
AYZ75758.1
CP033832.1:1082054-1086498                         
Pseudomonas aeruginosa                             

  ?    ?  Pyocin_S REAse-3* DUF6572 TniQ

CCG18016.1
HE681423.1:783002-787508                           
Taylorella equigenitalis 14/56                     

ABC_tran ABC_tran_Xtn ABC_tran ABC_tran_CTD ABC-ATPase RHS*   ?  Amidase

EEX51416.1
GG704815.1:214581-217912                           
Pasteurella dagmatis ATCC 43325                    

SUKH-SMI1   ?  REAse-3*   ?  SSB

EJL05788.1
CM001559.1:2737811-2742283                         
Pseudomonas chlororaphis subsp. aureofaciens 30-84 

Pyocin_S Tox-REase-4* FrmR DUF6572 FKBP ABC1

ETD72835.1
AYSV01000015.1:152-3467                            
Pelistega indica                                   

RHS zf-A20   ?  REAse-3*   ?    ?  

EYA71738.1
JGEM01000038.1:18429-22832                         
Bacteroides fragilis str. S24L15                   

Phage_int_SAM_4 Phage_integrase LAG1 RHS REase*   ?    ?  

HBN05418.1
DOCN01000151.1:1213-8496                           
Bacteroidales bacterium                            

SPVB BetaPropeller BetaPropeller RHS RHS RHS* Imm54

HDQ46160.1
DSAP01000186.1:4756-7857                           
bacterium Bacteria.                                

YgbB RnaseHII UPF0102* BNR_2

HJC17833.1
DWWY01000027.1:97334-102467                        
Candidatus Alistipes stercorigallinarum            

PP-binding Peptidase_S51 UPF0102* Glycos_transf_N SDH_alpha

KAF0203985.1
WSXX01000004.1:98787-107857                        
Bacteroidetes bacterium                            

  ?  Imm54 SPVB BetaPropeller RHS RHS* Por_Secre_tail Deaminase

KHF30061.1
JRLC01000006.1:39690-42656                         
Anoxybacillus sp. BCO1                             

DDE_3 DUF6572 REAse-4*   ?  STox-39

KKB45390.1
KQ033924.1:1-1565                                  
Parabacteroides gordonii MS-1 = DSM 23371          

RHS*   ?    ?  

MBB4903538.1
JACHJI010000033.1:204-9101                         
Streptomyces griseomycini                          

SPVB RHS_repeat RHS HINT REAse-3*   ?  Phage_integrase Phage_int_SAM_3

MBC24118.1
PARI01000029.1:24679-29957                         
Phycisphaerae bacterium                            

Methyltransf_25 DUF4159 DUF4159 UPF0102*   ?  DUF1844

MBD8708743.1
JACYVI010000010.1:154032-162657                    
Pseudomonas sp. CFBP 13711                         

Imm14   ?  RHS*   ?  RHS_repeat RHS RHS Tox-WHH

MBF1065876.1
JABZKU010000009.1:724-4545                         
Prevotellaceae bacterium                           

STox-30 Imm22 Imm22 RHS*   ?  RHS

MBI1934319.1
JACOUW010000075.1:94-2801                          
Candidatus Peregrinibacteria bacterium             

UPF0102* PilJ HAMP PAS His-Kinase Receiver

MBI3336698.1
JACPXZ010000029.1:42866-47895                      
Candidatus Peregrinibacteria bacterium             

OMPdecase ChlI YifB-AAA UPF0102* Glucosamine_iso G6PD_C G6PD_N

MBI4868357.1
JACQZN010000077.1:1972-8909                        
Candidatus Wallbacteria bacterium                  

DUF6531 RHS_repeat RHS_repeat RHS RHS VRRNUC*   ?  

MBI5156188.1
JACRIG010000090.1:1284-5361                        
Candidatus Peregrinibacteria bacterium             

G6PD_C G6PD_N Glucosamine_iso UPF0102* Mg_chelatase ChlI

MBK8402491.1
JADJTA010000017.1:776531-783639                    
Propionivibrio sp.                                 

RHS Imm54 RHS RHS_repeat RHS Tox-REase-4*   ?  RHS RHS

MBN2712280.1
JAFGWW010000215.1:1-4902                           
Planctomycetota bacterium                          

Cadherin Cadherin DUF4347 UPF0102*   ?  N6_Mtase

MBN8703777.1
JAFLBG010000040.1:5451-9523                        
Bacteroidetes bacterium                            

Phage_integrase Phage_integrase RHS* DUF6572 HTH

MBO0769324.1
JAFMRN010000258.1:36-3689                          
Solirubrobacterales bacterium                      

TetR-HTH TetR_C_33 DUF6847 -*

MBO7166439.1
JAGCMU010000052.1:2084-6670                        
Kiritimatiellae bacterium                          

GFO_IDH_MocA_C2 GFO_IDH_MocA UPF0102* BTAD Receiver OmpR-HTH

MBO7628725.1
JAGCCG010000124.1:241-7655                         
Bacteroidales bacterium                            

SPVB BetaPropeller RHS RHS RHS   ?  Tox-REase-4*

MBP5505338.1
JAGCVS010000012.1:1-10096                          
Bacteroidales bacterium                            

SPVB BetaPropeller RHS_repeat RHS RHS Rick-17kDa-Anti REAse-4*   ?    ?  

MBP5663465.1
JAGCSI010000065.1:147-7171                         
Bacteroidales bacterium                            

SPVB BetaPropeller RHS RHS_repeat RHS RHS 2TM-FPasc* Por_Secre_tail   ?  

MBP6904664.1
JAGOPE010000006.1:6862-14283                       
Candidatus Paceibacterota bacterium                

Peptidase_S74 Peptidase_S74 UPF0102*   ?  HDRnase PolyA_pol_RNAbd PolyA_pol

MBQ8242485.1
JAFTVN010000057.1:12379-15203                      
Bacteroidaceae bacterium                           

  ?  Imm54 RHS REase*

MBQ8711745.1
JAFUTA010000063.1:1-8516                           
Prevotella sp.                                     

Alpha-amylase Cyc-maltodext_N Por_Secre_tail SPVB BetaPropeller RHS RHS RHS RHS_repeat RHS* Imm54

MBQ9548244.1
JAFTEQ010000028.1:18663-30568                      
Bacteroidales bacterium                            

Melibiase LGT SPVB BetaPropeller RHS RHS_repeat RHS* Imm54 Imm54 OEP OEP

MBR3469915.1
JAFWQK010000026.1:69378-79054                      
Lachnospiraceae bacterium                          

Imm11 DUF4280 Phage_GPD DUF6531 RHS RHS RHS RHS RHS RHS_repeat RHS REAse-4*   ?    ?  

MBR3896723.1
JAFWYQ010000076.1:18567-25261                      
Bacteroidaceae bacterium                           

Imm54 Imm54 BetaPropeller RHS_repeat RHS_repeat RHS RHS*

MBR3987157.1
JAFXBA010000054.1:30629-33109                      
Bacteroidales bacterium                            

YceD Ribosomal_L32p REAse-3* Imm54 RHS

MBT3292620.1
JABGQH010000001.1:37471-40839                      
Candidatus Peregrinibacteria bacterium             

ISOCOT   ?  UPF0102* YifB-AAA ChlI   ?  

MBV9302009.1
JAFARY010000051.1:14535-19019                      
Acidobacteriaceae bacterium                        

adh_short_C2 DUF4268 UPF0102* SAM-methylase Aminotran_3

MBX3217240.1
JAHBWA010000167.1:1-6842                           
Labilithrix sp.                                    

VWA Collagen RHS REAse-3* DUF6572 DDE_Tnp_1

MBX3765185.1
QGAN01000238.1:62-603                              
Burkholderia cepacia                               

RHS REAse-3*

MCA6492120.1
JADBXE010000057.1:159-3877                         
Chitinophagaceae bacterium                         

  ?  DUF6572 RHS REAse-3*   ?  LuxE

MCA9157304.1
JAGQPQ010000070.1:762-7557                         
Planctomycetales bacterium                         

Aminotran_5   ?  RHS RHS RHS RHS REAse-4*   ?    ?  

MCA9678563.1
JAGQIL010001376.1:9780-19053                       
Myxococcales bacterium                             

DUF6572   ?  BetaPropeller TcdB_toxin_midN RHS RHS* CarboxypepD_reg

MCB1606876.1
JAGRJL010000171.1:1477-5799                        
Lysobacterales bacterium                           

  ?  Transposase_20 DEDD_Tnp_IS110 RHS*

MCB9382367.1
JACJWF010000015.1:368-8464                         
Acidimicrobiaceae bacterium                        

  ?  DUF3293 DUF6531 RHS RHS REAse-3* Cytochrom_C_asm REase   ?  

MCC6741780.1
JADLHC010000307.1:1989-3662                        
Planctomycetia bacterium                           

  ?    ?  HINT Tox-REase-4*

MCD9583380.1
JAJQXT010000165.1:1-1352                           
Tenacibaculum maritimum                            

RHS*   ?  

MDF0607206.1
JACCFC020000062.1:736-3459                         
Neisseriaceae bacterium TC5R-5                     

  ?  Imm66 REAse-4* DUF1564   ?  

NCC93925.1
RZZC01000494.1:1-2025                              
Opitutia bacterium                                 

  ?  UPF0102* RnaseHII Ribosomal_L19

NEZ55010.1
QXHD01000004.1:120706-123137                       
Adonisia turfae CCMR0081                           

DUF494   ?  REAse-3* Imm54 DUF6572

NJK31821.1
JAAUUP010000140.1:381-4942                         
Deltaproteobacteria bacterium                      

adh_short DUF2169 Tox-PAAR-like REAse-3*   ?  Aminotran_5

NLE21221.1
JAAZAR010000006.1:679-6697                         
Actinomycetota bacterium                           

Imm54 RHS RHS RHS VRRNUC* HTH   ?  

NUO72258.1
JABFXZ010000192.1:5768-8298                        
Frateuria sp.                                      

HAD DUF6572 RHS REAse-3* SNF

NYH51431.1
JACCHL010000001.1:1181975-1185409                  
Nocardiopsis sinuspersici                          

DDE_Tnp_ISAZ013   ?  HINT REAse-3* AAA_33   ?  

OGU73714.1
MHAJ01000036.1:1-5856                              
Ignavibacteria bacterium RIFCSPLOWO2_02_FULL_55_14 

Peptidase_M41 Classical-AAA UPF0102* RnaseHII   ?  CelD_N Glyco_hydro_9

OIO54398.1
MNWP01000020.1:134488-138427                       
Candidatus Peregrinibacteria bacterium CG1_02_54_53

OMPdecase YifB-AAA ChlI UPF0102*   ?    ?  

ORF02093.1
NAGY01000052.1:2536-6198                           
Snodgrassella alvi                                 

SUKH-SMI1   ?  RHS*   ?    ?  

PMY32656.1
POGF01000046.1:27140-31710                         
Pseudomonas sp. GW456-L14                          

FrmR FKBP Pyocin_S REAse-3* DUF6572 ABC1

PTV55566.1
QAYQ01000137.1:372-3829                            
Pseudomonas putida                                 

DUF6386 RHS* SnoaL_2 HTH_18

QEV73709.1
CP023688.1:18050-26089                             
Streptomyces rimosus                               

  ?    ?  ALF ALF ALF ALF ALF ALF ALF HINT REAse-3* BetaPropeller Trypsin   ?  

QGS44463.1
CP046328.1:1450823-1454647                         
Streptococcus gordonii                             

  ?    ?  -*   ?  DUF6572

QOW62145.1
CP061839.1:1160841-1164311                         
Treponema pedis                                    

  ?    ?  RHS RHS Tox-URI2 RHS REAse-3*

RME29063.1
RFKJ01000035.1:1-3737                              
Deltaproteobacteria bacterium                      

  ?  DUF6572 RHS REAse-3*

RUM93976.1
QOAT01000172.1:2736-5695                           
Thiothrix sp.                                      

Peptidase_C2 DUF6572 -*   ?    ?  

SUB94547.1
UGTM01000002.1:961979-971134                       
Prevotella denticola                               

Phage_GPD Phage_base_V   ?  DUF6531 RHS RHS RHS Tox-REase-1* Imm49 RHS

VUD51028.1
CABFPG010000003.1:9438-18214                       
Thalassocella blandensis                           

  ?  DUF6572 ?* RHS Glyco_transf_5 Glycos_transf_1

WP_010539506.1
NZ_AGDG01000053.1:1-5403                           
Bacteroides faecis MAJ27                           

RHS REAse-3* Imm54 Imm54

WP_123431118.1
NZ_JANUEC010000004.1:534255-542031                 
Pseudomonas sp. BIGb0176                           

Phage_GPD VgrG DcrB   ?  PrePAARTM PAAR PAAR_motif DUF6531 RHS_repeat RHS_repeat RHS RHS_repeat RHS_repeat RHS RHS RHS RHS REAse-1*   ?  

WP_098793255.1
NZ_NUNC01000038.1:120444-124112                    
Bacillus cereus                                    

  ?    ?  HTH_36 DnaA_N WXG PT-TG* DUF6572

WP_016274842.1
NZ_JABVZU010000002.1:252756-260204                 
Phocaeicola sartorii                               

Imm54 -* Imm-Barstar RHS Tox-Ribonuclease HTH_18 Receiver His-Kinase Y_Y_Y SGL Reg_prop Reg_prop

WP_025272490.1
NZ_AZUQ01000001.1:499078-506565                    
Haloglycomyces albus DSM 45210                     

  ?  HINT HINT Tox-REase-4*   ?  DDE_3 HTH_33 HTH_28   ?  

WP_197018925.1
NZ_JHXG01000007.1:297336-306493                    
Xylanibacter brevis P6B11                          

Imm54 Acyl_transf_3 SPVB BetaPropeller RHS_repeat RHS RHS* Por_Secre_tail   ?  

WP_235805722.1
NZ_LJPO01000026.1:55004-64648                      
Pseudomonas syringae pv. atrofaciens               

  ?  ACR_tran   ?  SUKH_6 PrePAARTM PAAR_motif DUF6531 RHS_repeat RHS RHS RHS*

WP_167375423.1
NZ_CP014135.1:1786217-1790764                      
Pseudomonas agarici                                

Hexapep Hexapep Hexapep   ?  rve_2 rve HTH_21 HIN-HTH RHS* RHS

WP_181573546.1
NZ_CAWNWQ010000026.1:15053-18767                   
Photorhabdus laumondii subsp. clarkei              

Tox-SHH Phage_int_SAM_1 Phage_integrase   ?    ?  Tox-REase-4*

WP_083690741.1
NZ_CP016077.1:3784045-3789076                      
Actinoalloteichus sp. GBA129-24                    

HINT REAse-4*   ?    ?  RHS HINT   ?  

WP_193552949.1
NZ_JAKUFY010000129.1:11127-13973                   
Bacillus cereus group sp. BfR-BA-01355             

YolD WYL DUF6572   ?  WXG PT-TG*

WP_151841694.1
NZ_CP061033.1:1187323-1191486                      
Corynebacterium zhongnanshanii                     

DUF2469 SLOG DPRA-HTH ChlI YifB-AAA UPF0102* RnaseHII

WP_127844003.1
NZ_CP028130.1:2514789-2525563                      
Rathayibacter iranicus                             

  ?  B-lectin BULBLECTIN BULBLECTIN Na RHS REAse-3 DUF6531 RHS RHS_repeat RHS_repeat RHS_repeat RHS RHS_repeat RHS REAse-4*

WP_181075079.1
NZ_PSXU01000053.1:1-988                            
Rathayibacter iranicus                             

Imm54 Tox-REase-4*

WP_162819526.1
NZ_CP029343.1:3456747-3462762                      
Massilia oculi                                     

CHC2 DNAG_N Toprim_2 Phage_int_SAM_4 Phage_integrase DUF6572 RHS REAse-4* TIMbarrel

WP_122201052.1
NZ_CABJFV010000003.1:317984-327102                 
Bacteroides nordii                                 

Por_Secre_tail TolA_bind_tri SPVB BetaPropeller RHS RHS RHS_repeat RHS PrePAARTM*   ?  Macro

WP_225931058.1
NZ_CP077087.1:1073998-1079013                      
Pseudomonas monsensis                              

PBPII Aldedh DUF6572   ?  Pyocin_S REAse-3*

WP_126973409.1
NZ_RCWL01000006.1:269715-289387                    
Gynurincola endophyticus                           

  ?  SpvB BetaPropeller TcdB_toxin_midC RHS RHS RHS* VRP1 ABC_toxin_N Neuraminidase TcA_TcB_BD Acetylase Thioredoxin_7

WP_131579622.1
NZ_CP035319.1:3838193-3843496                      
Rhodococcus sp. ABRD24                             

  ?    ?  -*   ?    ?  

WP_205880129.1
NZ_SSWX01000054.1:1-1503                           
Lampropedia aestuarii                              

  ?    ?  REAse-3*

WP_136931734.1
NZ_SSMQ01000029.1:41085-49717                      
Polyangium fumosum                                 

  ?  PAAR DUF6531 RHS RHS_repeat RHS_repeat RHS RHS REase-DUF3883* CYSARC   ?  Phage_GPD Phage_base_V DUF2345

WP_139669085.1
NZ_VDLY02000010.1:36146-42971                      
Streptomyces mimosae                               

Imm54 WXG DUF6531 RHS_repeat RHS_repeat RHS RHS RHS RHS REAse-3* DUF397 DUF397 Beta-lactamase2

WP_140011499.1
NZ_JBHMDG010000009.1:138978-147097                 
Nocardioides plantarum                             

HipA_C Couple_hipA RHS RHS RHS REAse-3* Imm54 DUF6572 HTH

WP_168382916.1
NZ_JAAEVZ010000060.1:1-1283                        
Erwinia amylovora                                  

  ?  RHS REAse-3*

WP_143852420.1
NZ_CP041687.1:1356941-1366057                      
Chryseobacterium sp. SNU WT5                       

RelE Imm66 DUF6443 RHS REAse-4* SPVB RHS Por_Secre_tail

WP_146362209.1
NZ_VOAL01000003.1:381160-384026                    
Arthrobacter yangruifuii                           

  ?    ?  REAse-3* RHS RHS_repeat RHS_repeat

WP_186812730.1
NZ_BJWG01000019.1:1-1754                           
Cellulomonas composti                              

  ?  DUF6572 REAse-4*

WP_147169632.1
NZ_VOOR01000093.1:4723-7611                        
Phaeodactylibacter luteus                          

RHS   ?  RHS* DUF6572

WP_226964535.1
NZ_CP085039.1:2117262-2134668                      
Streptomyces sp. WA1-19                            

  ?  Glyco_transf_4 Glycos_transf_1 SPVB RHS_repeat RHS_repeat RHS HINT REase* Imm54 LamininG LamininG LamininG

WP_230381572.1
NZ_WMJX01000058.1:4-1011                           
Myroides albus                                     

  ?  RHS Tox-REase-4*

WP_211230553.1
NZ_AUHM01000066.1:1-1165                           
Inquilinus limosus DSM 16000                       

DUF6572 RHS Tox-REase-4*

WP_159673934.1
NZ_WXTX01000012.1:79965-87878                      
Andreprevotia sp. IGB-42                           

Phage_GPD VgrG DcrB PAAR_motif DUF6531 RHS_repeat RHS RHS_repeat RHS*   ?    ?  

WP_164297603.1
NZ_JAAGLW010000050.1:29051-42643                   
Streptomyces sp. SID13588                          

BetaPropeller FG-GAP_3 SPVB RHS_repeat RHS HINT*   ?  35exo   ?  

WP_166533669.1
NZ_VNHW01000008.1:133040-135473                    
Blastococcus xanthinilyticus                       

  ?  YukD VRRNUC*   ?    ?  

WP_167055101.1
NZ_VWWJ01000002.1:370952-374482                    
Burkholderia sp. Ax-1719                           

Imm11 REAse-4*   ?    ?  RHS

WP_168084900.1
NZ_JAAVJI010000009.1:204442-206607                 
Pseudomonas quercus                                

Tox-HNH-EHHH   ?  RHS REase*

WP_172275229.1
NZ_CASGMU010000003.1:119302-122527                 
Xylanibacter muris                                 

GTP_cyclohydroI UPF0102* BPL_LplA_LipB AA_kinase Deaminase

WP_173415041.1
NZ_CP054139.1:2735362-2739951                      
Mucilaginibacter mali                              

RHS Ntox8 RHS*   ?  Imm16   ?  

WP_182286921.1
NZ_CP043568.1:2682741-2685377                      
Comamonas testosteroni                             

  ?  REAse-3*   ?  Imm8 Tox-LHH

WP_183246865.1
NZ_JACHES010000002.1:3765-9108                     
Anoxybacillus tengchongensis                       

LysR_substrate DUF6572 SBSN_GxHH_rpt REAse-4*   ?  Sirtuin

WP_188101348.1
NZ_JACVFB010000004.1:411211-418923                 
Chitinophaga varians                               

  ?    ?  DUF6531 RHS_repeat RHS RHS REAse-4* DUF3592   ?  

WP_188896398.1
NZ_BMMZ01000008.1:118392-122588                    
Microlunatus endophyticus                          

  ?  DUF6507 WXG*   ?  DUF6572

WP_228779873.1
NZ_JABFHF010000003.1:15941-22917                   
Aquiflexum lacus                                   

UvrD_C UvrD-helicase Imm54 PSBP MZB RHS REAse-4*

WP_201192681.1
NZ_JAEKEZ010000015.1:13193-17461                   
Pseudomonas sp. TH31                               

  ?  Caspase Pyocin_S REAse-4* DUF6572   ?  

WP_204483053.1
NZ_JACJKK010000073.1:11763-16964                   
Phocaeicola coprocola                              

Imm54 Glyco_hydro_92 Glyco_hydro_92N Sigma70_r2 Sigma70_r4_2 2TM-FPasc*

WP_216104652.1
NZ_JADDKN010000029.1:22115-26224                   
Bacillus toyonensis                                

TPR RapH_N DUF3967 MerR_1 WXG PT-TG* DUF6572 HU-IHF


