
CAA0216374.1
CACSGV010000028.1:90471-96832                 
Acinetobacter baumannii                       

  ?    ?  PG_binding_1 Tge2*   ?  Phage_GPD VgrG T6SS_Vgr DUF2345

EGH5015855.1
AAWEUE010000045.1:1-1881                      
Salmonella enterica                           

Tge2*   ?    ?  

GEP89286.1
BKAT01000009.1:246963-264547                  
Chitinophaga terrae (ex Kim and Jung 2007)    

SPVB Concanavalin-like   ?  DUF6443 LamininG RHS Tge2*   ?  RHS

MBD3320399.1
WJKA01000183.1:1668-3385                      
Chitinivibrionales bacterium                  

  ?    ?  Tge2*   ?  

MBI1836847.1
JACOTM010000040.1:9781-11408                  
Flavobacteriia bacterium                      

  ?    ?  Tge2* BCCT   ?  

MBS1601783.1
JAFDYE010000123.1:162-4591                    
Bacteroidetes bacterium                       

  ?    ?  Tge2*   ?  HTH

NMD01070.1
JAAZOU010000741.1:3126-4955                   
Bacteroidales bacterium                       

  ?    ?  Tge2*   ?  MPTase-Lit

QAR30778.1
CP035107.1:1118450-1121656                    
Ornithobacterium rhinotracheale               

  ?  SH3 Tge2*   ?  SH3

RZK99900.1
SEDE01002463.1:1-1135                         
Pedobacter sp.                                

RHS Gly-zipper_YMGG Tge2*

STZ00729.1
UGQC01000001.1:2165973-2170734                
Moraxella lacunata                            

  ?    ?  LysM LysM Peptidase_M23 Tge2* SH3   ?  

WP_015453704.1
NC_020555.1:1520452-1526213                   
Helicobacter cinaedi CCUG 18818 = ATCC BAA-847

  ?  Tox-ABHYDROLASE3 TM-imm-SAW Tge2*   ?  

WP_007667201.1
NZ_CAKW01000040.1:6276-10959                  
Cronobacter condimenti 1330                   

PAAR_motif Tge2* DUF3828   ?  DUF3828

WP_023271106.1
NZ_JBIMDP010000004.1:94376-101505             
Acinetobacter gyllenbergii                    

DsbB Phage_GPD VgrG T6SS_Vgr DUF2345 LysM PG_binding_1 Peptidase_M15_3 Tge2*   ?    ?  

WP_034369166.1
NZ_JROZ02000001.1:645570-648520               
Helicobacter sp. MIT 05-5293                  

DUF5675 Tge2*   ?    ?  Tge2   ?  

WP_065719532.1
NZ_MAUH01000001.1:455629-463545               
Chryseobacterium sp. CBo1                     

DUF4280 TssR TssR_M TssR_VWA TssR_C PTSEIIA1 Tge2*   ?    ?  

WP_222189429.1
NZ_JAIMCT010000009.1:181016-186848            
Burkholderia latens                           

His_Phos_1 Ppx-GppA Ppx-GppA_III   ?  Tge2*   ?  

WP_045972740.1
NZ_JYGZ01000008.1:155110-160814               
Flavobacterium sp. 316                        

  ?  SH3 Tge2* DUF4280   ?  

WP_061945429.1
NZ_CP013234.1:5574315-5581127                 
Collimonas pratensis                          

Nitroreductase-like   ?  LysM PC-Esterase Tge2* NIPSNAP Phage_GPD VgrG T6SS_Vgr DUF2345

WP_065573987.1
NZ_LZHF01000029.1:1-3502                      
Gilliamella sp. Choc3-5                       

  ?  Tge2*   ?  rve_3 STox-56

WP_068943659.1
NZ_CAURSL010000014.1:80618-85813              
Chryseobacterium timonianum                   

HAD   ?  Peptidase_M23 Tge2* DUF4280   ?  

WP_071552768.1
NZ_CP017886.1:3084581-3092062                 
Pseudomonas frederiksbergensis                

Phage_GPD VgrG DUF2345 NLPC Tge2*   ?    ?    ?  

WP_139261701.1
NZ_FQWH01000013.1:136363-139489               
Flavobacterium johnsoniae                     

  ?    ?  Peptidase_M23 Tge2*

WP_089050032.1
NZ_FXTV01000003.1:259826-265130               
Flavobacterium hercynium                      

  ?    ?  PG_binding_1 Tge2* DUF4280 MtN3_slv

WP_089056649.1
NZ_MUHD01000004.1:215959-221624               
Flavobacterium plurextorum                    

LysM DUF4280 Tge2* SH3

WP_172586786.1
NZ_AP018050.1:697701-705369                   
Prevotella melaninogenica                     

STox-56 PG_binding_1 Peptidase-M15 Tge2*   ?    ?    ?  

WP_125024343.1
NZ_CP034159.1:1756548-1762027                 
Kaistella carnis                              

DUF4280 SH3 Tge2*   ?  DUF4280

WP_134190128.1
NZ_JBHLUW010000035.1:278767-286864            
Paraburkholderia rhizosphaerae                

VipB_2 VipB Phage_GPD VgrG T6SS_Vgr DUF2345 Tge2* DUF4559   ?  

WP_149247448.1
NZ_VTSX01000015.1:113332-120632               
Chryseobacterium sp. SN22                     

  ?    ?  PG_binding_1 Extensin-like_C Tge2* DUF4280 TssR TssR_M TssR_VWA TssR_C

WP_160488002.1
NZ_WELK01000001.1:430579-438798               
Pseudomonas sp. R-28-1W-6                     

Phage_GPD VgrG DUF2345   ?  NLPC Tge2*   ?  SIS SIS GATase_6

WP_162329900.1
NZ_CP048113.1:218871-237518                   
Chitinophaga agri                             

SPVB ANTHRAXPAG-N DUF5977 DUF5977 DUF5977 Concanavalin-like RHS Tge2* LPD13 RHS

WP_163400377.1
NZ_JAADZW010000018.1:37220-43928              
Flavobacterium fluviatile                     

TPR   ?  Peptidase_M23 Tge2* DUF4280 LysM

WP_185247647.1
NZ_JACLCW010000006.1:124069-133787            
Chryseobacterium bernardetii                  

OMP_b-brl_3 CarboxypepD_reg Acyltransferase PG_binding_1 Tge2*   ?  HTH

WP_191737923.1
NZ_JACYFS010000007.1:73910-80005              
Chryseobacterium caseinilyticum               

DUF3828 SH3 Tge2* DUF4280 LysM

WP_223563027.1
NZ_CP074149.1:1795117-1800845                 
Enterobacter sp. JBIWA008                     

DUF3828 DUF3828 Tge2*   ?    ?  

WP_230671230.1
NZ_JAJNAY010000002.1:324542-329387            
Chryseobacterium turcicum                     

  ?    ?  Peptidase_M23 Tge2*   ?  DUF4280

WP_233780426.1
NZ_CP089980.1:2626356-2631502                 
Fulvivirga maritima                           

  ?    ?  Peptidase_M23 Tge2*   ?  CHAP


