('PKL85800.1':0.600131,'NLI94253.1':0.869634):0.238674):0.130373,(('WP_094255001.1':1.204223,'WP_010925119.1':0.49841):0.297184,('WP_225249093.1':0.589834,'WP_002557623.1':0.966842):0.2599):0.041896):0.186348,'WP_120160619.1':0.786459):1.336761,'WP_036094777.1':1.657317):0.272562):0.128654,((((((((((((('WP_111164110.1':0.798566,'WP_219321209.1':0.633623):0.218549,'SFO38336.1':0.644081):0.683197,
('WP_194478584.1':0.800875,'WP_075284352.1':0.906258):0.278427):0.120255,((('TNM60542.1':0.674638,'ESX52709.1':0.671943):0.454583,'WP_184204696.1':0.902098):0.165333,'WP_211399085.1':1.321513):0.199543):0.182119,('WP_029077504.1':1.346861,'WP_072963657.1':1.401071):0.233962):1.012641,
(((('MBQ7446241.1':0.493094,'MBQ3165606.1':0.567968):0.421403,'EOS74113.1':0.919748):0.289195,'MBQ7674632.1':1.419896):0.588246,((('MBK8945386.1':0.778017,'WP_099780545.1':0.729675):0.301954,'OAV70513.1':1.529131):0.172029,'WP_113959649.1':1.258961):0.368665):0.132142):0.118441,'PYV94845.1':1.544487):0.050953,'MBV9494960.1':2.366691):0.061423,
(((((((((('WP_056509576.1':0.751924,'MBB5757409.1':0.605582):0.145699,'MBO9687085.1':0.566574):0.197306,'WP_115534042.1':0.684017):0.068503,'OGB15448.1':0.578262):0.163816,'WP_205146352.1':0.982485):0.200811,'AWN50277.1':0.851869):0.120312,'WP_176587526.1':1.020357):0.301793,((('WP_156459098.1':1.116725,'KQM57518.1':0.867743):0.086299,'WP_079645186.1':0.91138):0.174875,
('WP_169721619.1':0.813412,'WP_157743926.1':0.751394):0.214137):0.17064):0.465742,'WP_075336068.1':1.081335):0.119192,('MBX3214343.1':0.823847,'MBX3245554.1':0.53147):0.658431):0.254329):0.881308,((((('MBZ5534084.1':0.944869,'MCC6262022.1':0.848816):0.096026,'MBN1461338.1':0.980863):0.280486,(('QYN18860.1':0.306035,'WP_181320715.1':0.279533):0.112989,'WP_158634436.1':0.261587):0.46342):1.005199,
('MCC7063783.1':0.680638,'MYJ74938.1':0.663628):1.134319):0.49789,((('WP_075282393.1':1.342732,'WP_146203711.1':0.574167):0.12081,'WP_216957336.1':1.085042):0.155649,'WP_195787618.1':1.334074):0.594277):0.169064):0.233303,
((((((((((('WP_136219035.1':0.407569,'MBK6655576.1':0.300027):0.065804,'MBL8515939.1':0.431637):0.057095,'WP_155024533.1':0.316505):0.102232,'WP_175219440.1':0.368053):0.235442,'WP_219012077.1':0.403336):0.157897,('WP_156887691.1':0.659176,'WP_084553101.1':0.467766):0.151037):0.233695,('WP_138578941.1':0.24872,'WP_058689630.1':0.459241):0.425799):0.3796,'WP_010942013.1':1.112661):0.224954,
('WP_126369146.1':0.527774,'WP_157649706.1':0.499989):0.511329):0.267343,(('SDS16747.1':0.862187,'WP_146247705.1':0.868985):0.145159,'WP_230768009.1':0.479778):2.075799):0.805842,((('WP_096651928.1':0.333316,'WP_188637767.1':0.278353):0.270315,('WP_164365915.1':0.297486,'WP_122266846.1':0.390481):0.207567):0.586623,'WP_181551725.1':1.321512):1.549328):0.145393):0.244132,
(((((((('WP_130024266.1':0.522362,'WP_062652960.1':0.419159):0.489743,('NQU54767.1':0.383119,'WP_158848098.1':0.463178):0.284115):0.140535,'RZJ43773.1':0.718775):0.110266,'HIP33332.1':0.833509):0.14332,'MYE69179.1':1.35751):0.104179,((('MBC8492140.1':0.3942,'OQA00755.1':0.513818):0.229029,'MBI2847329.1':0.941175):0.172859,'MYC62708.1':1.250628):0.115836):0.238087,
((((('WP_070225664.1':0.58566,'KPW23595.1':0.468894):0.249788,'WP_198806905.1':0.455987):0.125667,'WP_010872451.1':0.845244):0.08823,('MBI1930750.1':0.575447,'MBL7129283.1':1.094075):0.112537):0.107213,'MYB58676.1':0.903168):0.28432):0.14577,
(((((((('WP_209788062.1':0.435999,'WP_164566378.1':0.722271):0.139885,'MBL4874787.1':0.92969):0.159312,'MBC7104135.1':0.75326):0.05257,'WP_183010644.1':1.011138):0.101612,('WP_128598394.1':0.916907,'NVK73217.1':1.050867):0.093767):0.030696,('WP_183436539.1':0.559534,'WP_184879307.1':0.746498):0.274968):0.131969,
(('WP_147695982.1':0.907232,'KPW15855.1':0.744498):0.385532,'RTL77256.1':0.787009):0.077826):0.098215,(('WP_066321367.1':0.505397,'WP_024590866.1':0.388474):0.514134,'MYA86895.1':1.03197):0.104309):0.557775):0.471488):0.108194,((((('MBI2898592.1':0.504873,'NOT00370.1':0.475665):0.279085,'OHB63154.1':0.572342):0.606564,'WP_222257409.1':1.099656):0.170993,'MBE2226814.1':1.436645):0.594115,
(((('HIJ53019.1':0.866769,'WP_179006640.1':0.655182):0.361373,'NVK52690.1':1.206789):0.337295,'NPV02125.1':0.736141):0.866321,'KAF5435975.1':1.865208):0.184919):0.176657):0.185791):0.130577,(((('QVK18274.1':1.048628,'HCY44212.1':1.039178):0.517138,'PAT00994.1':1.398801):0.596586,
(('WP_129502785.1':0.286456,'TET81397.1':0.267062):0.09935,'NQY20852.1':0.333244):1.545642):0.449181,'WP_119189548.1':3.188223):0.210693):0.114922,((((((((((((((((((('WP_155837005.1':0.330045,'WP_215399318.1':0.266575):0.078053,'WP_139214266.1':0.379259):0.158374,'WP_046791834.1':0.60728):0.109846,
(('WP_201573770.1':0.554411,'WP_101965260.1':0.792883):0.1503,'WP_044422768.1':0.647479):0.404659):0.042767,'WP_161077659.1':0.515793):0.096214,('WP_146094059.1':0.497529,'WP_155639427.1':0.437548):0.302538):0.123632,'HAV3441516.1':1.116031):0.124072,('WP_210522153.1':1.442183,'WP_175541830.1':0.810057):0.167362):0.217904,((((('WP_076617776.1':0.315759,'WP_146346765.1':0.357879):0.38404,
('MBD1203454.1':0.744822,'WP_139159600.1':0.607291):0.193505):0.303143,'WP_095489628.1':0.887393):0.128627,('WP_046133446.1':0.917319,'WP_049732990.1':1.005943):0.178985):0.455139,'WP_146208101.1':0.928114):0.082629):0.101642,((('WP_158823239.1':0.316842,'WP_187290227.1':0.250292):0.4418,'WP_163151255.1':0.713656):0.102168,
(('WP_147451332.1':0.660252,'MBN1458867.1':1.017604):0.094542,'MBL8216468.1':0.791254):0.051283):0.166329):0.045129,((('WP_022687645.1':0.374579,'RYG99641.1':0.382556):0.493271,'PZQ58890.1':0.453365):0.208397,('WP_146050077.1':0.413854,'WP_197145745.1':0.400139):0.387379):0.430072):0.102632,((((((((((('WP_157377079.1':0.225396,'WP_138945360.1':0.331129):0.297126,'WP_143337702.1':0.486439):0.067006,
('WP_131806535.1':0.509309,'WP_147436282.1':0.493978):0.079025):0.750994,'WP_196323886.1':0.750215):0.120082,'WP_155896719.1':0.656036):0.14577,'WP_046379029.1':0.820185):0.277831,'WP_216926556.1':1.12158):0.132994,((('WP_139220400.1':0.573834,'MBM0237707.1':0.564407):0.169936,('WP_156186579.1':1.177199,'WP_203656749.1':0.716008):0.114247):0.095783,
('WP_131822606.1':1.023012,'WP_157571747.1':0.6334):0.185949):0.085224):0.152643,'WP_204132512.1':1.253466):0.083487,((((((('WP_038443667.1':0.389738,'WP_145996591.1':0.433785):0.143326,('HBG31864.1':0.682552,'KAB2921695.1':0.471178):0.270139):0.189389,('WP_018623467.1':0.833015,'WP_172587264.1':0.519374):0.111297):0.154073,'RNL61880.1':0.720922):0.101286,'WP_049588916.1':0.881803):0.123549,
(('WP_186170290.1':0.368654,'WP_124702883.1':0.484481):0.571545,'MBL8802966.1':1.110251):0.301535):0.277493,'WP_147445358.1':1.031217):0.501033):0.087637,'WP_146579639.1':1.101271):0.078167):0.09629,('WP_148563082.1':0.758631,'WP_139187887.1':0.95258):0.329383):0.103599,'MBN8600344.1':1.056067):0.245128,
((((((((('MBO4875642.1':0.369121,'MBR3411642.1':0.31005):0.115243,'WP_087208178.1':0.342523):0.199608,'MBQ6791354.1':0.981893):0.155077,((('WP_100013706.1':0.335582,'WP_117587416.1':0.452211):0.129324,'WP_204392365.1':0.40321):0.193352,'WP_033148139.1':0.696673):0.206122):0.180341,
('MBR1621060.1':0.651433,'MBQ3812064.1':0.742206):0.17863):0.127733,'WP_163308646.1':0.704725):0.083069,'WP_092899515.1':0.725433):0.451695,'WP_164111983.1':0.95912):0.412384,'WP_155300847.1':1.446457):0.231997):0.199615,('WP_139322878.1':0.395185,'WP_153013589.1':0.442314):1.872944):0.407478,
(((('WP_076152530.1':0.644809,'WP_173119970.1':0.587682):0.157018,'WP_217033337.1':0.651438):0.148382,'WP_009593322.1':0.803929):1.15518,'MBQ7106574.1':2.097726):0.183703):0.157325,(((((((('WP_106282856.1':0.513443,'TXI47114.1':0.824083):0.184576,'WP_143811212.1':0.633101):0.244234,(('WP_161056712.1':0.010462,'RFP12545.1':0.004487):0.349848,'WP_200595579.1':0.599):0.344113):0.193811,
(('MBI2768964.1':0.46087,'MBI5007878.1':0.375927):0.299477,'WP_123850227.1':0.535613):0.651755):0.717201,(((('WP_157204872.1':0.406832,'WP_141251926.1':0.402287):0.272048,'WP_180831788.1':0.887275):0.092619,'WP_143710595.1':0.954972):0.235202,'WP_023660445.1':0.696739):0.368569):0.27705,(((('WP_138219676.1':0.521953,'WP_186569172.1':0.460453):0.368778,
('WP_098732785.1':0.5082,'WP_108008356.1':0.390405):0.760897):0.206119,('WP_055016603.1':0.574795,'WP_008224318.1':0.641126):0.496315):0.308247,(((('MBA4689451.1':0.367499,'WP_095974095.1':0.324668):0.169099,'WP_124374146.1':0.33412):0.194575,'WP_107802949.1':0.62553):0.079293,'WP_148253385.1':0.535405):0.516046):0.267339):0.186687,(((((((('HBE90560.1':0.598311,'TAK62827.1':0.4637):0.205081,
('WP_212674006.1':0.307976,'WP_126074793.1':0.229998):0.378867):0.117171,(('WP_005153250.1':0.31588,'WP_219191407.1':0.816242):0.960685,'WP_198293826.1':0.476373):0.162962):0.183784,('WP_058697634.1':0.638628,'MAX93589.1':0.707703):0.198571):0.272015,('WP_201203335.1':0.346295,'WP_065260560.1':0.334349):0.403094):1.606822,(('WP_018623043.1':1.066576,'WP_061250476.1':1.497049):0.223064,
('WP_202016721.1':0.861289,'WP_188746669.1':0.960337):0.145804):0.12723):0.076848,(('OGV59066.1':0.986652,'PHR46278.1':1.092623):0.137233,('MBN2286894.1':0.747899,'SPE50928.1':0.762404):0.292403):0.140772):0.120398,('WP_188746066.1':0.742616,'MBN4076030.1':0.998681):0.429303):0.113193):0.189366,(((((((('WP_214213718.1':0.530124,'WP_125290822.1':0.61947):0.199444,'MBT1841801.1':0.597956):0.227021,
('WP_028722268.1':0.756329,'WP_139430251.1':0.390194):0.225407):0.068346,(((('WP_196122628.1':0.202376,'WP_208188441.1':0.389416):0.183607,'WP_193251056.1':0.282342):0.242077,'WP_139474237.1':0.636684):0.276098,'WP_182740159.1':0.732042):0.126316):0.063826,'WP_168825378.1':1.018745):0.348556,
(((('WP_201630000.1':0.663584,'WP_182195186.1':0.523102):0.113857,'WP_156786974.1':0.759728):0.168024,'WP_208932877.1':0.712023):0.361766,'MBL1319712.1':1.650085):0.530019):0.143387,((('WP_173286474.1':0.35222,'WP_135794929.1':0.358672):0.328494,'WP_178861935.1':0.774563):0.419036,(('WP_092790103.1':0.861447,'MBQ0832839.1':1.147659):0.334684,'NOQ32112.1':1.092577):0.238878):0.170463):0.084392,
((('WP_186912353.1':0.549032,'WP_163909404.1':0.512395):0.731254,('WP_056192238.1':0.815473,'WP_198580769.1':0.67387):0.363922):0.153394,'MBR9907539.1':0.994977):0.235502):0.127705):0.364564):0.200317,(((((('MBQ2922593.1':0.350809,'MBQ3523286.1':0.329654):0.16986,'WP_087340358.1':0.400353):0.128403,('WP_126309160.1':0.384402,'WP_014795731.1':0.378725):0.136556):0.499842,
('SFT33420.1':1.175545,'WP_061656652.1':0.612943):0.243339):0.190367,('WP_158638426.1':0.823876,'NOT92265.1':0.739853):0.505901):0.478073,'WP_108172005.1':1.070873):0.376405):0.164922):0.541664,(((((((((((((((('MBR4854249.1':0.281425,'MBF1481007.1':0.352481):0.096565,'MBS6650705.1':0.333114):0.083116,
('MBR6124419.1':0.507355,'MBR0500353.1':0.483448):0.120732):0.254015,'WP_163212302.1':0.402708):0.128384,(('WP_201668619.1':0.736167,'WP_157255306.1':0.548948):0.08217,'WP_132053099.1':0.588104):0.076041):0.053711,(((('WP_158062991.1':0.74708,'WP_091267253.1':0.584978):0.100997,
('WP_166335115.1':0.639354,'WP_138425533.1':0.516634):0.056545):0.083103,'GFD93123.1':0.456996):0.261124,'MBP5493774.1':0.889695):0.170357):0.163683,(('TRZ50402.1':0.534745,'WP_143393648.1':0.583393):0.072427,'MBF0591065.1':0.545186):0.104788):0.067397,((((((('WP_164575080.1':0.3602,'WP_071088667.1':0.426788):0.136469,'TYC63997.1':0.689629):0.05216,'MBU0768979.1':0.626916):0.058494,
(('TMJ18651.1':0.297869,'MBN8807023.1':0.363499):0.052261,'WP_185679114.1':0.357516):0.201656):0.129017,(((('WP_186100814.1':0.408072,'WP_076053582.1':0.328084):0.121558,'MBH1833449.1':0.424712):0.29277,'WP_152987909.1':0.323893):0.083595,'WP_051610663.1':0.568042):0.064682):0.338649,'MBK6741355.1':0.64637):0.094937,('WP_156372319.1':0.720698,'MBL9144021.1':1.050698):0.346756):0.111532):0.048799,
(('WP_117706977.1':0.250882,'OSZ82925.1':0.430307):0.2162,'WP_034973600.1':0.889314):0.194208):0.043082,(((('WP_017270730.1':0.30441,'WP_153423780.1':0.332245):0.076385,'WP_064697786.1':0.258814):0.097069,'KGF67816.1':0.394421):0.322211,('WP_124160189.1':0.348517,'WP_194405638.1':0.225052):0.433053):0.193904):0.04146,
((((('WP_102523011.1':0.257162,'WP_114724849.1':0.272847):0.116544,'WP_033080595.1':0.27556):0.205556,'WP_169327714.1':0.242829):0.100487,'PHS53207.1':0.365403):0.28198,(('MBQ0754699.1':1.295982,'PWI46301.1':0.639591):0.109736,'MXW50236.1':1.31409):0.065151):0.059368):0.051911,('WP_201565789.1':0.714618,'WP_157328001.1':0.930884):0.142355):0.107339,
(('WP_101152318.1':0.309563,'WP_087672987.1':0.412527):0.192264,'WP_152486665.1':0.323147):0.39584):0.093547,(((((((('WP_144373900.1':0.508142,'WP_099795049.1':0.547515):0.094848,'WP_195882107.1':0.456423):0.060415,(('WP_025211323.1':0.293564,'WP_150059445.1':0.564502):0.218619,'WP_131148583.1':0.503983):0.060081):0.043069,'WP_124654544.1':0.41624):0.10512,
(('WP_080426691.1':0.359501,'WP_011381523.1':0.518444):0.034726,'WP_109585276.1':0.408606):0.091128):0.29477,'WP_093322664.1':0.807504):0.064172,('WP_104499305.1':0.460778,'ENU86601.1':0.274358):0.306176):0.077728,
(('HAV5964872.1':0.313734,'WP_050459352.1':0.439302):0.314891,'WP_032001776.1':0.446639):0.327706):0.227016):0.10807,'WP_129085749.1':1.227712):0.113178,'VVH63430.1':0.756836):0.336559):0.099202,'HBI47846.1':0.844418):0.682957,'WP_143403001.1':0.863142):0.128307,'WP_104835587.1':0.518315):0.172909,
('CCZ93800.1':0.603175,'OGO89123.1':0.399359):0.071868):0.445326,'MBQ8604155.1':0.369052,'MBE6762678.1':0.348618);

##ORC-Cdc6
('WP_012084214.1':0.9779166625,(((((((((((('WP_188107597.1':0.6100203287,('WP_110806985.1':0.7982004586,(('TRV19116.1':0.5627100621,('WP_171173697.1':0.7690849466,'WP_202073458.1':0.6190539021):0.1754398556):0.1077851152,'WP_132441534.1':0.6766364781):0.2815628037):0.3714172478):0.1188248446,'OEU66350.1':0.6856836874):0.0729556185,('WP_173982873.1':0.5025024398,
('MBL4696444.1':0.4192495415,'OHC74588.1':0.3595012185):0.1945057719):0.2358133686):0.1114267498,(('NQU24874.1':0.6852210053,(('QOX63293.1':0.5033386931,'NMC60090.1':0.5127738317):0.101351269,'OQC17522.1':0.3221154595):0.4100651211):0.1196386985,
((('WP_109727824.1':0.3754464525,'WP_160665719.1':0.5266060845):0.3386636464,'MBD5085329.1':0.47960711):0.5201265113,'MBL9185764.1':0.7405744633):0.1187904324):0.0547130024):0.0647064661,(('WP_207335861.1':0.7002689563,'PCJ01119.1':0.8041669712):0.0867747564,('MBV9767376.1':0.5262418586,'WP_163286826.1':0.5213863307):0.0982862331):0.0847876266):0.0754047382,
(((('WP_004628118.1':0.6012170901,'WP_120257143.1':0.5253314649):0.1230026218,'MBL7103271.1':0.6555175063):0.145986413,'WP_190313375.1':0.8361684803):0.2395041791,((('GAE15860.1':0.6977682586,'MBD5636236.1':0.3810273875):0.1404028661,'WP_120178170.1':0.513920034):0.2523472927,'WP_169553727.1':0.7570567186):0.0916695976):0.0332213543):0.0933513974,
(((('WP_208841911.1':0.3830559434,'WP_051632427.1':0.3767944927):0.1447926224,'WP_114732096.1':0.5321179935):0.3690459123,(('WP_186690590.1':0.3840334606,'OGB34009.1':0.630739803):0.1866220114,(('WP_166170720.1':0.4885344473,'WP_201549818.1':0.6239323413):0.1315980124,'WP_131326744.1':0.3556748329):0.2171616195):0.2009711601):0.2017550642,'WP_066347475.1':1.1154248603):0.0796528366):0.1399211969,
((('WP_157812774.1':0.4535549877,'WP_214343630.1':0.6015918691):0.2382380223,('WP_211002874.1':0.6879230711,('WP_109962506.1':0.4019525845,('WP_135399540.1':0.4214385527,'MBF0448830.1':0.5502592679):0.0868668869):0.1985012382):0.4622179131):0.1053913834,
((((('WP_162030022.1':0.5750673395,'WP_069184386.1':0.3963456116):0.1332470586,'WP_058027347.1':0.3581124923):0.0690862872,'NQZ26212.1':0.510715285):0.1204910165,'WP_130037007.1':0.4587108606):0.3363811566,'NJA06450.1':0.6128290142):0.0828273189):0.2124205023):0.1687652659,('MBN8690624.1':0.5707218574,'WP_200351769.1':0.408912258):1.385117714):0.2773992778,
(('MBL7128261.1':1.5082485343,'PKM68377.1':1.7853187305):0.1375585397,('WP_165233529.1':0.7734195373,'WP_148708190.1':0.5988171429):0.3012738853):0.3036424727):0.3853852291,(((((((((((('MBN1655872.1':1.9864745748,'MBR6766651.1':2.8310304318):0.3667256623,
((((((('WP_129528367.1':0.9179717852,'WP_205819441.1':0.7859469364):0.1269314334,'WP_186883937.1':0.8754146913):0.1190801784,'TAM27071.1':0.7691690577):0.2118064361,(('NVK57825.1':0.3665158217,'WP_198573572.1':0.4052877308):0.6041534784,'WP_062057782.1':0.9831530231):0.3446914846):0.4370644741,
(((('WP_154912002.1':0.6492132513,'WP_187599107.1':0.4741856538):0.2121312276,'WP_219311003.1':0.6911078423):0.1700312633,'WP_201016245.1':0.7036806734):0.166242701,(('WP_153065805.1':0.4566151123,'WP_165666040.1':0.3664699503):0.2261130768,'MBH1803126.1':0.6775164855):0.4299862117):0.7215116042):0.0890421819,
(((((((('WP_184621936.1':0.5332824881,'WP_215839096.1':0.3472593202):0.6140200954,'AVP97528.1':1.0818541058):0.6473301385,(('WP_131721864.1':0.422600346,'WP_146080642.1':0.463267124):1.104825015,((('WP_143546874.1':0.8010055451,'WP_162799147.1':0.6842253221):0.1194313233,('WP_157485284.1':0.683055597,'WP_132049683.1':0.8205512438):0.2048727347):0.1980265513,
('WP_144238005.1':0.7376400388,'WP_156659626.1':0.7609885831):0.3442002737):0.3856129918):0.073382563):0.1454164808,('MBS0375711.1':1.0326552686,'NUQ10770.1':1.0031658627):0.1428159207):0.107284001,((('WP_014723304.1':0.4613947318,'WP_145842153.1':0.6319563437):0.4272390805,('MBI3727301.1':0.4351320275,'WP_157781794.1':0.772185594):0.2914891858):0.5707648595,
('WP_124800729.1':0.3743276922,'WP_203167962.1':0.5551121118):0.6703834974):0.1533377697):0.1323223531,((((((('WP_156928313.1':0.4938141808,'RWP82303.1':0.6177262037):0.1634023164,'NBC31057.1':0.9650295665):0.5544889628,('WP_174043882.1':0.7473260347,'WP_140685633.1':0.8201884395):0.6103195326):0.267904454,
('PZO46791.1':0.8476688102,'WP_183969459.1':1.0192643712):0.3569979017):0.0946804735,'KHG33181.1':1.0651345158):0.1018160066,('NKB38348.1':0.9685737821,('NTW87982.1':0.5992334083,'NGN45017.1':0.6855092755):0.1696174537):0.1675738292):0.0937766221,('WP_145669249.1':1.597527855,'MBK8466324.1':0.8870544912):0.0859745747):0.0783769194):0.0582980568,
('WP_141772463.1':0.3504762845,'WP_156351678.1':0.5003073718):1.401531976):0.0501571833,(((('WP_140779870.1':0.6199097828,(('MBB35828.1':0.7499906064,(('WP_108820269.1':0.3519259308,'WP_170362233.1':0.4393396406):0.085245046,
('PID46342.1':0.3865997198,'WP_149737517.1':0.4343076064):0.2111429704):0.2737311113):0.1616197417,'WP_144430470.1':0.6316804369):0.2518496315):0.1349634831,'WP_153216438.1':0.7350561065):1.004168993,(('MAO12627.1':0.8656250916,((('WP_118845004.1':0.6733289076,(('WP_108187268.1':0.4244013671,'NVJ62466.1':0.3574555709):0.1727005911,
('WP_157629923.1':0.3571728262,'WP_020911189.1':0.3810436473):0.3317520819):0.0955985473):0.1480515509,(('WP_054017450.1':0.4290566365,'MBQ4859176.1':0.35397287):0.2347457514,'WP_024593873.1':0.5371414197):0.2456949582):0.1006782653,'WP_134320745.1':0.4523513769):0.2476077544):0.2183943467,'MBN57553.1':0.9220470482):0.6938782648):0.2402090439,
(('WP_188823960.1':1.0846456949,'WP_092867145.1':0.8169667336):0.4186335147,(('WP_024095694.1':0.5539834728,('WP_139112634.1':0.3190915938,'WP_149141467.1':0.5610130614):0.2235012103):0.5065477928,'MBE7184528.1':0.9281224495):0.3211677569):0.0620681574):0.0675503206):0.1682321051):0.208923165,
((((((('MBP1631347.1':0.5398224183,'WP_145996564.1':0.6164745741):0.4042391217,'MBK9103975.1':1.2905223976):0.2126056266,(('WP_110306470.1':0.9199684668,('AMR33469.1':0.6256635709,'WP_075992325.1':0.583865774):0.2739324749):0.1041555083,
(('WP_141878325.1':0.3836619072,'MBI3235184.1':0.4777029154):0.6107773227,'TXJ28976.1':0.8524398468):0.1738566118):0.2184233064):0.169965423,'WP_056870636.1':1.4358784369):0.1429000194,(((('WP_184497359.1':0.292675432,'WP_161819661.1':0.4645367187):0.1916954255,
((('WP_199001272.1':0.4730655048,'WP_139348468.1':0.5278452752):0.1061846819,'WP_088444737.1':0.6849044757):0.1970610335,'WP_070566643.1':0.6431293119):0.0582169942):0.1264451405,('WP_031426973.1':0.5730998234,'WP_119789593.1':0.508419149):0.1075025936):0.1616844164,
('MBN8672816.1':0.4424131743,'MBI3510939.1':0.3179321094):0.4200750957):0.3240217563):0.1576023085,'MBL9159074.1':1.0427116823):0.2890734029,'WP_108802176.1':2.1439334854):0.1024463402):0.6533293233):0.1792522535,((((('WP_154380682.1':0.4018176054,'WP_140426114.1':0.7066554336):0.6549288643,
((('TRZ90092.1':0.5978459881,'MBR3223076.1':1.4071601151):0.186349518,'WP_187716415.1':1.0502955399):0.0528057056,'WP_167631097.1':0.8828866294):0.0992226786):0.0895400748,'WP_127138040.1':0.8734934842):0.1245334282,((((('WP_193521893.1':0.4482462696,'WP_114794381.1':0.6073896177):0.1064670844,'HAU5628576.1':0.3562299083):0.2618568807,
('WP_102310266.1':0.6575003891,'WP_138623817.1':0.3750057171):0.1750136927):0.1452625972,'WP_187447091.1':0.9932166719):0.2382482039,('WP_177140228.1':0.4104889904,'WP_134251154.1':0.4346963046):0.4976958436):0.1189276296):0.5731667846,((('MBQ1736370.1':0.6657378427,
(('EOS77607.1':0.4456768305,'MBE6634906.1':0.5964891096):0.1566485752,'WP_110463249.1':0.4464730585):0.1224958247):0.2701799111,'MUP37008.1':0.7196535146):0.2240167972,('GFO82824.1':0.7629827927,'OGR43869.1':0.4232280392):0.6161672301):1.03743373):0.3913180528):0.1657716891,'WP_153868432.1':2.506247353):0.3163305899,
(('WP_124842721.1':1.4213606036,'HJC05922.1':1.3315574406):2.011387874,'NYZ74196.1':2.5498514772):0.2562541065):0.1757799002,((((('WP_212674010.1':0.9195465098,'TFZ36205.1':0.5163571322):0.2812940248,(('WP_164111986.1':0.5624543969,'WP_188746662.1':0.6656529657):0.1447023963,'HAT3841127.1':0.7579887199):0.1799350831):0.2300897525,'MBR9907541.1':0.8233959642):1.675551681,(('TKJ38433.1':1.9413806708,
(('WP_095072111.1':0.6096787491,('WP_146183143.1':0.6374707487,'WP_193549924.1':0.5941482516):0.2411379187):0.5862971761,(('WP_101071977.1':0.5197763831,'AHM60241.1':0.5019646964):0.5071345995,((('RLM15736.1':0.5469083593,
('WP_140101874.1':0.4391377006,'WP_150138939.1':0.4946476158):0.2068029075):0.3325615147,'SIO47396.1':0.933909963):0.1196986832,'WP_118930850.1':0.5415661997):0.3388120221):0.5696242145):0.8494602533):0.5910779765,'WP_126992052.1':2.1279326498):0.0660794397):0.3285090168,('MBI3268776.1':0.7526894453,'OGG43750.1':0.5250613172):1.964445456):0.2382539484):0.1237237055,
((((((((('WP_135194683.1':0.5884627879,('ABE41171.1':0.5373810361,('WP_038958520.1':0.5093918509,'WP_196272432.1':0.3583709269):0.0844141935):0.1612163217):0.0862629035,'WP_150293305.1':0.4654205387):0.1247578145,'MBO82711.1':0.528296708):0.14837435,'WP_151563359.1':0.6293492258):0.581547476,'WP_134495992.1':0.9213797125):0.2983408121,
(((('WP_188437608.1':0.2944146188,'WP_214542599.1':0.5210286938):0.9336213654,'WP_197375775.1':0.9427934456):1.394226734,'TNE90354.1':1.5072658643):0.1225541081,(('MBS0202020.1':0.688163253,'NQU20104.1':0.9050844895):0.2411330494,'MBI1354979.1':1.0920686486):0.2477167561):0.632715288):0.1006481441,
(((('WP_171665841.1':0.8028466971,'PSK86182.1':0.9088585978):0.1860576403,'WP_143042291.1':0.9888106664):0.2315346162,'WP_058807156.1':1.2154212934):0.3368974413,'WP_153793986.1':1.0993312655):0.4139930339):0.1821616925,('WP_133255987.1':0.6061091808,'WP_164593208.1':0.8837302111):1.0494868):0.1865185428,'WP_147324544.1':2.26561823):1.055444091):0.1653364371,(((((('WP_200598298.1':0.8042938079,
('MBN8506426.1':0.7751824776,'MBK6743792.1':0.8559099541):0.1729888491):0.2136747296,'WP_046992289.1':0.8383487389):0.9539715951,(((((((('MBL8802965.1':0.5196066982,'WP_124702882.1':0.6046220859):0.1565680204,('WP_176433591.1':0.5389833673,('RKH72387.1':0.5312504325,'NBD08024.1':0.497767512):0.1252316868):0.1393007957):0.0650318081,
((('WP_172587263.1':0.4111578555,'MBC52744.1':0.5036943686):0.1022929412,'WP_049588915.1':0.5494079093):0.2055482706,'HBG31863.1':0.4453093984):0.1828536444):0.2024341054,'MBK07098.1':0.8358845148):0.6003398143,(((((('MBK6968330.1':1.1902155816,'WP_210522154.1':0.797670676):0.2585167421,'WP_146579641.1':0.7357276406):0.0762919308,
(((('WP_038018432.1':0.6330950957,'WP_215399317.1':0.4279237293):0.1015761632,('WP_215410255.1':0.4968597664,'MBB6135849.1':0.583190587):0.0641983082):0.0639727996,('WP_021510241.1':0.4055445001,('WP_101965259.1':0.5542908727,'WP_201573778.1':0.3771357972):0.1116339976):0.2143967306):0.1076373037,'WP_001054892.1':0.8646908195):0.2466002858):0.0724469488,
(((((('MBD1203453.1':0.5016438802,'WP_090643678.1':0.4433539066):0.0835765675,'WP_076617774.1':0.6629364615):0.3348145863,('WP_158302735.1':0.5070668483,('WP_049732991.1':0.5448499148,'WP_052950308.1':0.542388887):0.0623699184):0.1353357492):0.4152821,'MBN8600343.1':0.7532472935):0.1222317075,(('WP_146208102.1':0.7077250977,('WP_147451333.1':0.6354729182,
(('ADV80958.1':0.5470467457,'MBL8216467.1':0.5547344621):0.0832773254,'MBL7176054.1':0.4977526545):0.0620504613):0.0452942037):0.0410209305,('WP_038972311.1':0.6068151379,('MBN1458868.1':0.8089994584,('RYG99642.1':0.6278646156,'WP_197145747.1':0.6990007264):0.1923436912):0.1082845627):0.1452989602):0.0730465682):0.0368913293,'WP_155300848.1':1.1222220478):0.0411611755):0.0585040848,
(((((('WP_162248368.1':0.3723481623,'WP_046379028.1':0.4469872598):0.1751321004,(('WP_146080740.1':0.6882878212,'WP_016895096.1':0.3647303658):0.5804201259,('WP_155896720.1':0.7423657446,'WP_196323887.1':0.6225823205):0.0908813225):0.0893019911):0.1786623052,'WP_216926557.1':0.7647801772):0.2225836518,(('WP_070921704.1':0.5818303002,'WP_157571746.1':0.4960570538):0.1339166817,
('WP_091940591.1':0.5123112249,'MBM0237708.1':0.4352515455):0.1026866266):0.0991876591):0.0621478855,'WP_203656747.1':1.0063354791):0.2242019868,('WP_175455704.1':0.4119688169,'ALA88577.1':0.6228545232):0.6940656062):0.1229066679):0.1286479622,((('WP_204392367.1':0.4094518877,'MBQ6791353.1':0.576929581):0.206514593,'MBQ3812065.1':0.7571731238):0.1251929114,
(('WP_164111984.1':0.5883059015,'WP_092899517.1':0.4620009217):0.1129353561,'WP_163308645.1':0.4883532717):0.1000438402):0.3639253872):0.1857113071):0.1891601215,'WP_139322879.1':1.5121179011):0.564842185,'MBQ7106575.1':1.6073121441):0.2107706403,'QUO20795.1':2.0297909767):0.0536879124):0.0358533541,(((((((('WP_107802948.1':0.5170168642,'WP_156483671.1':0.3903733082):0.4592539594,
(('WP_086209878.1':0.4392320495,'WP_004770396.1':0.5037079611):0.4221613861,'WP_138219675.1':0.669772701):0.1283252605):0.1351065492,('WP_055016604.1':0.5050227876,'WP_008224316.1':0.5373574608):0.4010426216):0.2363919545,('WP_188746065.1':0.3803440672,'MBN4076031.1':0.5060960615):0.3584534031):0.1936830661,(('WP_061250477.1':1.0511986218,
(('HBE90561.1':0.4028602837,'WP_157649789.1':0.4649849504):0.1523028843,'WP_001059802.1':0.5855026597):0.5557917203):0.1601783946,((('MBA4016994.1':0.7031058948,('OGV59067.1':0.5591386024,'SPE50929.1':0.5988303664):0.1500917209):0.1111954594,'PHR46279.1':0.8246624672):0.0824294831,
(('WP_018623044.1':0.5774752411,'WP_079716949.1':0.47299779):0.1815560495,'WP_202016720.1':0.5025896275):0.1436287897):0.1113387346):0.0697582437):0.0906156309,((('WP_046577924.1':0.5758779301,('WP_106282855.1':0.327124617,'TXI47113.1':0.5558879303):0.0961055545):0.3078136859,('MBI5007877.1':0.6931292276,'RFP12544.1':0.6766816395):0.0983209751):0.2719624247,
((('WP_023660444.1':0.5440430034,'WP_064036440.1':0.4253858008):0.0829720711,'WP_182266924.1':0.5290471701):0.3451099561,'WP_012080875.1':0.661396099):0.3238941795):0.1824091858):0.1123177216,(((((('WP_056192234.1':0.5688803094,'WP_198580768.1':0.4423103213):0.4201052352,('WP_186912354.1':0.4238361833,'WP_163909405.1':0.3725769376):0.382337261):0.1626135413,'MBR9907538.1':0.9117370589):0.209758554,
('WP_173286472.1':0.4260694845,'WP_178861936.1':0.5461475082):0.5182748365):0.1079306094,((((('WP_168825376.1':0.6896342328,'BCV34023.1':0.5351503934):0.082608998,('WP_193250656.1':0.4176889681,'WP_100293354.1':0.384745976):0.2439244073):0.094623502,(('CNB32436.1':0.3729870794,'WP_193558106.1':0.4189963365):0.1252309648,(('WP_117039010.1':0.490593201,'WP_214213716.1':0.4896539061):0.1332584246,
('WP_199746497.1':0.4067634403,'HAT3841124.1':0.3950582904):0.1924347177):0.1321224039):0.1568550973):0.2202609562,'NOQ32111.1':0.8814171874):0.1232189499,('MBQ0832840.1':0.5575101304,'WP_092790105.1':0.6666190179):0.3550132661):0.2587123866):0.0928789388,((('WP_009118238.1':0.4325421733,
('WP_208932876.1':0.4355482034,'WP_145242848.1':0.3139083389):0.0998817971):0.1065321238,'WP_201630002.1':0.3538785608):0.5475747318,'MBL1319713.1':1.0062086675):0.9654270005):0.1360857996):0.6078977806,(((('NOT92266.1':0.7487256505,'WP_147192612.1':0.6710344307):0.4161422413,('SFT33425.1':0.9183756071,
('WP_061656651.1':0.5876758,'MBQ3523287.1':0.9168928998):0.1997459879):0.2017975659):0.1778744386,'WP_108172004.1':0.9793834664):0.2955499202,('WP_217033339.1':0.3534394227,'WP_009593313.1':0.6413805013):0.8390141566):0.1982044759):0.1336015877):0.1692439562,(((((((((('QOZ74543.1':0.8611740912,('MXW50235.1':1.1559100491,'WP_157327999.1':0.8096365944):0.1497534114):0.0916788129,
((('WP_064697785.1':0.3486198862,'WP_151352312.1':0.5271753125):0.1073020472,'WP_164024702.1':0.4054296658):0.0929779611,('WP_152599694.1':0.3495508875,'NBZ89248.1':0.4786272398):0.1566410309):0.4307875024):0.1973918885,'MBL9144022.1':1.2957708208):0.0936852131,(((((('RYG57872.1':0.4982141935,('MBH1833448.1':0.5839102058,
('WP_076053585.1':0.534933447,'WP_186100815.1':0.3873202203):0.0912195511):0.1027666304):0.361449628,((('WP_110787325.1':0.602010092,'WP_106667518.1':0.4677016034):0.1021042449,
('WP_185679113.1':0.4757797662,'TMJ18650.1':0.3746905822):0.2871250853):0.0784308638,'MBU0768978.1':0.5394345946):0.0877690476):0.1043261798,'WP_028731223.1':0.671232243):0.1178035671,'MBQ0754698.1':1.087585933):0.050620808,'WP_039132472.1':0.7604189629):0.2805254379,(((('WP_086353522.1':0.6234744033,
('HAV5964873.1':0.4069418678,'WP_004281404.1':0.5451305265):0.8201635648):0.4774704857,'WP_093322661.1':0.8980176306):0.0945322271,((('WP_081333392.1':0.5651554607,('WP_109585275.1':0.4379441527,'WP_011381522.1':0.5115126664):0.0852975639):0.0766631534,(('WP_260429748.1':0.4505018061,('WP_144373901.1':0.4373244394,'WP_099795050.1':0.4297322578):0.0999895868):0.0603277961,
('OAE17231.1':0.4332247262,'WP_143451713.1':0.5522612573):0.0855552558):0.0901046849):0.2452859658,'WP_125279816.1':0.6136632548):0.0999544881):0.606942559,('WP_101152316.1':0.4595584777,'WP_006462956.1':0.4418740611):0.3480253119):0.1723329057):0.1673828874):0.0604496887,
((('TRZ50403.1':0.4861532285,'WP_143393647.1':0.5467008891):0.1524922676,'MBF0591066.1':0.6888724417):0.1341948948,'PWI46302.1':0.8824787188):0.1112694538):0.0939705081,((((((('MBR0500354.1':0.6883421414,
('MBR3918721.1':0.3220324474,'WP_136000469.1':0.4275018483):0.1124105437):0.0685510959,'MBR6124418.1':0.6615159722):0.1505222151,'MBP5493773.1':0.6965059951):0.2898216904,'WP_163212300.1':0.3880024151):0.2540094792,'WP_132053101.1':0.6605924282):0.1737060788,(('WP_138425534.1':0.4559337077,'WP_158062990.1':0.6907284231):0.3164214802,
('WP_201668620.1':0.7343331512,'WP_055903043.1':0.4728404225):0.2681532323):0.1215172356):0.0713908464,'OGU56385.1':0.8506842879):0.1236564725):0.0844658466,(('WP_156078422.1':0.494524315,('WP_205352212.1':0.513526536,'WP_169327715.1':0.3643744107):0.1065856353):0.2872539069,'WP_201565791.1':0.5409296568):0.7659658849):0.0811245098,('WP_034973598.1':0.8392497983,
('OSZ82924.1':0.4369901873,'WP_117706978.1':0.5107935263):0.1983444249):0.5213397616):0.1694454544,'WP_114843014.1':1.5587096081):0.6314978159,(('RPJ71567.1':1.1280413335,'HBI47847.1':1.2283287801):0.1812277881,((('OGO89122.1':0.5173229417,'CCZ93801.1':0.5192582108):0.1578173316,
('MBE6762679.1':0.4721176999,'WP_119189548.1':0.2777548815):0.2858302916):0.0942977135,'WP_104835588.1':0.5654312129):1.143687327):0.1000990384):0.2411267722):0.0839408027,((('MBC7820699.1':0.6565318065,('MAX37950.1':0.5958375654,'MBI3043993.1':0.5932446419):0.2027812002):1.015982327,'TET89578.1':1.0629715287):0.4740751868,'OGW14545.1':1.2986620395):0.4994430051):0.1970048146):0.1192051074,
(((((((('WP_108602740.1':0.8202738368,((('WP_192200791.1':0.7014719379,('QCG99085.1':0.413215509,('WP_182657257.1':0.4195842201,'ERU98559.1':0.4023083513):0.1094729924):0.3086710998):0.2247973644,'MBK8067053.1':0.7621399097):0.2027339273,'PKM43768.1':0.7694278403):0.2072731737):0.5167855536,
((('HDZ85156.1':0.5733652163,'MBW1669089.1':0.5617438183):0.3269272008,'WP_145430532.1':0.6604989039):0.1652613746,('EYT66507.1':0.7160648808,('WP_056654027.1':0.3877333931,'WP_167256012.1':0.5031617919):0.2211670381):0.3755046563):0.257847282):0.2401873442,'NQT92760.1':1.8111028202):0.3259833005,'MBI4232613.1':1.7188746731):0.2028487266,('MBM3910554.1':1.5162752709,
((((('MBW4055389.1':0.4250329408,'NQT59338.1':0.3590924882):0.0813086218,'HAO79922.1':0.7016195613):0.0764797125,'WP_217082088.1':0.6126506091):0.1244555136,('WP_133510408.1':0.4783264042,'MYH02161.1':0.5325404685):0.1595634387):0.7830436178,('ODS31854.1':0.683146409,'WP_180840318.1':0.8822410382):0.3597173394):0.4025192176):0.2151297367):0.2291820553,'MBI3408588.1':2.0772565509):0.2798497509,
((((((('WP_126091778.1':0.3658123944,'WP_157783508.1':0.3215470097):0.1844515293,'WP_145721000.1':0.3152658193):0.1273178061,('OIQ40132.1':1.0882436033,'AUQ69108.1':0.6224676488):0.1170034636):0.1281846805,
((('GBG56436.1':0.3780997759,'MBI4721165.1':0.3180396514):0.0815489406,'WP_186533596.1':0.2938784003):0.0717314489,'WP_187569246.1':0.3344210221):0.3619436006):0.1381741112,'WP_203668310.1':0.7540366921):0.1480844791,('WP_094998818.1':0.476224818,
(('WP_221444539.1':0.3179471727,'WP_183759909.1':0.3870778895):0.0612727811,'WP_012790223.1':0.5953516557):0.2638093482):0.1140955534):0.1151048455,'PIQ99961.1':0.5365609625):1.782153134):0.2769086589,'HBS27002.1':2.2635854999):0.3211128526):0.0919413492,(('WP_014963848.1':1.5105719033,'HCU35993.1':2.4248166528):0.1722121894,'TVM04199.1':1.5376693703):0.2527796097):0.0948818605,
(('RKX91180.1':0.8859913052,'HDH44220.1':0.7318843455):0.2754265737,'WP_023844322.1':0.7846806503):0.8153694725):0.3707261771,'WP_189345615.1':2.2021405605):0.153031027):0.6482323617,(((((((('MBI2825942.1':0.3247708907,'WP_146591700.1':0.6295009118):0.1792519384,
('MXZ07850.1':0.3672327435,'MXZ27165.1':0.5166063813):0.1848320025):0.0941160885,'WP_010034210.1':0.5758252691):0.0770360495,'WP_145265917.1':0.7120966354):0.0625860952,((('RKU82502.1':0.6072450823,'MBR4912685.1':0.3986685654):0.1494191751,('WP_109417071.1':0.4321462736,'WP_145990376.1':0.8942669896):0.0905081075):0.1140124814,'MBR3663441.1':0.8588752787):0.1666361658):0.089114058,
(('SFA41633.1':0.3921871222,'MAM71828.1':0.479195759):0.0640331536,'WP_028875883.1':0.3786782797):0.4076471167):0.1393122239,(('MBA3666806.1':0.6234300277,'NCP18640.1':0.524070774):0.4714241062,'WP_122729581.1':0.7939564401):0.1316411946):0.1471645654,'OYY44361.1':1.1443227171):0.2077924115):0.4268322584,('WP_132813431.1':0.6769831043,
('WP_026804695.1':0.4195922475,'CAC9623431.1':0.5826791562):0.1905384848):0.1395442744);
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