
ADW17598.1
CP002364.1:1639704-1652287                             
Desulfobulbus propionicus DSM 2032                     

DUF6531 RHS_repeat RHS_repeat RHS_repeat RHS RHS CarboxypepD-reg-IG ZU5 CarboxypepD-reg-IG CarboxypepD-reg-IG CarboxypepD-reg-IG RHS Tlde1_dom DUF4198 CarboxypepD_reg SpaA RHS CarboxypepD_reg CarboxypepD-reg-IG RHS TseH* Imm58 DUF4198

ART38311.1
KX576139.1:17661-23191                                 
uncultured bacterium                                   

RHS Tlde1   ?  RHS IPTL-CTERM RHS TseH* Abhydrolase_3 Peptidase_A8

CAA6815981.1
CACVAS010000073.1:1-986                                
uncultured Sulfurovum sp.                              

RHS TseH*   ?  

CAB1063446.1
CACVKW010001172.1:756-3366                             
Olavius sp. associated proteobacterium Delta 1         

HemN_C   ?  RHS TseH*   ?    ?  

DAU84874.1
BK054887.1:87243-89749                                 
Caudoviricetes sp.                                     

Glucosaminidase   ?  Peptidase_C92 TseH*   ?  

EBD9555971.1
AAFAHM010000004.1:235333-241632                        
Salmonella enterica                                    

ClpABN-AAA ClpABC-AAA Phage_GPD VgrG T6SS_Vgr DUF2345 TseH*   ?    ?  

EGT0667907.1
AAXUEX010000006.1:262691-268708                        
Citrobacter werkmanii                                  

DUF6531 RHS RHS_repeat RHS_repeat RHS TseH   ?  RHS TseH* Imm58   ?  

HAB34978.1
DLWR01000004.1:1-5623                                  
Cryomorphaceae bacterium                               

Orn_Arg_deC_N   ?  DUF6695* TauE RHOD-CDC25 Mbetalac

HAC15308.1
DLXM01000158.1:852-5407                                
Bacteroidetes bacterium                                

HNH Asp_decarbox DUF6695* PALP His-Kinase

HAK1704271.1
DABJOV010000001.1:815941-817884                        
Salmonella enterica                                    

  ?    ?  RHS TseH*

HAM10876.1
DMNA01000243.1:8689-14354                              
Bacteroidales bacterium                                

CDO_I Pyridoxal_deC DUF6695* DADA-Ligase Amidohydro_2

HAR21170.1
DMUC01000025.1:1-4695                                  
Cryomorphaceae bacterium                               

IgGFc_binding CHU_C IgGFc_binding CHU_C TseH*

HAS3579267.1
DACPGZ010000010.1:127659-133111                        
Vibrio cholerae                                        

  ?  PAAR_motif TseH*   ?  HxxxH tRNA-synt_2b HGTP_anticodon

HAT64899.1
DMXF01000227.1:1928-5486                               
Flavobacteriaceae bacterium                            

HTH_18 DUF6695 DUF6695* Aldedh Omp28

HBB92936.1
DNMZ01000208.1:1979-9642                               
Bacteroidales bacterium                                

IG IG IG Fib_succ_major TPR TseH* GFO_IDH_MocA GFO_IDH_MocA_C2 Oxidoreduct_C

HBO26035.1
DOED01000011.1:332-5714                                
Culturomica sp.                                        

  ?  Cu-amine-oxidN1 RHS TseH*   ?  DUF6443 RHS RHS

HCP41538.1
DQCP01000189.1:3639-9646                               
Cryomorphaceae bacterium                               

IgGFc_binding CHU_C IgGFc_binding CHU_C TseH* DUF6695

HEC41306.1
DRHS01000006.1:15807-21934                             
Bacteroides sp.                                        

Rieske Glu_synthase Rieske TPP_enzyme_N TPP_enzyme_M TPP_enzyme_C DUF6695* 3keto-disac_hyd Ysc84

HHH53643.1
DRSA01000586.1:1207-3727                               
Bacteroidetes bacterium                                

Mbetalac PALP DUF6695*

HIN39728.1
DQPR01000182.1:1-2381                                  
Flavobacteriales bacterium                             

DUF6695* Pyridoxal_deC   ?  

HIP31916.1
DQTF01000098.1:422-2284                                
Crocinitomicaceae bacterium                            

TseH* DUF6695   ?  

HIX55326.1
DXEZ01000272.1:8668-11617                              
Candidatus Sphingobacterium stercoripullorum           

  ?  UDG DUF6695* Lrp-HTH AsnC_trans_reg

KAA2284953.1
VUOD01000004.1:176075-179290                           
Arenimonas fontis                                      

  ?    ?  RHS TseH* RHS TP_methylase

KAA8997696.1
VYKJ01000010.1:131634-135489                           
Affinibrenneria salicis                                

Aminotran_4 Imm58 RHS TseH*   ?    ?  

KAB2908326.1
WBUZ01000118.1:452-6113                                
Kofleriaceae bacterium                                 

TseH* ASH-Ig ASH-Ig ASH-Ig

KFB00378.1
JPFK01000007.1:39320-44546                             
Mangrovimonas yunxiaonensis                            

Aldedh TANGO2 DUF6695* DUF525 T9SS_plug_1st

KPP94720.1
LIHN01000021.1:165736-170157                           
Bacteroidetes bacterium HLUCCA01                       

HD Asp_decarbox DUF6695* PALP His-Kinase

MAJ12488.1
NZHS01000010.1:1-1187                                  
Flavobacteriales bacterium                             

TseH* DUF6695 Glutaredoxin

MAL58579.1
NZMG01000003.1:85833-91017                             
Flavobacteriaceae bacterium                            

Por_Secre_tail DUF3053 DUF6695* Aldedh Omp28

MAQ76969.1
NZWR01000003.1:29826-35712                             
Candidatus Campbellbacteria bacterium                  

60KD_IMP R3H DUF6695* SUKH-CF44 P-loop_TraG PG-binding

MAR40141.1
NZWX01000044.1:52129-56767                             
Flavobacteriales bacterium                             

Glutaredoxin DUF6695 DUF6695* Pyridoxal_deC CotH IG LTD

MBB1446096.1
JACJFG010000010.1:1-2766                               
Pseudoalteromonas sp. SG41-6                           

TseH* Tox-ABHYDROLASE2 KTSC CBM_5_12 CBM_5_12

MBB1598516.1
LZZW01000002.1:61387-68828                             
Variovorax sp. UMC13                                   

DUF2269 PIN DUF6531 RHS_repeat RHS RHS RHS_repeat RHS TseH* Imm58   ?  

MBB4236168.1
JACIFY010000009.1:1-5118                               
Rhizobium esperanzae                                   

TseH Slr4*   ?  SoxG

MBE2255191.1
JACSRZ010000026.1:32111-41409                          
Ignavibacteria bacterium                               

RHS   ?  RHS TseH* Ribosomal_L19 dNK

MBE50722.1
PAUF01000007.1:351065-357031                           
Flavobacteriales bacterium                             

Glutaredoxin DUF6695 TseH* Pyridoxal_deC IG CotH IG LTD

MBE6235651.1
SUYN01000008.1:561-6373                                
Bacteroidales bacterium                                

RHS   ?  RHS TseH*   ?  Peptidase_M91 RHS DDE_Tnp_1_3

MBF4381962.1
RDPH01000657.1:77-515                                  
Vibrio anguillarum                                     

TseH*

MBI1268552.1
WGNM01000047.1:24610-29153                             
Cryomorphaceae bacterium                               

Sterol-sensing MMPL DUF6695 DUF6695* TANGO2   ?  

MBI1288918.1
WGMW01000042.1:30563-36320                             
Flavobacteriales bacterium                             

TPR TPR cNMP-cyclase MIOX DUF6695* FA_desaturase Transgly

MBI2565445.1
JACPHN010000004.1:1-2700                               
Candidatus Schekmanbacteria bacterium                  

RHS TseH* Imm58   ?  

MBI3134752.1
JACPUU010000009.1:104539-107191                        
Bacteroidetes bacterium                                

  ?  TANGO2 DUF6695* DUF6695   ?  

MBI35643.1
PBEC01000021.1:56087-61285                             
Flavobacteriales bacterium                             

GldN TauE His-Kinase Receiver DUF6695*   ?    ?  

MBK7426257.1
JADJJU010000002.1:435528-442083                        
Saprospiraceae bacterium                               

  ?  PALP DUF6695* Asp_decarbox Beta-lactamase Glyco_hydro_3_C Glyco_hydro_3

MBK7554083.1
JADJJQ010000005.1:249103-254304                        
Flavobacteriales bacterium                             

MMPL MMPL DUF6695 TseH* DinB_2 Peptidase_M42

MBK7669502.1
JADJMM010000019.1:70970-72824                          
Sphingobacteriaceae bacterium                          

TANGO2   ?  DUF6695* DUF6695 Redoxin

MBK7898064.1
JADJOQ010000010.1:11367-16585                          
Betaproteobacteria bacterium                           

DDE_Tnp_1   ?  RHS TseH* DDE_Tnp_1 HTH_33 DDE_3

MBK8509841.1
JADJTV010000005.1:365453-370161                        
Candidatus Competibacteraceae bacterium                

ab-Hydrolase CBS TseH* ab-Hydrolase VapB_antitoxin

MBK9692158.1
JADKFK010000009.1:85358-89114                          
Gemmatimonadetes bacterium                             

PIN RHS RHS TseH* RHS TseH

MBL4668004.1
JAESTF010000051.1:1678-5321                            
Flavobacteriales bacterium                             

DUF547 DUF6695 DUF6695* Putative_PNPOx MMR_HSR1 YchF-GTPase_C

MBL4708588.1
JAESST010000235.1:623-4725                             
Flavobacteriales bacterium                             

DDE_Tnp_1_3 DUF6695 DUF6695* MMPL MMPL   ?  

MBL4745944.1
JAESRX010000037.1:1-3574                               
Flavobacteriaceae bacterium                            

DUF2345 TseH* LPAM_1   ?  

MBL55547.1
PBLA01000001.1:1929-6189                               
Flavobacteriales bacterium                             

FA_desaturase Lipid_desat TseH*   ?  IGPD HAD

MBL6683058.1
JADHPJ010000044.1:5983-11207                           
Cryomorphaceae bacterium                               

Aminotran_3 Acetylase TseH*   ?  GDSL

MBL9077782.1
JAEUHR010000028.1:12024-20769                          
Planctomycetota bacterium                              

ClpABC-AAA ClpABN-AAA Clp_N ATE_N ATE_C TseH* VirD4-TraG BTRD1 BTRD1 BTRD1 BTRD1 Beta-lactamase

MBM3433966.1
VGFU01000012.1:17275-23414                             
Bacteroidetes bacterium                                

Rhodanese Rhodanese Mbetalac TauE DUF6695*   ?  Orn_Arg_deC_N Orn_DAP_Arg_deC

MBM3452559.1
VGFL01000031.1:557-6920                                
Bacteroidetes bacterium                                

Orn_Arg_deC_N Orn_DAP_Arg_deC   ?  DUF6695* Shikimate_DH GlutR_N Porphobil Porphobil_deam

MBM3454316.1
VGFH01000044.1:1-5672                                  
Bacteroidetes bacterium                                

TseH* 3-HAO RNA_pol_Rpb1_1 DDRP-betaprime RNA_pol_Rpb1_3 RNA_pol_Rpb1_4 RNA_pol_Rpb1_5

MBN1985176.1
JAFGDX010000092.1:7011-9848                            
Prolixibacteraceae bacterium                           

DinB_2 TANGO2 DUF6695* DFP

MBN9617468.1
JAFKEF010000247.1:1-5716                               
Acidobacteriales bacterium                             

RHS_repeat Big_3_5 Big_3_5 Big_3_5 Big_3_5 Big_3_5 RHS TseH*   ?  RHS

MBO6515738.1
JAEPQQ010000011.1:36483-42781                          
Bacteroidia bacterium                                  

Lip_A_acyltrans Sortilin-Vps10 Por_Secre_tail DUF6695* DUF6695 FAD_binding_3

MBO7346679.1
JAGCIN010000064.1:6945-9948                            
Bacteroidales bacterium                                

DcuC LOR TseH*

MBP3943426.1
JAGKSB010000007.1:79078-83778                          
Rhinopithecimicrobium faecis                           

SUFBD SufBD_N Lrp-HTH AsnC_trans_reg DUF6695* UDG Pol-a2TM

MBP5983973.1
JAGOAZ010000012.1:34704-40571                          
Fluviicola sp.                                         

DinB_2 TANGO2 DUF6695* LuxR-HTH Receiver His-Kinase

MBP7799501.1
JAGNIX010000037.1:7869-15502                           
Thermoanaerobaculaceae bacterium                       

VWA VWA VIT RHS TseH* RHS   ?  

MBQ7947058.1
JAFUIM010000022.1:16183-20206                          
Bacteroidaceae bacterium                               

LrgB LrgA TseH* NLPC HipA_2

MBR5397706.1
JAFZQA010000035.1:60906-66637                          
Bacteroidales bacterium                                

ab-Hydrolase   ?  RHS TseH*   ?  tRNA-synt_1c Anticodon_2

MBR6145973.1
JAFXZP010000088.1:289-3517                             
Paludibacteraceae bacterium                            

RHS TseH*   ?  ketoacyl-synt Ketoacyl-synt_C

MBR9999139.1
JAGTVG010000241.1:1-2807                               
Cyclobacteriaceae bacterium                            

OmpA-beta-barrel DUF6695* TANGO2 DinB

MBS0037082.1
JAGTVA010000046.1:14235-19167                          
Saprospiraceae bacterium                               

CMD Pyridoxal_deC DUF6695* LysE Por_Secre_tail DUF1918

MBS3912978.1
JAGXTF010000004.1:4203-7236                            
Bacteroidetes bacterium                                

DUF4833   ?  TseH*   ?  Thioredoxin

MBT4472884.1
JABHYI010000162.1:1-3227                               
Bacteroidetes bacterium                                

DUF6695* Aldedh   ?  

MBT5645882.1
JABIVY010000096.1:27-2581                              
Polaribacter sp.                                       

DinB_2 DUF6695* DUF6095 SIS GKRP-like_C

MBT5858257.1
JABISM010000007.1:1227-4891                            
Flavobacteriales bacterium                             

DUF6695 DUF6695 DUF6695* Pyridoxal_deC IG LTD

MBT5871385.1
JABIQU010000271.1:1-2509                               
Bacteroidetes bacterium                                

DUF6695* Aldedh   ?  

MBT6815351.1
JABHQB010000064.1:1-3282                               
Flavobacteriales bacterium                             

IG LTD Pyridoxal_deC DUF6695*

MBT7726084.1
JABHCS010000050.1:4537-10820                           
Flavobacteriales bacterium                             

DUF6695 DUF6695 TseH* Pyridoxal_deC IG CotH IG LTD

MBT7896176.1
JABGXK010000136.1:2047-8105                            
Flavobacteriales bacterium                             

CHU_C CotH IG LTD Pyridoxal_deC DUF6695* DUF6695 Glutaredoxin

MBT8234228.1
JAHHJP010000419.1:12023-20122                          
Bacteroidia bacterium                                  

PNTB PNTB_4TM AlaDh_PNT_C AlaDh_PNT_N DUF6695* LuxR-HTH DUF6674 Y_Y_Y Glyco_hydro_2_C

MBT8255396.1
JAHHLB010000111.1:32-3054                              
Bacteroidia bacterium                                  

DUF6695* TANGO2 Aldedh

MBU46014.1
PCBP01000013.1:1-3541                                  
Flavobacteriales bacterium                             

IG LTD Pyridoxal_deC TseH* DUF6695 Glutaredoxin

MBV1925484.1
JAHRVI010000176.1:1423-3682                            
Dokdonia sp.                                           

DUF3667 ZnR DUF525 DUF6695*

MBW6478013.1
JAHYJP010000005.1:46728-52791                          
Bacteroidales bacterium                                

ArsP_1 RHOD-CDC25 DUF6695* Pyridoxal_deC Ala_racemase_C Ala_racemase_N

MBX2817946.1
JAHQVP010000360.1:14076-17881                          
Saprospiraceae bacterium                               

ABC_tran ABC_tran_Xtn ABC_tran ABC_tran_CTD   ?  DUF6695* PRTase

MBX2874592.1
JAHQWA010000342.1:12311-17500                          
Saprospiraceae bacterium                               

CN_hydrolase Peptidase_M1_N Peptidase_M1 DUF6695* Sulphotransf DUF2196

MBX2924075.1
JAHBTL010000023.1:97280-105407                         
Chitinophagaceae bacterium                             

RHS   ?  RHS TseH*   ?  DUF6443 RHS RHS RHS

MBX6330540.1
JADGGM010000028.1:275-3380                             
Gemmatimonadaceae bacterium                            

  ?  TseH* Transposase_20 DEDD_Tnp_IS110   ?  

MBY0551507.1
JAIELX010000102.1:92-7797                              
Candidatus Obscuribacterales bacterium                 

Imm58 DUF6531 RHS RHS_repeat RHS RHS_repeat RHS RHS RHS TseH*   ?    ?  

MBZ0206597.1
JAIOIH010000050.1:80993-83804                          
Flavobacteriales bacterium                             

DinB TANGO2 TseH* DUF6695 AhpC-TSA

MBZ2187141.1
JAINDK010000107.1:1-2822                               
Bryobacter sp. CoA8 C33                                

Ntox49   ?  RHS TseH*   ?  RHS

MCA1568252.1
JAIVJZ010000051.1:1355-11315                           
Acidobacteria bacterium                                

Thermonuclease   ?  RHS_repeat RHS RHS_repeat RHS TseH*   ?  Calcineurin

MCB0400570.1
JAGQZT010000006.1:14883-19271                          
Flavobacteriales bacterium                             

HU-IHF S1 RNASE-EG DUF6695* DUF6695 TrmE_N MnmE_helical MMR_HSR1

MCB0435879.1
JAGQZI010000174.1:1941-4350                            
Mangrovimonas sp.                                      

Aldedh TANGO2 DUF6695*

MCB0436971.1
JAGQZI010000617.1:1-680                                
Mangrovimonas sp.                                      

DUF6695*

MCB9304252.1
JACJYG010000012.1:47343-51440                          
Lewinellaceae bacterium                                

DDE_Tnp_1   ?  RHS TseH*   ?  RHS

MCB9360834.1
JACJZC010000004.1:278884-282014                        
Flavobacteriales bacterium                             

  ?  TANGO2 TseH* DUF6695 adh_short

MCC6348308.1
JADLBL010000003.1:12557-28329                          
Candidatus Eisenbacteria bacterium                     

ASH-Ig ASH-Ig BetaPropeller Glucodextran_B CarbopepD_reg_2 Beta-Prop RHS RHS TseH* RHS Ntox42-ColicinM-5 GT4-conflict

MCC6971233.1
JADYYE010000118.1:93060-97979                          
Phycisphaerales bacterium                              

PSBP Receiver His-Kinase PAS TseH* Methyltransf_3 zinc-ribbons_6

MCC7068143.1
JADZDK010000058.1:56462-59645                          
Burkholderiales bacterium                              

RHS Imm58 RHS TseH*

MCD6024102.1
JAJNBB010000020.1:37006-39858                          
Fibrobacteria bacterium                                

GT   ?  RHS TseH*

MCD6333143.1
JAGHDB010000301.1:1-3065                               
Bacteroidales bacterium                                

ThuA DUF6807 TseH*   ?  

MCE3002988.1
JAJTHZ010000090.1:356-6939                             
Lysobacteraceae bacterium                              

CarboxypepD_reg BetaPropeller RHS_repeat RHS RHS_repeat RHS TseH* Imm58

MCE5309246.1
JAJFUV010000216.1:1-1852                               
Acidobacteriales bacterium                             

RHS TseH*   ?    ?  

MCF6184506.1
JAKIUT010000203.1:1430-5071                            
Bacteroidales bacterium                                

AhpC-TSA Pyridoxal_deC DUF6695* DUF6695 Por_Secre_tail IG

MCF6242694.1
JAKIUH010000322.1:1-3807                               
Bacteroidales bacterium                                

CDO_I Pyridoxal_deC DUF6695* DUF6695 RHOD-CDC25 Thioredoxin

MCF6256515.1
JAKIUF010000017.1:9285-14163                           
Gammaproteobacteria bacterium                          

DUF692 DUF2063 TseH*   ?    ?  

MCF6279336.1
JAKITY010000019.1:17493-24373                          
Flavobacteriaceae bacterium                            

Acyl-CoA_dh_1 Acyl-CoA_dh_M Acyl-CoA_dh_N DUF6695 DUF6695* RuvC_III HNH_4 Cas9_a

MCF6324920.1
JAKISP010000037.1:25424-29832                          
Gammaproteobacteria bacterium                          

RecG_wedge DEAD Helicase_C RecG_dom3_C UTRA TseH*   ?    ?  

MCF6365837.1
JAKISF010000012.1:54167-64120                          
Bacteroidales bacterium                                

AhpC-TSA Pyridoxal_deC TseH* DUF6695 Endonuclease_1 He_PIG Por_Secre_tail

MCF8222704.1
JAIPBU010000012.1:77089-81053                          
Bacteroidales bacterium                                

DsrE Pyridoxal_deC DUF6695* Peptidase_S10

MCF8255980.1
JAIPBJ010000002.1:6625-11379                           
Flavobacteriales bacterium                             

FMN_dh REase-McrC DUF6695* CRP-HTH cNMPBD AhpC-TSA

MCF8409189.1
JAIOZE010000012.1:59044-65096                          
Crocinitomicaceae bacterium                            

  ?  His-Kinase Tiki-TraB TseH*   ?  Orn_Arg_deC_N Orn_DAP_Arg_deC

MCF8454131.1
JAIOYQ010000239.1:1845-5459                            
Pedobacter sp.                                         

  ?  TANGO2 TseH* DUF6695 AdoHcyase

MCG3145806.1
JAJVHZ010000083.1:12621-14417                          
Gammaproteobacteria bacterium                          

  ?    ?  RHS TseH*   ?    ?  

MCH2229104.1
JAKVAR010000002.1:223414-228331                        
Crocinitomicaceae bacterium                            

OmpA-beta-barrel Pentapeptide_4 TseH* DAGK_cat YegS_C NAD_binding_8

MCH2489499.1
JAKUQP010000003.1:336117-341150                        
Flavobacteriales bacterium                             

Aldedh TANGO2 DUF6695* DUF525 DUF3667 ZnR

MCH4897203.1
SNAP01000043.1:61-1182                                 
Marinilabiliaceae bacterium JC040                      

RHS TseH*

MCH8498300.1
JAIUMV010000007.1:170182-173619                        
Marinobacter sp.                                       

MTase   ?  TseH* 3-dmu-9_3-mt   ?  

MCH8904342.1
JACZTA010000143.1:4385-7185                            
Bacteroidetes bacterium                                

  ?  TANGO2 DUF6695* DUF6695 tRNA_anti-like

MCI0732190.1
JAKEEL010000001.1:1-1040                               
Methylococcaceae bacterium                             

TseH* Imm58 cHTH

MCI5051431.1
JALEGN010000018.1:15434-20566                          
Candidatus Paceibacterota bacterium                    

60KD_IMP R3H DUF6695* DADA-Ligase P-loop_TraG

MCI5987916.1
JALEID010000043.1:29-2543                              
Prevotella sp.                                         

RHS TseH*   ?  RHS

MCK5103465.1
JAGLPF010001216.1:266-2007                             
Cyclobacteriaceae bacterium                            

  ?  DUF6695*

MCK5230065.1
JAGLND010000705.1:235-1196                             
Desulfobulbaceae bacterium                             

TseH*   ?  

MCK5230437.1
JAGLND010000894.1:1-824                                
Desulfobulbaceae bacterium                             

TseH* Imm58

MCK9323866.1
JALNXW010000001.1:11170-20052                          
Bacteroidales bacterium                                

Peptidase_M24 AMP_N Peptidase_S9 Beta-Prop TseH* TPR Glyco_hydro_92N Glyco_hydro_92

MCL2658832.1
WQYQ01000036.1:1-1442                                  
Betaproteobacteria bacterium                           

RHS TseH*   ?    ?  

MCO4820393.1
JAGSGR010000061.1:3106-6180                            
Bacteroidetes bacterium                                

tRNA_anti-like YceI TseH* cNMPBD Mbetalac

MCP4000511.1
JAAEMA010000342.1:259-15244                            
Gammaproteobacteria bacterium                          

Y1_Tnp Imm58 IG Dockerin_1 DUF1566 DUF1566 PKD IG PR-1 DUF1566 DUF1566 RHS RHS TseH*   ?  AMP-binding_C

MCP4019165.1
JAAEMI010000127.1:1-1893                               
Delftia sp.                                            

RHS TseH* Imm58   ?  

MCP4295318.1
JAAEOE010000416.1:16-3339                              
Proteobacteria bacterium                               

TseH* T6SS_VasE T6SS_VasE

MCP4686182.1
JAAERE010000529.1:1-3290                               
bacterium Bacteria.                                    

RHS RHS TseH* TonBC RHS_repeat

MCP5442306.1
JACKMX010000002.1:1033397-1038253                      
Chromatiaceae bacterium                                

  ?  DDE_Tnp_1_4 RHS TseH* Imm58 DDE_Tnp_1_4

MCQ2163911.1
JAKSJR010000006.1:60994-66413                          
Bacteroidales bacterium                                

ASH-Ig DUF6443 RHS_repeat RHS_repeat RHS DUF5675   ?  RHS TseH*

MCQ2217739.1
JAKSKZ010000009.1:1-2304                               
Paludibacteraceae bacterium                            

RHS TseH* min-wnt RHS

MCQ2230460.1
JAKSKV010000002.1:63666-66787                          
Paludibacteraceae bacterium                            

  ?    ?  RHS TseH*   ?    ?  

MCQ2244999.1
JAKSLJ010000048.1:1652-6301                            
Bacteroidaceae bacterium                               

TM1586_NiRdase Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 TseH*   ?  Sigma70_r2

MCQ2288493.1
JAKSLZ010000027.1:11350-17070                          
Muribaculaceae bacterium                               

Asp-Al_Ex TrkAC TrkAC Asp-Al_Ex DJ-1_PfpI TseH* OMP_b-brl_2 OMP_b-brl_2

MCS3553543.1
JANUFC010000002.1:638001-642785                        
Sphingobacterium sp. JUb21                             

DinB PALP DUF6695* Asp_decarbox   ?  

MRR08306.1
SBEM01000613.1:257-1110                                
Deltaproteobacteria bacterium                          

  ?  DUF637 TseH*

MSP66214.1
SHXA01000048.1:5963-11069                              
Flavobacteriaceae bacterium                            

Orn_Arg_deC_N Orn_DAP_Arg_deC   ?  DUF6695* TauE Mbetalac

NBU46966.1
RFTH01000067.1:9036-10769                              
Flavobacteriales bacterium                             

3-HAO   ?  DUF6695*

NCG43544.1
JAACCQ010000006.1:14638-20709                          
Proteobacteria bacterium                               

Orn_Arg_deC_N Orn_DAP_Arg_deC   ?  DUF6695* TauE Rhodanese Mbetalac

NDA99313.1
RGQG01000557.1:1-1022                                  
Flavobacteriia bacterium                               

DUF6695*

NIW98807.1
JAABWO010000453.1:372-1692                             
Phycisphaerae bacterium                                

  ?  RHS TseH*

NJN26765.1
JAAUQL010000044.1:7574-11009                           
Cyclobacteriaceae bacterium                            

DUF2721 DUF6695 TseH* Sigma70_r2 Sigma70_r4_2   ?  

NJO90907.1
JAAUQX010000510.1:1749-4436                            
Chloroflexia bacterium                                 

AhpC-TSA Pyridoxal_deC DUF6695*

NNK40287.1
JABDQD010000288.1:1-2574                               
Winogradskyella sp.                                    

DUF6695* DUF525 AMPK1_CBM T9SS_plug_1st

NOQ23832.1
WTBR01000005.1:10278-17076                             
Bacteroidales bacterium                                

DinB_2 TANGO2 DUF6695* Beta-Prop Peptidase_S9 SDH_alpha SDH_beta

NOY46975.1
JAADHG010000053.1:2920-8154                            
Chlorobiota bacterium                                  

Aldedh TANGO2 DUF6695* DUF525 AMPK1_CBM T9SS_plug_1st

NOZ35863.1
JAADGE010000071.1:34893-37946                          
Chlorobiota bacterium                                  

DUF6695 DUF6695 DUF6695* Pyridoxal_deC AhpC-TSA

NVK51127.1
JABXHZ010000435.1:7433-10961                           
Cyclobacteriaceae bacterium                            

  ?  FA_hydroxylase DUF6695*   ?  Zip

OED51035.1
MDLD01000004.1:120-3080                                
Endozoicomonas sp. (ex Bugula neritina AB1)            

  ?    ?  RHS TseH*

OEU77685.1
MAXT01000038.1:644-7350                                
Desulfuromonadales bacterium C00003107                 

Phage_int_SAM_4 Phage_integrase DUF6531 RHS RHS RHS RHS_repeat RHS_repeat RHS TseH* Imm58 Y1_Tnp

OIQ27897.1
MPDE01000011.1:30677-36740                             
Bacteroidetes bacterium MedPE-SWsnd-G2                 

Omp28 Aldedh DUF6695* DUF525 Pyridoxal_deC

OJV27525.1
MKTC01000019.1:4426-8869                               
Bacteroidetes bacterium 37-13                          

DUF3276 DnaB_bind Toprim_2 DNAG_N CHC2 DUF6695*   ?    ?  

OUR94446.1
MAAR01000004.1:231963-239090                           
Flavobacteriales bacterium 34_180_T64                  

Pyridoxal_deC DUF525 DUF6695* Aldedh Por_Secre_tail ab-Hydrolase

OUT46702.1
NHBT01000012.1:30824-37104                             
Owenweeksia sp. TMED14                                 

Orn_Arg_deC_N Orn_DAP_Arg_deC   ?  DUF6695* Rhodanese Rhodanese Mbetalac DUF4249

OYX92069.1
NCFA01001209.1:1-1047                                  
Sphingobacteriia bacterium 35-40-5                     

TseH* TANGO2

PCH86352.1
NVRW01000043.1:10869-15906                             
Flavobacteriales bacterium                             

DUF4476 DUF4476 DUF4476 DUF6695 DUF6695* YceI tRNA_anti-like

PCJ81204.1
NVXE01000006.1:56320-61232                             
Bacteroidetes bacterium                                

Por_Secre_tail Cu-oxidase_3 Glu_synthase DUF6695* TANGO2   ?  

PHS10105.1
NVVR01000004.1:135656-141052                           
Kordia sp.                                             

T9SS_plug_1st DUF525 DUF6695* TANGO2 Aldedh

PHS61693.1
NVUT01000034.1:13266-20916                             
Flavobacterium sp.                                     

GEVED Por_Secre_tail Aldedh TANGO2 DUF6695* DUF3667 ZnR   ?  

PJB11970.1
PFUR01000069.1:1005-5677                               
Flavobacteriales bacterium CG_4_9_14_3_um_filter_40_17 

Aldedh TANGO2 DUF6695* DUF525 3keto-disac_hyd

PKA06450.1
NPDW01000008.1:10023-13054                             
Leptospira harrisiae                                   

rve_3   ?  HINT TseH*

PKM07329.1
PGZC01000028.1:7876-20255                              
Gammaproteobacteria bacterium HGW-Gammaproteobacteria-4

Beta-Prop Glucodextran_B CarboxypepD_reg Beta-Prop RHS RHS   ?  RHS_repeat RHS_repeat RHS TseH*   ?  DUF2238

PKN88619.1
PHBN01000033.1:948-7785                                
Deltaproteobacteria bacterium HGW-Deltaproteobacteria-1

IMS_C IMS_HHH IMS UPF0270 DUF6531 RHS_repeat RHS_repeat RHS RHS RHS RHS RHS TseH*   ?    ?  

PKP01896.1
PHCY01000062.1:5280-9846                               
Bacteroidetes bacterium HGW-Bacteroidetes-9            

CDO_I Pyridoxal_deC DUF6695*   ?  DnaJ

PKP25963.1
PHDJ01000009.1:12679-16172                             
Bacteroidetes bacterium HGW-Bacteroidetes-2            

DJ-1_PfpI CRP-HTH cNMPBD TseH* DUF6695 Form_Nir_trans

PKP37342.1
PHDO01000239.1:1-3489                                  
Bacteroidetes bacterium HGW-Bacteroidetes-15           

UnbV_ASPIC DUF6695* AIRS_C FGAR-AT_linker FGAR-AT_N

PTM05615.1
PZPB01000011.1:7136-12095                              
Bacteroidetes bacterium                                

YceI AhpC-TSA DUF6695* DUF6695 REase

PYE30175.1
QJSS01000023.1:25207-33664                             
Rhizobium sp. PP-WC-1G-195                             

Classical-AAA   ?  TseH* Peptidase_C39 ABC_membrane ABC_tran HlyD_3

PZP78339.1
QFOO01000710.1:76-2561                                 
Stenotrophomonas maltophilia                           

  ?  CBS Tox-DUF4105*

QQR86959.1
CP064979.1:370716-374305                               
Flavobacteriales bacterium                             

TANGO2 DinB TseH* DUF6695 AI-2E_transport

RKW18455.1
RBJR01000086.1:144-3658                                
Capnocytophaga sp.                                     

  ?  TseH*   ?  DUF2931

RKZ66651.1
QNEQ01000298.1:1793-3105                               
Gammaproteobacteria bacterium                          

DUF3179 DUF3179 DUF6695*

RLD62783.1
QMPH01000283.1:1-4224                                  
Bacteroidetes bacterium                                

DUF6695 DUF6695* Pyridoxal_deC CDO_I Rhodanese Thioredoxin

RMF75120.1
RFIB01000100.1:34373-38446                             
Acidobacteria bacterium                                

TetR-HTH TetR_C_24 RHS TseH* Carboxypeptidase

RMG83012.1
RFGW01000078.1:3941-6733                               
Bacteroidetes bacterium                                

cNMPBD CRP-HTH DUF6695 DUF6695* TANGO2 DinB_2

RPG53985.1
NHEL02000013.1:88945-93202                             
Flavobacteriales bacterium TMED84                      

GATase_4 PRTase DUF6695 DUF6695* Pyridoxal_deC

RYH61658.1
SDYD01000292.1:1-3363                                  
Alcaligenaceae bacterium                               

Sulfatase Imm58 RHS TseH* Transglut_core2 LysR_substrate

SEK69635.1
FOAF01000001.1:1050580-1056107                         
Olivibacter domesticus                                 

His-Kinase PALP DUF6695* Asp_decarbox Acyl-CoA_dh_N Acyl-CoA_dh_M Acyl-CoA_dh_1

SKB56800.1
FUYS01000004.1:203822-210988                           
Parapedobacter luteus                                  

Acyl_transf_3 Cytochrom_C IG GSDH ThuA DUF6695* Asp_decarbox DUF763

TVR85633.1
REEO01000085.1:3991-9103                               
Saprospirales bacterium                                

AhpC-TSA LysE DUF6695* Pyridoxal_deC   ?  

ULT28671.1
CP079104.1:3015278-3020053                             
Sphingobacterium sp. E70                               

  ?  DUF6695 TseH*   ?  SUFBD SufBD_N

UUO04948.1
CP097384.1:4087488-4122058                             
Blastopirellula sp. J2-11                              

  ?  ab-Hydrolase Pesticin Beta-Roll Beta-Roll Beta-Roll Beta-Roll Beta-Roll Beta-Roll Beta-Roll IG Beta-Roll PG-binding Pesticin PG-binding PG_binding_1 TseH*   ?  Sulfatase_C Sulfatase

VWC04506.1
CABVQB010000017.1:103021-112804                        
Burkholderia lata                                      

Aldedh DUF6531 RHS_repeat RHS RHS RHS_repeat RHS_repeat RHS TseH*   ?    ?  

WP_002998130.1
NZ_CP068084.1:2155364-2160020                          
Sphingobacterium spiritivorum                          

Lrp-HTH AsnC_trans_reg DUF6695* UDG   ?  SUFBD SufBD_N

WP_007894559.1
NZ_AKJB01000003.1:42284-44628                          
Pseudomonas sp. GM102                                  

GPW_gp25 PAAR_motif PAAR TseH*   ?    ?  

WP_223434104.1
NZ_JAGYFS010000020.1:32311-34906                       
Pseudomonas sp. BF-RE-03                               

GPW_gp25   ?    ?  TseH* PAAR_motif PAAR

WP_029489339.1
NZ_AFPK01000037.1:20889-25666                          
Ochrovirga pacifica                                    

TANGO2 DUF525 T9SS_plug_1st Chorismate_bind DUF6695*

WP_010178748.1
NZ_JH621251.1:107180-112368                            
Aquimarina agarilytica ZC1                             

DUF525 DUF6695* TANGO2 Peptidase_S9 Peptidase_S9_N GidB

WP_247317842.1
NZ_JAIWQP010000009.1:87836-92873                       
Ralstonia pseudosolanacearum                           

  ?  LysR_substrate Imm58 RHS_repeat RHS RHS_repeat RHS Ntox24 TseH*

WP_181014735.1
NZ_CP026217.1:2732424-2736742                          
Aeromonas sp. ASNIH4                                   

  ?  Inositol_P Phage_lysozyme   ?  TseH*

WP_045980001.1
NZ_JXXY01000015.1:186673-189282                        
Pseudoalteromonas ruthenica                            

MerR-HTH   ?  TseH*   ?    ?  

WP_162898974.1
NZ_CP022759.1:3408111-3411076                          
Ralstonia solanacearum                                 

Imm58   ?  DUF4279 TseH*   ?  

WP_017917214.1
NZ_AQOK01000745.1:1-1676                               
Xanthomonas sp. SHU 308                                

Tox-DUF4105* CBS

WP_018694566.1
NZ_KB894522.1:933-5612                                 
Algicola sagamiensis DSM 14643                         

Peptidase_M74   ?  TseH*   ?  HTH_23 GDResolvase

WP_164126329.1
NZ_WEZW01000005.1:102947-107618                        
Sphingobacterium luzhongxinii                          

HTH_24 AsnC_trans_reg SUFBD SufBD_N UDG DUF421 DUF6695*

WP_148305638.1
NZ_CP009301.1:1571783-1576953                          
Dokdonia sp. MED134                                    

Aldedh TANGO2 DUF525 DUF6571 DUF3667 ZnR DUF6695*

WP_025742907.1
NZ_JACC01000030.1:52622-58468                          
Aquimarina pacifica                                    

Aldedh TANGO2 DUF6695* DUF525 T9SS_plug_1st

WP_026999341.1
NZ_AUMD01000019.1:197179-200726                        
Eisenibacter elegans DSM 3317                          

DUF6695* HTH_18 CMD Thioredoxin_7 DinB_2

WP_027473784.1
NZ_BAMD01000021.1:16665-21048                          
Saccharicrinis fermentans DSM 9555 = JCM 21142         

TseH* DUF6695 AP_endonuc_2   ?  RADICAL-SAM HemN_C NUDIX

WP_051292637.1
NZ_ATZA01000002.1:127049-131060                        
Olivibacter sitiensis DSM 17696                        

1-cysPrx_C AhpC-TSA Mbetalac   ?  DUF3050 DUF6695*

WP_239420979.1
NZ_NFHS01000025.1:1-1693                               
Bacteroides uniformis                                  

  ?  RHS TseH*

WP_036523756.1
NZ_JRLB01000096.1:35592-41418                          
Nitrincola sp. A-D6                                    

PAAR_motif TseH* VasX_N DUF4123   ?  

WP_039109126.1
NZ_JSYM01000001.1:1978338-1984117                      
Flavobacterium sp. AED                                 

DADA-Ligase CPSase_L_D3 CPSase_L_D2 CxxCxxCC DUF6695* FA_hydroxylase 3-dmu-9_3-mt

WP_044842566.1
NZ_CP059733.1:2221956-2231023                          
Thalassomonas viridans                                 

  ?  TseH*   ?  Beta-Prop Peptidase_S9   ?  

WP_233423802.1
NZ_JXDJ01000026.1:67937-75381                          
Paracidovorax citrulli                                 

ArsR-HTH ArsB Imm58   ?  DUF6531 RHS RHS RHS RHS RHS TseH*

WP_046743657.1
NZ_LBMH01000003.1:129794-134839                        
Kordia zhangzhouensis                                  

DUF525   ?  DUF6695* TANGO2 Aldedh

WP_166957504.1
NZ_JAAFZY010000002.1:162167-167381                     
Mangrovimonas sp. CR14                                 

DUF525 T9SS_plug_1st DUF6695* TANGO2 Aldedh

WP_079790865.1
NZ_MXLK01000020.1:90249-94160                          
Salmonella enterica                                    

Amidase_3 AMIN Imm58 RHS TseH*

WP_065217801.1
NZ_CABKWR010000001.1:248-3734                          
Butyricimonas synergistica                             

Macro TseH*   ?    ?  RHS Ntox48

WP_066010984.1
NZ_MDHA01000037.1:1-3014                               
Thioclava sp. SK-1                                     

TseH*   ?  DUF4123 rve_2

WP_066752369.1
NZ_JBHUMB010000014.1:1003303-1009182                   
Sphingobacterium populi                                

Alpha-L-AF_C Asp_decarbox DUF6695* DUF2264 PALP

WP_202664182.1
NZ_CP068547.1:3412383-3417399                          
Tamlana sp. s12                                        

DUF525 DcuC DUF6695* TANGO2 TPR

WP_068805226.1
NZ_CP014671.1:2292491-2299623                          
Immundisolibacter cernigliae                           

DUF6531 RHS_repeat RHS RHS_repeat RHS_repeat RHS RHS RHS RHS TseH* Imm58 RHS   ?  

WP_073606195.1
NZ_AP024861.1:3444639-3459241                          
Vibrio aerogenes                                       

PAPS_reduct   ?  TseH*   ?    ?  

WP_143182002.1
NZ_KV880638.1:58985-64038                              
Thalassospira sp. TSL5-1                               

DBI_PRT DUF4123 EAL TseH*   ?  

WP_075901332.1
NZ_MKZS01000001.1:4890493-4895810                      
Moorena bouillonii PNG                                 

TseH* cHTH Mem_trans OpuAC BPD_transp_1   ?  

WP_076589153.1
NZ_JABEYA020000006.1:66048-69222                       
Vibrio ostreicida                                      

  ?  TseH* DUF805   ?  DUF2726

WP_076716045.1
NZ_MIEQ01000024.1:100156-103076                        
Motiliproteus sp. MSK22-1                              

Trp_repressor   ?  TseH* TauE Glyoxalase

WP_079640655.1
NZ_FUZF01000001.1:345421-349832                        
Sphingobacterium nematocida                            

PALP DUF6695* Asp_decarbox Virul_fac_BrkB   ?  

WP_084122196.1
NZ_LT838813.1:4734155-4737423                          
Aquiflexum balticum DSM 16537                          

DinB_2 DUF2062 DUF6695* DinB_2 DUF4833

WP_085166093.1
NZ_FMWS01000089.1:1-2496                               
Gilliamella bombi                                      

TseH*   ?  DUF2345   ?  

WP_086327740.1
NZ_MZNH01000556.1:1-709                                
Gilliamella apicola                                    

TseH*

WP_086918006.1
NZ_NFVC01000612.1:36910-44368                          
Paraburkholderia hospita                               

  ?    ?  TseH* TIR nSTAND1 BetaPropeller

WP_123891874.1
NZ_QCYL01000019.1:31185-37212                          
Chitinophaga costaii                                   

  ?    ?    ?  HTH_Tnp_1 HTH_21 RHS TseH*

WP_143072815.1
NZ_FOQO01000001.1:474750-481538                        
Parapedobacter indicus                                 

DHDPS Asp_decarbox Cytochrom_C IG GSDH ThuA Acyl_transf_3 DUF6695*

WP_091548237.1
NZ_FONY01000029.1:91-1770                              
Thermoflexibacter ruber                                

RHS TseH*   ?    ?  

WP_092776486.1
NZ_FORA01000001.1:252210-255278                        
Jannaschia pohangensis                                 

AA_kinase   ?  TseH* DUF4123   ?  

WP_093955394.1
NZ_NMOO01000009.1:159437-165963                        
Salmonella enterica subsp. enterica serovar Weslaco    

  ?    ?  TseH* Phage_GPD VgrG T6SS_Vgr DUF2345 ClpABN-AAA ClpABC-AAA

WP_099597266.1
NZ_MDGR01000007.1:155766-162147                        
Reichenbachiella sp. 5M10                              

PfkB Methyltransf_25 DUF6695* BD-FAE Por_Secre_tail Discoidin BACON Chondroitinas_B

WP_104811643.1
NZ_MQUB01000001.1:308609-313684                        
Aureitalea marina                                      

GidB Aldedh DUF6695* DUF525 DUF3667 ZnR

WP_104922056.1
NZ_CP019062.1:1359674-1365420                          
Rahnella sikkimica                                     

PfkB OB_MalK ABC_tran RHS TseH* DUF3829   ?  

WP_109861081.1
NZ_CP029450.1:658201-663998                            
Capnocytophaga canimorsus                              

  ?  TseH*   ?  ClpABN-AAA ClpABC-AAA   ?  

WP_111371657.1
NZ_CP029480.1:2405933-2409854                          
Arcticibacterium luteifluviistationis                  

Glutaredoxin Glutaredoxin Pyr_redox_2 TANGO2 TseH* DUF6695 AhpC-TSA

WP_112783092.1
NZ_CP030041.1:1557379-1561280                          
Echinicola strongylocentroti                           

DinB TANGO2 DUF6695*   ?    ?  

WP_147232531.1
NZ_QNSA01000003.1:341621-347805                        
Marinobacter nauticus                                  

DUF6531 RHS_repeat RHS_repeat RHS RHS RHS_repeat RHS_repeat RHS Imm58 RHS_repeat RHS prok-SAA VirB6 TseH*

WP_147274603.1
NZ_QPJM01000001.1:482162-490509                        
Phyllobacterium bourgognense                           

YkuD   ?  EamA EamA SBP_bac_8 TseH RHS RHS*

WP_157962225.1
NZ_QKTV01000001.1:821358-826634                        
Winogradskyella aurantiaca                             

GidB Aldedh DUF525 T9SS_plug_1st DUF6695*

WP_165815148.1
NZ_QEKY01000018.1:21734-25449                          
Porphyromonas loveana                                  

  ?    ?    ?  RHS TseH*   ?  

WP_138949765.1
NZ_CP040749.1:2576635-2580718                          
Aureibaculum algae                                     

S1COLD OmpA DUF6695* DUF6695 EamA EamA

WP_147450417.1
NZ_RAWE01000231.1:8482-15702                           
Corallococcus carmarthensis                            

DUF3304 LysM TseH* DUF1573 ASH ASH TMEM131_like_N ASH-Ig ASH-Ig DUF1573 ASH ASH-Ig

WP_121908102.1
NZ_REFC01000014.1:175866-180999                        
Ulvibacter antarcticus                                 

Aldedh TANGO2 DUF6695* DUF525 DUF3667

WP_130287606.1
NZ_SGXE01000005.1:120265-125241                        
Aquimarina brevivitae                                  

DUF3667 ZnR DUF525 DUF6695* Aldedh TANGO2

WP_130618673.1
NZ_SAYT01000003.1:202-6747                             
Dyella amyloliquefaciens                               

  ?  Y1_Tnp RHS TseH* DUF5700 HTH_18 AraC_binding

WP_131181207.1
NZ_QJUH01000012.1:4039-6757                            
Pseudomonas sp. FRB 228                                

  ?    ?  TseH* PAAR_motif PAAR GPW_gp25

WP_131549482.1
NZ_SJXD01000026.1:82555-89277                          
Roseococcus sp. SYP-B2431                              

Pyridox_ox_2 GntR-HTH Aminotran_1_2 TseH* NMO S1 RnasePH RnasePH

WP_212746730.1
NZ_PNBS01000007.1:392-2283                             
Pseudoalteromonas ruthenica                            

Ysc84   ?  TseH*

WP_138931784.1
NZ_SWMU01000002.1:428145-431302                        
Mesohalobacter halotolerans                            

DinB_2 TANGO2 DUF6695* DUF6695 FA_hydroxylase

WP_139958903.1
NZ_VDET01000015.1:32674-37639                          
Flavicella sediminum                                   

DUF525 DUF6695* TANGO2 Chorismate_bind T9SS_plug_1st

WP_249279164.1
NZ_NEVP01000011.1:573132-583824                        
Bordetella genomosp. 5                                 

  ?  DUF5677 PIN Imm58 DUF6531 RHS RHS RHS_repeat RHS TseH*

WP_141733570.1
NZ_BDFO01000001.1:3591239-3602459                      
Oligoflexus tunisiensis                                

  ?  SPVB BetaPropeller RHS RHS RHS TseH*   ?  Peptidase_M74   ?  

WP_142785393.1
NZ_CP039456.1:2732401-2737820                          
Changchengzhania lutea                                 

Aldedh TANGO2 DUF6695* DUF525 AMPK1_CBM T9SS_plug_1st

WP_147054806.1
NZ_CP042437.1:3680402-3691804                          
Mucilaginibacter ginsenosidivorax                      

SPVB RHS DUF5977 DUF6443 RHS TseH*   ?  Ig_7 CHU_C LuxR-HTH

WP_148781448.1
NZ_VNHU01000002.1:6446-11764                           
Aquimarina intermedia                                  

T9SS_plug_1st DUF525 DUF6695* TANGO2 Aldedh

WP_170284088.1
NZ_VWPJ01000001.1:100912-105850                        
Roseospira marina                                      

LysR_substrate   ?  G_glu_transpept   ?  TseH*

WP_235904685.1
NZ_BKCG01000004.1:259884-265142                        
Patiriisocius marinus                                  

DUF3667 ZnR DUF525 TANGO2 Aldedh DUF6695*

WP_152286980.1
NZ_VYVA01000003.1:276186-281084                        
Flavicella marina                                      

Chorismate_bind TANGO2 DUF6695* DUF525 T9SS_plug_1st

WP_152502795.1
NZ_CP045354.1:4820014-4833003                          
Labrenzia sp. THAF82                                   

  ?  TseH HINT*   ?  Acetylase HINT BetaPropeller BetaPropeller DUF4214 Beta-Roll Beta-Roll Beta-Roll

WP_155442312.1
NZ_WNLA01000034.1:1472-7817                            
Pseudoduganella ginsengisoli                           

DUF1840 DUF6531 RHS_repeat RHS_repeat RHS RHS TseH*   ?  DUF2058 PSBP

WP_163877506.1
NZ_JAAJTJ010000028.1:23797-31828                       
Parapedobacter sp. SGR-10                              

Lyase_8_C Lyase_8 Lyase_catalyt Lyase_N PTSIIB DUF6695* DUF4342 DUF6157

WP_164033314.1
NZ_JAABOQ010000006.1:192232-197441                     
Spongiivirga citrea                                    

T9SS_plug_1st DUF525 DUF6695* TANGO2 Aldedh

WP_165294016.1
NZ_JAAKGS010000002.1:855810-859988                     
Sphingobacterium sp. SGR-19                            

Globin Asp_decarbox DUF6695* PALP CCP_MauG CytC

WP_206367264.1
NZ_JAAKGS010000002.1:862905-868817                     
Sphingobacterium sp. SGR-19                            

YtkA   ?  ACR_tran   ?  TseH*

WP_206202785.1
NZ_JAANBD010000029.1:345126-348594                     
Thioalkalivibrio sp. XN279                             

AAA_14 REase-DUF4143   ?    ?    ?  RHS TseH*

WP_235942324.1
NZ_JAANIG010000070.1:5647-8934                         
Perlabentimonas gracilis                               

CDO_I Pyridoxal_deC DUF6695*

WP_167770119.1
NZ_JAATJT010000003.1:582741-587920                     
Gaetbulibacter sp. S0825                               

T9SS_plug_1st DUF525 DUF6695* TANGO2 Aldedh

WP_179336917.1
NZ_JABFDF010000001.1:468486-475081                     
Winogradskyella ludwigii                               

Pyridoxal_deC DUF525 DUF6695* Aldedh Por_Secre_tail ab-Hydrolase

WP_179379171.1
NZ_JABVAX010000002.1:422447-426477                     
Jannaschia marina                                      

MFS_1   ?  TseH* DUF4123 DUF4399

WP_182702902.1
NZ_CANLYY010000005.1:116216-120311                     
Pseudoalteromonas aliena                               

  ?  TseH*   ?  KTSC CBM_5_12 CBM_5_12

WP_187341825.1
NZ_CP060497.1:1698861-1702962                          
Olivibacter sp. SDN3                                   

Ribonuc_L-PSP cNMPBD CRP-HTH DUF6695* Adenine_glyco DNA_binding_1

WP_189410940.1
NZ_BMYJ01000004.1:59239-64225                          
Neogemmobacter tilapiae                                

tRNA-synt_1b TseH HINT*   ?  Glyoxalase   ?  

WP_196936171.1
NZ_MU158698.1:2139397-2144042                          
Sphingobacterium hungaricum                            

Peptidase_M28 Asp_decarbox DUF6695* PALP HHH_5

WP_202102722.1
NZ_JAERTY010000004.1:335091-338783                     
Sphingobacterium faecale                               

DUF202 PALP DUF6695* Asp_decarbox DUF421 YetF_N

WP_211066516.1
NZ_CP073015.1:1155626-1157631                          
Flavobacterium sp. CS20                                

  ?  TANGO2 TseH* DUF6695 TseH

WP_211678539.1
NZ_CP056120.1:842926-847378                            
Moritella sp. 36                                       

Cys_Met_Meta_PP EamA EamA TseH*   ?    ?  

WP_250883994.1
NZ_JAHEOJ010000015.1:65409-69536                       
Glaciecola sp. XM2                                     

AIM24   ?  RHS TseH*

WP_216068097.1
NZ_JAHKPD010000018.1:90580-95421                       
Pseudotamlana agarivorans                              

TPR TANGO2 DUF6695* DcuC DUF525

WP_218062811.1
NZ_VCNK01000110.1:1-341                                
Phaeobacter sp. B1627                                  

TseH*

WP_218522113.1
NZ_JAHTMS010000005.1:396453-398625                     
Rahnella sp. PD12R                                     

DUF6258 Imm58 TseH* RHS DUF4329 Imm-NTF2-2

WP_227267652.1
NZ_JACNMO010000001.1:326536-336720                     
Roseobacter weihaiensis                                

  ?    ?  TseH* TniQ   ?  

WP_230435460.1
NZ_CP087715.1:2672708-2678115                          
Microbulbifer celer                                    

Acetylase Acetyltransf_18 Acetylase TseH*   ?  Cas_Cas2CT1978

WP_232113511.1
NZ_JAAGBH010000078.1:196-1680                          
Tenacibaculum finnmarkense                             

Tox-DUF4105 TseH* TssD

WP_233842105.1
NZ_JAJEJV010000004.1:1930311-1936800                   
Dyella sp. 2HG41-7                                     

8TMR-UT   ?  RHS RHS TseH* Imm58 Transposase_20 DEDD_Tnp_IS110

WP_235296787.1
NZ_JAJNKB010000002.1:371667-376567                     
Portibacter marinus                                    

Amidohydro_3 polyprenyl_synt DUF6695* Acetylase S1

WP_237303427.1
NZ_JAKFZP010000002.1:384428-387283                     
Vibrio sp. MMG023                                      

Glyco_transf_8   ?  TseH*   ?    ?  

WP_252022268.1
NZ_CP071848.1:871922-874828                            
Vibrio sp. SCSIO 43136                                 

ACDScore CxxCxxCC TseH*   ?    ?  


