
ADU92227.1
CP002456.1:1371022-1378706                                    
Taylorella equigenitalis MCE9                                 

Glt_symporter Tai4 Tae4* malic Malic_M PTA_PTB OxoGdeHyase_C Transket_pyr E1_dh 2-oxogl_dehyd_N

ADW68336.1
CP002480.1:1496535-1504408                                    
Granulicella tundricola MP5ACTX9                              

Sigma70_r4_2 Sigma70_r2   ?  Tae4* OmpA-beta-barrel CarboxypepD_reg Chelatase-AAA

AFC85100.1
CP003350.1:697138-700585                                      
Frateuria aurantia DSM 6220                                   

Tai4 Tai4 Tae4* Tai4 Tai4

AFC86006.1
CP003350.1:1679561-1682719                                    
Frateuria aurantia DSM 6220                                   

DUF943 DUF3289 Tae4* Tai4 Tai4

AFC87457.1
CP003350.1:3403114-3405931                                    
Frateuria aurantia DSM 6220                                   

  ?  Tai4 Tae4*   ?  LysR_substrate

AKJ29834.1
CP011371.1:3672459-3675105                                    
Caldimonas brevitalea                                         

  ?    ?  Tae4*   ?    ?  

APD07506.1
CP016269.1:2244239-2248447                                    
Flavobacteriaceae bacterium UJ101                             

  ?    ?  Tae4*   ?  adh_short_C2

APR78274.1
CP016211.1:4218277-4226934                                    
Minicystis rosea                                              

Receiver Receiver His-Kinase GAF_2 HAMP HAMP HAMP HAMP_2 HAMP_2 HAMP HAMP HAMP HAMP HAMP_2   ?  Tae4 PG_binding_1* Beta-lactamase   ?  

ASG89135.1
CP022139.1:3342516-3349446                                    
Salmonella enterica subsp. salamae serovar 55:k:z39 str. 1315K

Phage_GPD VgrG DUF2345 PAAR_motif Tae4* PAAR DUF1451

AVS65292.1
CP028288.1:1296040-1305739                                    
Paracidovorax avenae                                          

HlyD_D23 ACR_tran Tae4* MA HAMP HAD E1-E2_ATPase HMA

CAE1147326.1
LR994655.1:3045724-3049700                                    
Serratia sp. Tan611                                           

VipB VipB_2   ?  Tae4* Tai4 Tai4

CCJ05614.1
HE956757.1:180555-201849                                      
Methylocystis sp. SC2                                         

REase   ?  LDcluster4 Tae4*   ?    ?  

CDD03480.1
FR892549.1:144-3220                                           
Prevotella sp. CAG:592                                        

  ?    ?  DUF637 Tae4*   ?    ?  

CEA04519.1
LM997413.1:1716520-1719682                                    
Pseudomonas saudimassiliensis                                 

AbrB Tai4 Tae4* PAAR_motif DUF2845

EAV40936.1
AAUW01000025.1:91099-95233                                    
Roseibium aggregatum IAM 12614                                

VirC1 ab-Hydrolase Tae4*   ?  LysR_substrate

EFB7095192.1
AASFHO010000158.1:1-1648                                      
Campylobacter coli                                            

  ?    ?  Tae4*   ?  

EID0032151.1
ABCMTX010000009.1:12833-16558                                 
Vibrio alginolyticus                                          

Tlde1 DUF2195 Tae4* Tai4 DUF6817

EIH3033082.1
ABDAZW010000002.1:289560-297039                               
Salmonella enterica subsp. enterica serovar Rissen            

TagF_N IcmF-related_N IcmF-related IcmF_helical IcmF_C Tae4* Rap1a DotU OmpA

ENW24152.1
KB851227.1:1714273-1717218                                    
Acinetobacter lwoffii NCTC 5866 = CIP 64.10 = NIPH 512        

HbpS-like   ?  Tae4* PAAR_motif PP-binding

GBF27017.1
BFAS01000236.1:86-2743                                        
bacterium MnTg02 Bacteria.                                    

AAA_assoc_2 MgsA_C   ?  Tae4*   ?  CRCB

GBQ88296.1
BAPG01000006.1:33005-38838                                    
Acetobacter nitrogenifigens DSM 23921 = NBRC 105050           

  ?  TibC_1st Glyco_transf_9 Tae4*   ?  CN_hydrolase NAD_synthase

GGB07069.1
BMDY01000011.1:22448-28445                                    
Agarivorans gilvus                                            

PEPcase   ?  Tae4*   ?  MTHFR

GGC00729.1
BMKG01000009.1:331-1449                                       
Pseudoduganella buxea                                         

Tae4* Rap1a   ?  

GGC11436.1
BMKG01000015.1:137493-142655                                  
Pseudoduganella buxea                                         

TatD_DNase Rap1a Tae4* Competence Mbetalac Abhydrolase_1

GGC22996.1
BMKG01000035.1:13690-19245                                    
Pseudoduganella buxea                                         

Histone_HNS TerD Tae4* Rap1a Gp5_C VgrG Phage_GPD

HAP26092.1
DMTA01000275.1:15048-21674                                    
Achromobacter sp.                                             

ab-Hydrolase DUF3274   ?  Tae4* Phage_GPD VgrG T6SS_Vgr DUF2345   ?  

HAQ21887.1
DMSQ01000104.1:45399-51400                                    
Prolixibacteraceae bacterium                                  

  ?  WG_beta_rep WG_beta_rep WG_beta_rep Cystatin-FD Tae4* DDE_Tnp_1_6 DUF772 Fer2_3 Fer4_8

HAT30780.1
DMYQ01000109.1:5662-8305                                      
Janthinobacterium sp.                                         

DUF2844 DUF3443 Tae4* Rap1a

HAW0505555.1
DADCVF010000016.1:15539-18482                                 
Escherichia coli                                              

PAAR_motif   ?  Tae4* VgrG DUF2345

HBK31190.1
DNZJ01000097.1:14222-18018                                    
Porphyromonadaceae bacterium                                  

nos_propeller WG_beta_rep Tae4*

HBZ06252.1
DOUW01000245.1:1-5345                                         
Massilia sp.                                                  

MA Tae4* Rap1a T6SS_HCP

HEB94166.1
DRKN01000163.1:23164-27392                                    
Gammaproteobacteria bacterium                                 

RhoN CSD2 RNASEII S1 SpoU_sub_bind SPOUT Tae4*   ?  

HHH52578.1
DRSA01000203.1:496-2095                                       
Bacteroidetes bacterium                                       

Tae4*   ?  Tox-ABHYDROLASE3

HHT04431.1
DUQY01000275.1:44-2392                                        
Bacteroidales bacterium                                       

Tae4*   ?  BPL_LplA_LipB

HHW78756.1
DURW01000198.1:1090-6700                                      
Lysobacteraceae bacterium                                     

OmpA ISOCOT Tae4*   ?  ThiF

HJE12310.1
DYYD01000001.1:5842-9766                                      
Akkermansia muciniphila                                       

DUF4328 GYF GLYCO Tae4*   ?  Acetylase

KAA1240358.1
VTZU01000179.1:47-2367                                        
Aquimarina sp. RZ0                                            

RHS Tae4* Tai4 HTH

KGE13166.1
JJMU01000054.1:41796-44751                                    
Sphingobacterium deserti                                      

  ?  TPR Tae4*   ?    ?  

KIM04355.1
JQIP01000029.1:1-3134                                         
Sulfurovum sp. AS07-7                                         

Asparaginase_2   ?  Tae4* LysM HIT

KPW62380.1
LJPX01000681.1:10659-16083                                    
Pseudomonas cannabina                                         

GPW_gp25 Tae4* T6SS_TssF T6SS_HCP VipB VipB_2

KQU73507.1
LMCN01000023.1:310686-315047                                  
Rhizobacter sp. Root29                                        

DUF2345 Gp5_C Gp5_C Gp5_C VgrG Phage_GPD Tae4*   ?    ?  DUF2345 DUF6484

KRB08016.1
LMHM01000012.1:629089-641168                                  
Lysobacter sp. Root690                                        

LuxR-HTH Receiver   ?  DUF6531 RHS_repeat RHS RHS_repeat RHS RHS RHS Tae4*   ?  RHS RHS RHS_repeat RHS_repeat RHS RHS

MAA75468.1
NYTH01000043.1:46644-49582                                    
Salinisphaeraceae bacterium                                   

CR-ATPase9   ?  Tae4*   ?  HTH_17

MBA2378875.1
JACDAK010000134.1:269-5164                                    
Blastocatellia bacterium                                      

  ?  TAL_FSA Tae4* Prokglutathionesyn-ATPgrasp MATCAP SNAD1

MBA4171260.1
PNJX01000005.1:23888-28512                                    
Hyphomicrobium sp.                                            

MgtEN MgtE SelO Tae4*   ?  CRCB

MBB1561630.1
JABCOT020000078.1:25898-27590                                 
Flavobacteriaceae bacterium                                   

DUF637   ?  DUF637 Tae4*

MBB3640046.1
JACIBG010000004.1:112182-114730                               
Variovorax atrisoli                                           

  ?    ?  Tae4* PIN Adhesin_E

MBB4805899.1
JACHLE010000001.1:1283926-1298658                             
Chryseobacterium defluvii                                     

  ?    ?  RHS Tae4*   ?  ZU5 SPVB BetaPropeller TcdB_toxin_midN RHS_repeat RHS RHS

MBC7388600.1
JACMRH010000141.1:2068-4351                                   
Cytophagales bacterium                                        

  ?    ?  Tae4*   ?  

MBC7391142.1
JACMRH010000482.1:354-3771                                    
Cytophagales bacterium                                        

Y1_Tnp   ?  Tae4*   ?    ?  

MBC7456353.1
JACMQT010000621.1:1-2707                                      
Massilia sp.                                                  

Tae4* LysR_substrate FAD-NAD-dep-oxidoreductase

MBC8070436.1
JACMJN010000932.1:2083-3616                                   
Nannocystaceae bacterium                                      

TetR-HTH Mpo1-like Tae4*

MBD8657290.1
JACYUQ010000004.1:17610-22444                                 
Oxalobacteraceae sp. CFBP 13730                               

DUF1439 Rap1a Tae4* MnmE_helical TrmE_N 60KD_IMP YidC_periplas

MBD9179725.1
RJZY01000304.1:13-5059                                        
Odoribacter splanchnicus                                      

  ?  WG_beta_rep WG_beta_rep Cystatin-FD Tae4*   ?  DUF5128

MBF1545452.1
JABZVL010000081.1:105-3890                                    
Segatella salivae                                             

OEP OEP Tae4* WG_beta_rep WG_beta_rep   ?  

MBI3565834.1
JACQBB010000343.1:3078-7060                                   
Elusimicrobia bacterium                                       

POR   ?  Tae4*   ?    ?  

MBI3775854.1
JACQEQ010000253.1:1-6540                                      
Gammaproteobacteria bacterium                                 

  ?  Cupredoxin_1 Tae4*   ?  Beta-Prop

MBI4945231.1
JACRAL010000024.1:3134-8165                                   
Bacteroidetes bacterium                                       

  ?    ?  RHS_repeat RHS RHS Tae4* Sigma-HTH

MBI4953242.1
JACRDA010000182.1:4947-11240                                  
Myxococcales bacterium                                        

HMGL-like MazG-like Tae4*   ?  Phage_GPD VgrG

MBI5609457.1
JACRCU010000311.1:24403-30870                                 
Deltaproteobacteria bacterium                                 

T2SSF T2SSF MshEN T2SSE PG-binding Tae4* DnaJ DnaJ_CXXCXGXG DnaJ_C TY-Chap2

MBK1689927.1
NRRI01000054.1:177-1686                                       
Rubrivivax gelatinosus                                        

Tae4*   ?  Ribul_P_3_epim

MBK6514146.1
JADJAJ010000011.1:34976-38756                                 
Polyangiaceae bacterium                                       

Metalloenzyme iPGM_N Metalloenzyme DUF3634 Tae4* Sigma70_r2 Sigma70_r4_2   ?  

MBK6922839.1
JADJEE010000012.1:2656515-2662569                             
Deltaproteobacteria bacterium                                 

IgGFc_binding PspA Tae4 PG_binding_1* Sigma70_r4_2 Sigma70_r2 STY-kinase

MBK7541143.1
JADJJS010000002.1:144389-150046                               
Candidatus Competibacteraceae bacterium                       

Glyco_hydro_57   ?  Tae4*   ?  Aminotran_1_2

MBK7580744.1
JADJKB010000005.1:759488-764854                               
Myxococcales bacterium                                        

  ?    ?  Peptidase_M23 Tae4*   ?    ?  

MBK7929898.1
JADJOP010000024.1:10176-14812                                 
Bryobacterales bacterium                                      

AP_endonuc_2   ?  Tae4* adh_short PA Peptidase_M28 PDZ

MBK8253074.1
JADJRH010000001.1:2673199-2677500                             
Polyangiaceae bacterium                                       

DUF2169   ?  Tae4*   ?  Imm49

MBK8255860.1
JADJRH010000011.1:195929-204945                               
Polyangiaceae bacterium                                       

EAD1 TIR EAD5 EAD1 AP-ATPase wHTH-NaN Trypsin EAD1 Tae4*   ?  Adenine_deam_C Amidohydro_1

MBK8346252.1
JADJSF010000004.1:22271-30740                                 
Saprospiraceae bacterium                                      

  ?    ?  Tae4*   ?  Penicil_amidase

MBK8712289.1
JADJVM010000008.1:900180-903361                               
Niastella sp.                                                 

T2SSG   ?  Tae4* RHS   ?  

MBK9152679.1
JADJWM010000002.1:24761-30413                                 
Chloracidobacterium sp.                                       

RHS   ?  RHS Tae4* Aminotran_5 DUF4440 DUF4440

MBK9255166.1
JADJXD010000001.1:1760016-1764829                             
Saprospiraceae bacterium                                      

  ?    ?  Tae4* DDE_Tnp_1_2   ?  

MBK9736517.1
JADKGD010000037.1:65932-68948                                 
Saprospiraceae bacterium                                      

  ?    ?  Tae4*   ?    ?  

MBL1008335.1
JAEPEF010000202.1:275-8097                                    
Escherichia coli                                              

  ?  SPVB BetaPropeller RHS RHS RHS DUF637 Tae4*   ?    ?  

MBL7733453.1
JAEUVM010000646.1:336-3013                                    
Chitinophagaceae bacterium                                    

Tae4*   ?    ?  

MBL8231964.1
JAEUQE010000160.1:7251-15145                                  
Bryobacterales bacterium                                      

Porin_O_P   ?  Tae4* Tae4* PQQ_2 BetaPropeller Cytochrome_CBB3 SLH BACON_2 BACON FG-GAP_3 BetaPropeller

MBL8971527.1
JAEUJV010000792.1:19-2574                                     
Myxococcales bacterium                                        

Tox-ABHYDROLASE Tae4* Phage_GPD

MBL8999920.1
JAEUJC010000005.1:259870-264720                               
Phycisphaerae bacterium                                       

  ?    ?  Tae4*   ?  Succ_DH_flav_C FAD_binding_2

MBL9025885.1
JAEUKE010000200.1:91552-98174                                 
Myxococcales bacterium                                        

Thioredoxin_4 Thioredoxin_4 Thioredoxin_4   ?  Tae4 Tox-HTH* UvrD-helicase UvrD_C PcrA_UvrD_tudor Peptidase_M10

MBL9039949.1
JAEUKA010000001.1:821-7382                                    
Myxococcales bacterium                                        

  ?    ?  Tae4*   ?  Abhydrolase_1 AMP-binding AMP-binding_C

MBL9043885.1
JAEUKA010000068.1:243661-248358                               
Myxococcales bacterium                                        

Phage_GPD VgrG DUF2345 Rap1a Tae4*   ?    ?  

MBN1130334.1
JAFGOU010000440.1:2842-6758                                   
Chitinispirillaceae bacterium                                 

CTP_transf_3 GatC Tae4* ANK CarboxypepD-reg-IG OmpA

MBN9063581.1
JAFKJS010000051.1:7976-14652                                  
Hyphomicrobiales bacterium                                    

EFTS UBA Ribosomal_S2 Tae4* Voltage_CLC CBS Aldedh

MBN9352259.1
JAFKGR010000025.1:4123-8305                                   
Chitinophagaceae bacterium                                    

  ?  RHS RHS Tae4*   ?  RHS

MBN9408750.1
JAFKGD010000002.1:655701-658914                               
Burkholderiales bacterium                                     

PAAR_motif Tae4 Tae4*   ?    ?  

MBN9435835.1
JAFKFZ010000014.1:8123-12455                                  
Bosea sp. (in: a-proteobacteria)                              

TauE MurJ Tae4*   ?  YkuD

MBO4816750.1
JAFZSJ010000007.1:29984-40346                                 
Bacteroidales bacterium                                       

  ?  SPVB FG-GAP_3 RHS RHS DUF637 Tae4*   ?  LpxK

MBO4827123.1
JAFZSI010000054.1:36295-41731                                 
Prevotella sp.                                                

Imm40   ?  RHS DUF637 Tae4* Imm11 RHS

MBO6217224.1
JAGBME010000183.1:338-5638                                    
Prevotella sp.                                                

  ?  TcdB_toxin_midN RHS_repeat RHS RHS RHS DUF637 Tae4*

MBP5561829.1
JAGCUP010000154.1:6920-14747                                  
Muribaculaceae bacterium                                      

  ?    ?  Tae4* TonB_dep_Rec PLUG   ?  

MBP6002866.1
JAGOBH010000002.1:215377-219788                               
Pyrinomonadaceae bacterium                                    

  ?  PSBP TPR Tae4*   ?    ?  

MBP7675671.1
JAGOBQ010000069.1:9365-12616                                  
Thermoanaerobaculia bacterium                                 

Carboxypeptidase DUF4440 Tae4* NTP_transf_2 HepT-like

MBP8810666.1
JAGPIJ010000125.1:15654-24243                                 
Kofleriaceae bacterium                                        

VWA TSP3_bac Peptidase_M16 MPTase-PVC Tae4*   ?  PVC-AAA

MBQ7194674.1
JAFSTI010000080.1:1850-7084                                   
Bacteroidales bacterium                                       

  ?    ?  RHS_repeat RHS RHS DUF637 Tae4*

MBQ8115942.1
JAFUDK010000037.1:388-2782                                    
Prevotella sp.                                                

Tae4*   ?  DUF637 Ntox19

MBR0851604.1
JAFCJO010000018.1:20065-26094                                 
Bradyrhizobium diazoefficiens                                 

  ?    ?  Tae4* His-Kinase PAS PAS PAS_3 PAS

MBR1462335.1
JAFUVB010000024.1:1456-10625                                  
Prevotella sp.                                                

  ?    ?  SPVB BetaPropeller TcdB_toxin_midN RHS_repeat RHS RHS DUF637 Tae4* RHS Ribosomal_L19

MBR1620850.1
JAFUXO010000084.1:394-2362                                    
Prevotella sp.                                                

  ?  Tae4*   ?  

MBR58148.1
PBVT01000060.1:680-8410                                       
Myxococcales bacterium                                        

PMSR cHTH TonBC Metallopeptidase Tae4*   ?    ?  

MBR7117886.1
JAFVZI010000006.1:1-1563                                      
Helicobacteraceae bacterium                                   

Tae4*   ?  Tae4

MBR9881361.1
JAAEYT010000023.1:63449-68026                                 
Gammaproteobacteria bacterium                                 

TauE PAAR_motif Tae4*   ?  CinA

MBS1755540.1
JAFDXC010000126.1:1-3586                                      
Bacteroidetes bacterium                                       

Tox-REase-9   ?  VD10_N Tae4*

MBS1916251.1
JAFEAE010000016.1:176364-183278                               
Bacteroidetes bacterium                                       

Transglut_core OAntigen-ligase Cystatin-FD Tae4*   ?  DUF1501

MBS1948742.1
JAFEAJ010000041.1:44795-48116                                 
Bacteroidetes bacterium                                       

  ?    ?  Tae4*   ?  Ntox48

MBS1988019.1
JAFEAY010000015.1:285-2561                                    
Candidatus Dependentiae bacterium                             

Tae4* Tae4*

MBT1689428.1
JAHESC010000041.1:5013-17066                                  
Dawidia soli                                                  

HTH   ?  DUF6443 RHS RHS Tae4* SPVB RHS RHS IG WYL DeoR-HTH

MBT9609410.1
JADMKF010000072.1:36420-40559                                 
Aquabacterium sp.                                             

Histone_HNS Tox-REase-4 Tae4* PAAR_motif   ?  

MBU1309334.1
JAHJOW010000169.1:30210-35118                                 
Gammaproteobacteria bacterium                                 

GDC-P GDC-P GcvP2_C Rap1a Tae4* PIN   ?  

MBV1857525.1
JAHRVN010000175.1:1-3046                                      
Nannocystaceae bacterium                                      

  ?  Tae4*   ?    ?  

MBV6501551.1
JABARQ010000047.1:4927-19356                                  
Prosthecobacter sp.                                           

RHS   ?  RHS Tae4* TPR Peptidase_C39 RHS RHS RHS RHS TSP3_bac TSP3_bac TSP3_bac

MBV6501928.1
JABARQ010000054.1:1788-7499                                   
Prosthecobacter sp.                                           

Sulfatase Sulfatase Sulfatase_C RHS Tae4*   ?    ?  

MBV7337574.1
JAHBNG010000106.1:45904-52975                                 
Chloroflexi bacterium TSY                                     

SPVB BetaPropeller RHS RHS_repeat RHS RHS_repeat RHS RHS Tae4* Big_1 Big_1

MBV8127394.1
JAFAHT010000172.1:151-3266                                    
Planctomycetaceae bacterium                                   

  ?  Tae4*   ?  CorA

MBV9931338.1
JAFAZW010000062.1:114909-119842                               
Alphaproteobacteria bacterium                                 

polyprenyl_synt Tai4 Tae4* HrpB_C Helicase_C DEAD NDUS4

MBW2529595.1
JAFDBR010000891.1:48-3897                                     
Deltaproteobacteria bacterium                                 

  ?  Tae4* A_deaminase Cu-binding_MopE

MBX2846995.1
JAHQVW010000022.1:5373-9491                                   
Acidiferrobacterales bacterium                                

GFA   ?  Tae4* ART-CC0527   ?  

MBX2953339.1
JAHBUH010000016.1:53188-59726                                 
Leadbetterella sp.                                            

  ?    ?  Cystatin-FD Tae4* LptD_2 Amidase_3

MBX3289558.1
JAHBSK010000004.1:289851-293962                               
Acidobacteria bacterium                                       

  ?    ?  Tae4* MIP Deaminase

MBX3415007.1
JAHBXR010000024.1:41951-47482                                 
Pirellulales bacterium                                        

Golgin_A5 ThuA Tae4*   ?  polyprenyl_synt

MBX3470613.1
JAHBXY010000116.1:21750-29378                                 
Planctomycetota bacterium                                     

FAD-oxidase_C FAD_binding_4   ?  Tae4* OmpA PG_binding_1 CarboxypepD-reg-IG CarboxypepD-reg-IG CarboxypepD-reg-IG CarboxypepD-reg-IG CarboxypepD-reg-IG CarboxypepD-reg-IG CarboxypepD-reg-IG PilZ

MBX3471817.1
JAHBXY010000183.1:2191-10367                                  
Planctomycetota bacterium                                     

adh_short SCP2 SCP2 SCP2 MaoC_dehydrat_N MaoC_dehydratas Uma2 Tae4*   ?  DDE_3

MBX7175011.1
JAIBCC010000077.1:71-3861                                     
Pyrinomonadaceae bacterium                                    

  ?    ?  Tae4*   ?    ?  

MBX7227548.1
JAIBAX010000051.1:8336-11092                                  
Chitinophagales bacterium                                     

  ?  Tai4 Tae4*   ?    ?  

MBY0349051.1
JAIEPL010000311.1:592-6166                                    
Hydrotalea flava                                              

  ?  RHS RHS Tae4*   ?  

MBZ5674502.1
JAIQFE010000009.1:41593-45918                                 
Terriglobia bacterium                                         

  ?  ABC_tran ABC_tran_Xtn ABC_tran Tae4*   ?    ?  

MCA3186631.1
JADCHC010000660.1:6220-9838                                   
Cupriavidus sp.                                               

CT_C_D PAAR_motif Tae4*   ?  RADICAL-SAM

MCA6460930.1
JADBXQ010000003.1:67584-70723                                 
Chitinophagaceae bacterium                                    

HAD   ?  Tae4*

MCA9670561.1
JAGQIK010000493.1:17861-25276                                 
Myxococcales bacterium                                        

  ?  Secretin Secretin_N Secretin_N Secretin_N Tae4* Malt_amylase_C Alpha-amylase Alpha-amylase

MCB0516479.1
JAGQYB010000096.1:918-4782                                    
Bacteroidetes bacterium                                       

OmpR-HTH Receiver His-Kinase HisKA RHS Tae4*   ?    ?  

MCB0522702.1
JAGQYA010000280.1:21339-27542                                 
Saprospiraceae bacterium                                      

  ?    ?  Tae4*   ?  DUF6531 RHS_repeat RHS RHS RxD-HxH-H

MCB0541308.1
JAGQYG010001217.1:1-1536                                      
Bacteroidetes bacterium                                       

Tae4*   ?  

MCB0691178.1
JAGQWS010000055.1:12267-16212                                 
Saprospiraceae bacterium                                      

WEMBL HTH Tae4*

MCB1044393.1
JAGQSC010000029.1:314421-324426                               
Acidobacteria bacterium                                       

  ?  cHTH Big_5 CarboxypepD_reg ZU5 RHS_repeat RHS RHS Tae4*   ?    ?  

MCB1622663.1
JAGRJD010000149.1:18302-22403                                 
Thiothrix sp.                                                 

TauE   ?  Tae4* HNH_5 Sigma-HTH

MCB2261593.1
JAIZWN010000082.1:134-6595                                    
Candidatus Thiosymbion ectosymbiont of Robbea hypermnestra    

DJ-1_PfpI ThiJ_like CBM_48 Alpha-amylase Alpha-amylase_C Tae4*   ?  DUF2442

MCB9549888.1
JACKDP010000011.1:139877-144761                               
Myxococcales bacterium                                        

DprA_WH VWA Tae4 PG_binding_1*   ?  LolA_like

MCB9958762.1
JACKIH010000003.1:1997187-2000679                             
Rhodospirillaceae bacterium                                   

HIT   ?  Tae4* Glyoxalase_6   ?  

MCC6538037.1
JADLDH010000182.1:19323-22139                                 
Bryobacterales bacterium                                      

Ferretin CusF_Ec Tae4*   ?  TerC

MCC6553854.1
JADLAG010000282.1:1-2934                                      
Polyangiaceae bacterium                                       

PALP Tae4*   ?  DUF2589

MCC6760764.1
JADLHL010000095.1:28035-33714                                 
Chitinophagaceae bacterium                                    

zf-TFIIB DNA_pol3_delta2 Tae4*   ?  PSP1

MCC6826066.1
JADLHX010000019.1:49818-54871                                 
Acidobacteria bacterium                                       

RHS DUF922   ?  RHS Tae4*   ?  RHS

MCC7308922.1
JADYZI010000408.1:16049-19233                                 
Acidobacteria bacterium                                       

RHS   ?  RHS Tae4*

MPR36068.1
WHLY01000002.1:5247332-5251695                                
Salmonirosea aquatica                                         

Peptidase_C39_2   ?  Tae4* Phage_GPD Phage_base_V DUF3540 GPW_gp25

MRT27416.1
VSWE01000001.1:251692-257543                                  
Herbaspirillum sp. CAH-3                                      

ABC2_membrane_3   ?  Tae4* PAAR_motif DNA_topoisoIV DNA_gyraseA_C

MVW59729.1
WSES01000002.1:592129-601006                                  
Massilia cellulosiltytica                                     

Receiver EAL GGDEF GAF Receiver Glyco_hydro2_C5 DUF4982 Glyco_hydro_2_C Glyco_hydro_2 7TMR-DISMED1 Tae4* T6SS_HCP His-Kinase PAS_3

NBC32590.1
JAAAOG010000093.1:2095-8155                                   
Alphaproteobacteria bacterium                                 

BPD_transp_1 BPD_transp_1_N UDPG_MGDP_dh_C UDPG_MGDP_dh UDPG_MGDP_dh_N Tae4* JmjC_2 CoA_binding_3 Bac_transf

NBQ48707.1
RGAY01000815.1:26-1134                                        
Sphingobacteriia bacterium                                    

Tae4* SIS_2

NEJ82113.1
WUFH01000054.1:3065-19340                                     
Rhizobium leguminosarum                                       

  ?    ?  Tae4*   ?  

NEQ52047.1
JAAHHO010000348.1:1-2820                                      
Leptolyngbya sp. SIO3F4                                       

  ?  Tae4* MACPERFORIN   ?  

NET35850.1
JAAHFT010000340.1:704-5674                                    
Cyanothece sp. SIO1E1                                         

TsaD Uma2 Tae4 PG_binding_1* p450 adh_short_C2

NHZ43391.1
VVIW01000019.1:42231-47443                                    
Massilia aquatica                                             

Seryl_tRNA_N tRNA-synt_2b Rap1a Tae4* LprI PHA02142 RNA_ligase

NHZ99344.1
WHJI01000037.1:81860-83978                                    
Massilia sp. CCM 8734                                         

  ?    ?  Tae4* Rap1a

NJM31716.1
JAAURO010000011.1:226-7184                                    
Limnobacter sp.                                               

Tae4*   ?  Toxin_15

NJO17027.1
JAAUSR010000050.1:3084-10347                                  
Thioploca sp.                                                 

LysM CarboxypepD-reg-IG Tox-DUF4105   ?  Tae4*   ?  Sulfotransfer_3

NLW47114.1
JAAYEK010000098.1:916-3772                                    
Bacillota bacterium                                           

DnaJ WG_beta_rep WG_beta_rep WG_beta_rep Tae4*   ?    ?  

OEU81715.1
MAXJ01000402.1:383-2529                                       
Desulfobacterales bacterium S5133MH4                          

Tae4*   ?    ?  

OLE55939.1
MNJR01000005.1:19612-23811                                    
Acidobacteria bacterium 13_1_20CM_3_53_8                      

MOSC T6SS_HCP Tae4*   ?    ?  

PAY15233.1
NTFY01000143.1:150-2431                                       
Rhodopirellula sp. SM50                                       

Tae4* FHA   ?  

PHR61038.1
NVXK01000006.1:87991-94166                                    
Robiginitomaculum sp.                                         

NLPC DUF1287 Tae4* DUF4880 FecR FecR_C PLUG TonB_dep_Rec

PIL42549.1
PDOC01000025.1:61834-64838                                    
Massilia eurypsychrophila                                     

  ?  MFS_1 Tae4*

PJE39474.1
PGCN01000025.1:123298-127118                                  
Flavobacterium sp. FEMGT703F                                  

Med15   ?  Tae4* Cystatin-FD PRTase DZR_2

PXY97471.1
QGLS01000009.1:601851-605354                                  
Snodgrassella alvi                                            

Tai4 Tae4* Pyrophosphatase SHOCT Tai4

PZN85185.1
QJPH01000131.1:620-1760                                       
Candidatus Methylumidiphilus alinenensis                      

  ?    ?  Tae4*

PZO62550.1
QFNC01000024.1:16112-19968                                    
Pseudoxanthomonas suwonensis                                  

Methyltransf_5 MraZ MraZ Tae4*   ?  VMAP-M3

QBE64947.1
CP035913.1:4643075-4647693                                    
Pseudoduganella lutea                                         

PAAR_motif   ?  Tae4* PRC GATase CTP_synth_N

QCE34406.1
CP039460.1:610772-614366                                      
Acetobacteraceae bacterium                                    

DUF551   ?  Tae4* T6SS_HCP   ?  

QMU62826.1
CP046177.1:11620-14843                                        
Flavobacteriaceae bacterium                                   

RHS DUF4600   ?  RHS Tae4*   ?  Cornase

QUM91401.1
CP056120.1:2015642-2018771                                    
Moritella sp. 36                                              

Transposase_20 DEDD_Tnp_IS110 GFA Tai4 DUF6678 Tae4*

RDU65297.1
NXLQ01000014.1:22-1582                                        
Helicobacter didelphidarum                                    

  ?    ?  Tae4*

REJ77944.1
QQUY01000001.1:850461-856346                                  
Acidobacteria bacterium                                       

peroxidase peroxidase   ?  Tae4* ACP_syn_III ACP_syn_III_C Lumazine_bd_2

RNC63304.1
RDSD01000040.1:1-6539                                         
Proteiniphilum sp. X52                                        

  ?  RHS DUF637 Tae4*   ?    ?  

RUM72361.1
QNZW01000028.1:1-3679                                         
Sulfurovum sp.                                                

Ppx-GppA Tae4*   ?  ACT PALP

RVU84439.1
ML137059.1:127719-131287                                      
Leucothrix sargassi                                           

DUF4360   ?    ?  polyprenyl_synt Tae4*

RYE65070.1
SECW01001076.1:1-717                                          
Oxalobacteraceae bacterium                                    

Tae4* Rap1a

RYF54228.1
SEAV01000870.1:73-2627                                        
Comamonadaceae bacterium                                      

His_Phos_1   ?  Tae4* PALP

RYF73051.1
SEBH01000470.1:352-2922                                       
Cytophagaceae bacterium                                       

DUF772 DDE_Tnp_1 Tae4* rve_3

RYY00941.1
SEBV01000043.1:853-3772                                       
Gammaproteobacteria bacterium                                 

  ?    ?  Tae4*

RYY73043.1
SEBU01000009.1:35665-40840                                    
Gammaproteobacteria bacterium                                 

Glyco_hydro_16 HTH_18 Tae4*   ?  DUF6488

RZI78673.1
SEFB01000472.1:657-2121                                       
Rubrivivax sp.                                                

Tae4* S1COLD

RZL36561.1
SEDP01001418.1:27-1368                                        
Pedobacter sp.                                                

Tae4*   ?  

SFC82809.1
FOKX01000007.1:152256-157448                                  
Cupriavidus sp. OV038                                         

MoxR-AAA Tai4 Tae4* CO_deh_flav_C FAD_binding_5 MoCoBD_2 MoCoBD_1 Ald_Xan_dh_C

SFD17088.1
FOKT01000019.1:1996-5707                                      
Microbulbifer thermotolerans                                  

HTH   ?  RHS Tae4*   ?  RHS

STQ84424.1
UGID01000001.1:1215047-1218374                                
Helicobacter fennelliae                                       

Peptidase-M15   ?  Tae4*   ?  Tae4

SUA55217.1
UGSD01000003.1:1525901-1530479                                
Oligella ureolytica                                           

EamA EamA HTH_18 DSBH Tae4* Tai4 MFS_1

TAG29355.1
RDZY01000038.1:1-2155                                         
Sphingobacteriia bacterium                                    

Tae4*   ?    ?  

TAJ47660.1
SCVK01000394.1:6-5859                                         
Chitinophagaceae bacterium                                    

ATP-synt_ab RhoN SAP-LEM-HEH N-OB tRNA-synt_2 Tae4*   ?  Fic_N

TAK80896.1
SCTQ01000151.1:37480-41879                                    
Aquabacterium sp.                                             

DJ-1_PfpI LysR_substrate Tae4*   ?  GSDH

TDM06306.1
PTEU01000002.1:1255825-1261040                                
Ideonella sp. MAG2                                            

DDE_Tnp_1 DDE_Tnp_1   ?  Tae4* T6SS_Vgr DUF2345 Ribosomal_S21

TLP71550.1
VASG01000006.1:310528-314489                                  
Pseudomonas nitroreducens                                     

  ?  PAAR_motif Tae4*   ?    ?  

TNF38103.1
SBGO01000044.1:12868-20404                                    
Deltaproteobacteria bacterium                                 

ab-Hydrolase RHS Tae4* WG_beta_rep WG_beta_rep WG_beta_rep WG_beta_rep WG_beta_rep WG_beta_rep WG_beta_rep   ?  

TQR60821.1
QHLI01000012.1:52042-55334                                    
Campylobacter troglodytis                                     

Radical_SAM   ?  Tae4*   ?  

TWI95604.1
VLLI01000015.1:101474-103676                                  
Mucilaginibacter frigoritolerans                              

  ?    ?  Tae4*   ?    ?  

TXH59940.1
SSEU01000048.1:2815-9096                                      
Bacteroidia bacterium                                         

CarbopepD_reg_2 PLUG TonB_dep_Rec SusD-like_3 SusD_RagB Cystatin-FD Tae4*   ?  

WP_020957818.1
NZ_AAKL01000047.1:25323-32193                                 
Ralstonia solanacearum UW551                                  

OmpR-HTH Tai4   ?  Tae4*   ?  

WP_087674184.1
NZ_MTHJ01000012.1:73136-76128                                 
Pseudomonas syringae pv. actinidiae                           

T6SS_HCP Fumerase Fumerase_C Tae4*

WP_004085369.1
NZ_JAERIZ010000064.1:18-5602                                  
Helicobacter bilis                                            

Tae4   ?  Tae4*   ?  

WP_005219840.1
NZ_CABKOK010000008.1:21804-24041                              
Helicobacter bilis                                            

  ?    ?  Tae4*   ?  Tae4

WP_186725181.1
NZ_JACOMI010000004.1:185976-191550                            
Morganella morganii                                           

BipA_C EFG_C GTP_EFTU_D2 GTP_EFTU Gln-synt_N Gln-synt_C Tae4* HAD Tai4

WP_065343585.1
NZ_KV575265.1:201100-205929                                   
Acinetobacter gyllenbergii                                    

NadA DMT_YdcZ PAAR_motif Tae4*   ?  

WP_005185110.1
NZ_KB850049.1:213851-216462                                   
Acinetobacter dispersus                                       

  ?    ?  Tae4* PAAR_motif PAAR_motif

WP_014667646.1
NC_017762.1:6444-13181                                        
Helicobacter cinaedi PAGU611                                  

  ?  Tae4* Tox-ABHYDROLASE3   ?    ?  

WP_005662758.1
NZ_CP080379.1:2658438-2662010                                 
Massilia sp. NP310                                            

  ?  Tae4* PAAR_motif OpuAC   ?  

WP_139016986.1
NZ_AGFR01000009.1:140474-144700                               
Commensalibacter intestini A911                               

ATP_bind_2 ABC_tran ABC-3 Tai4 Tae4*

WP_008855000.1
NZ_AGFR01000012.1:27320-35183                                 
Commensalibacter intestini A911                               

RgpF Tae4* Glycos_transf_1 Glyco_transf_4 Glycos_transf_1 Beta-Roll Beta-Roll STAS Sulfate_transp

WP_013135560.1
NC_014166.1:1758176-1765316                                   
Arcobacter nitrofigilis DSM 7299                              

Tox-ABHYDROLASE Phage_GPD VgrG Tae4* LRR   ?  

WP_049885991.1
NC_016043.1:133832-137711                                     
Taylorella asinigenitalis MCE3                                

Tlde1_dom JBP1C   ?  Tae4*   ?  

WP_014403011.1
NC_017033.1:1679561-1682719                                   
Frateuria aurantia DSM 6220                                   

DUF943 DUF3289 Tae4* Tai4 Tai4

WP_014404460.1
NC_017033.1:3402487-3406781                                   
Frateuria aurantia DSM 6220                                   

Tae4 Tai4 Tae4* LysR_substrate adh_short_C2

WP_110558285.1
NZ_BGKG01000080.1:179-3417                                    
Helicobacter cinaedi                                          

  ?  Tae4*   ?    ?  Tae4

WP_023948763.1
NZ_BASD01000021.1:2303-4671                                   
Helicobacter fennelliae MRY12-0050                            

  ?  Tae4*   ?    ?    ?  

WP_014667641.1
NC_017762.1:3078-5697                                         
Helicobacter cinaedi PAGU611                                  

  ?    ?  Tae4*   ?    ?  

WP_054393522.1
NZ_CP021060.1:122620-125858                                   
Taylorella equigenitalis                                      

  ?  Tae4*   ?    ?    ?  

WP_014840056.1
NC_018108.1:136963-140534                                     
Taylorella equigenitalis ATCC 35865                           

Tlde1_dom Tae4*   ?    ?    ?  

WP_015194057.1
NC_019748.1:3270351-3281141                                   
Stanieria cyanosphaera PCC 7437                               

Glyco_hydro_57 DUF5123 Tae4* Peptidase_M48 ZnR OrfB_IS605 HTH_OrfB_IS605

WP_198008492.1
NZ_AJXL01000007.1:32028-37393                                 
Flavobacterium sp. ACAM 123                                   

Peptidase_M13 Peptidase_M13_N   ?  Cystatin-FD EamA EamA Tae4*

WP_105885323.1
NZ_CP027417.1:1138942-1141605                                 
Oligella urethralis                                           

Rap1a TrmB Tae4*   ?  eIF-1a

WP_225792262.1
NZ_CP027417.1:1008016-1014280                                 
Oligella urethralis                                           

Transposase_mut YifB-AAA ChlI DUF3281   ?  Tae4*

WP_157235672.1
NZ_BSOZ01000001.1:106191-113122                               
Chitiniphilus shinanonensis                                   

  ?  Glyoxalase Tae4* STox-56 Phage_GPD VgrG T6SS_Vgr DUF2345

WP_021627714.1
NZ_CALINA010000223.1:1-3347                                   
uncultured Capnocytophaga sp.                                 

Tae4*   ?  DUF4280 DUF4280

WP_022607892.1
NZ_CAOC01000218.1:88434-90202                                 
Vibrio nigripulchritudo SFn118                                

MODE-HTH   ?  Tae4*

WP_071057751.1
NZ_LT628273.1:126998-130703                                   
Pelistega sp. MC2                                             

Sel1 Sel1 YkuD Tae4*   ?  Phage_int_SAM_4

WP_025614745.1
NZ_CP009887.1:2780973-2786344                                 
Cellulophaga baltica NN016038                                 

Phage_integrase Phage_int_SAM_5 Arm-DNA-bind_5 TssD IG-TPMlf Tae4*   ?    ?  

WP_100211523.1
NZ_CP138495.1:3034457-3038583                                 
Tenacibaculum maritimum NCIMB 2154                            

Receiver LuxR-HTH RE_NgoPII   ?  Tae4*   ?  

WP_026750255.1
NZ_KI669560.1:8984-15367                                      
Sediminibacterium sp. C3                                      

Tae4* DUF1501 DUF1800 Phage_int_SAM_4 Phage_integrase   ?  

WP_052354031.1
NZ_KE386491.1:1604927-1609984                                 
Flectobacillus major DSM 103                                  

Imm-min-wnt   ?    ?  SASA FN3 Por_Secre_tail Tae4*

WP_084406775.1
NZ_AUAA01000007.1:122744-125899                               
Epilithonimonas tenax DSM 16811                               

Pan_kinase   ?  rve_2 Tae4*

WP_060910930.1
NZ_ADOU02000004.1:593168-609073                               
Bradyrhizobium diazoefficiens SEMIA 5080                      

  ?  SoxZ Tae4*   ?  SoxY

WP_032014084.1
NZ_BKDE01000001.1:1911-4408                                   
Acinetobacter baumannii                                       

Tae4* PAAR_motif PAAR_motif   ?  Glyco_hydro_129

WP_081949652.1
NZ_JRPB02000026.1:1-2354                                      
Helicobacter sp. MIT 11-5569                                  

  ?  Tae4* Ntox24   ?  

WP_052092740.1
NZ_JRPI02000036.1:5642-8745                                   
Helicobacter bilis                                            

  ?    ?  Tae4*   ?  Amidase_2

WP_034716369.1
NZ_FOIX01000002.1:570060-575305                               
Kaistella antarctica                                          

  ?  IG-TPMlf Tae4* Phage_GPD Phage_base_V TssD Phage_base_V

WP_098972971.1
NZ_CP023968.1:4773361-4776415                                 
Chryseobacterium indologenes                                  

  ?    ?  Tae4*   ?    ?  

WP_034935925.1
NZ_JFHN01000037.1:23427-26073                                 
Erwinia mallotivora                                           

Tae4* 2TM-pepa BPD_transp_1 DUF1161   ?  

WP_103156086.1
NZ_PDFR01000157.1:68-3138                                     
Vibrio vulnificus                                             

REase zf-C4_Topoisom DUF2188 Tae4*

WP_229436687.1
NZ_AP025214.2:1925326-1933252                                 
Escherichia coli                                              

  ?  STox-19 TagF_N Rap1a Rap1a Tae4*

WP_219451535.1
NZ_JAHXCK010000056.1:719-9811                                 
Prevotella melaninogenica                                     

DUF3408   ?  SPVB BetaPropeller RHS RHS RHS_repeat RHS DUF637 Tae4*   ?  

WP_044842139.1
NZ_CP059733.1:4735314-4741416                                 
Thalassomonas viridans                                        

Competence Mbetalac DUF2062 Tae4* MacB_PCD FtsX ABC_tran

WP_080401048.1
NZ_LOVB01000129.1:68252-72273                                 
Burkholderia ubonensis                                        

adh_short ADH_zinc_N ADH_N Rap1a MGS Tae4*

WP_046554293.1
NZ_LAHP01000013.1:547-2158                                    
Arsukibacterium sp. MJ3                                       

Tae4* Rap1a MazG MazG

WP_107129797.1
NZ_CP028292.1:3418960-3422791                                 
Paracidovorax avenae                                          

Citrate_synt Tae4* Acetylase DJ-1_PfpI HTH_18 TRANSGLUTAMINASE-inactive

WP_054598567.1
NZ_CP091509.1:979031-984090                                   
Neisseria dumasiana                                           

Tae4* PAAR_motif ATPcone Ribonuc_red_lgN Ribonuc_red_lgC Ribonuc_red_sm Tai4

WP_055116782.1
NZ_CANKXR010000009.1:90254-94730                              
Roseibium album                                               

PG_binding_1 Tae4* FGase NAD_binding_11 NAD_binding_2 AP_endonuc_2 Isochorismatase

WP_083476306.1
NZ_LIQG01000027.1:211336-213578                               
Lacinutrix mariniflava                                        

  ?    ?    ?  Tae4*   ?  

WP_055912101.1
NZ_LMKM01000026.1:5279-9880                                   
Pedobacter sp. Leaf216                                        

TPR Phage_GPD Phage_base_V Tae4*   ?  TssD

WP_157255751.1
NZ_LMLE01000008.1:347348-352890                               
Pedobacter sp. Leaf41                                         

DUF3127   ?  HisKA His-Kinase UPF0020 THUMP Tae4*

WP_057098211.1
NZ_CAXSKP010000005.1:82327-87800                              
Bacteroides ovatus CL02T12C04                                 

  ?  Tae4* TssR TssR_M TssR_VWA TssR_C   ?  TssD

WP_057292281.1
NZ_LMHZ01000032.1:31240-37826                                 
Noviherbaspirillum sp. Root189                                

AMP-binding AMP-binding_C adh_short_C2 Tae4* Arm-DNA-bind_3 Phage_int_SAM_5 Phage_integrase TVPOL

WP_082674149.1
NZ_JABX01000013.1:104504-109696                               
Thiohalocapsa sp. ML1                                         

EamA Tae4*   ?  Tai4   ?  

WP_157644624.1
NZ_LOZL01000062.1:201390-205254                               
Burkholderia ubonensis                                        

MGS adh_short ADH_zinc_N ADH_N Tae4* Rap1a

WP_059893055.1
NZ_LPAO01000064.1:115457-118525                               
Burkholderia stagnalis                                        

  ?  PAAR_motif Tae4*   ?  Phage_GPD

WP_061943013.1
NZ_CP013234.1:4350761-4357436                                 
Collimonas pratensis                                          

  ?  PAAR_motif Tae4* His-Kinase His-Kinase SAM-methylase

WP_162269828.1
NZ_BCUT01000005.1:616828-621104                               
Variovorax paradoxus NBRC 15149                               

DUF938 Beta-lactamase   ?  Extensin-like_C Tae4*

WP_062653017.1
NZ_JBJXVJ010000002.1:26426-33051                              
Chryseobacterium kwangjuense                                  

Tae4* UPF0225 SEC-C   ?  Peptidase_M3 TOP_N Toast-rack

WP_063357692.1
NZ_AUYA01000090.1:1-2844                                      
Pseudoalteromonas luteoviolacea CPMOR-2                       

RHS DUF637 Tae4*   ?  LysE

WP_064547753.1
NZ_JAJSOV010000009.1:1-4319                                   
Buttiauxella ferragutiae                                      

Tae4* Phage_GPD VgrG Gp5_C   ?  SBP_bac_8

WP_177175321.1
NZ_FOBV01000011.1:57731-65143                                 
Chryseobacterium taichungense                                 

DUF3127 CEP63   ?    ?  Tae4*

WP_066476554.1
NZ_JXTJ01000011.1:21979-34512                                 
Bosea sp. WAO                                                 

His-Kinase DNA_gyraseB Toprim GyrB_hook GyrB_insert DNA_gyraseB_C Tae4* Rap1a RNA-Helicase RQC HRDC Autotransporter

WP_067645472.1
NZ_KQ961024.1:532957-536972                                   
Agrobacterium bohemicum                                       

MerR_1 Tae4*   ?  TrkH Thermonuclease

WP_067704770.1
NZ_CDPK01000005.1:31636-38256                                 
Erwinia sp. ErVv1                                             

Phage_GPD VgrG T6SS_Vgr DUF2345 Tae4* ab-Hydrolase   ?  Dsc3_C

WP_083953741.1
NZ_BCUG01000062.1:10230-13169                                 
Thauera butanivorans NBRC 103042                              

SBP_bac_3 Tae4* Tai4 Tai4   ?  

WP_083321714.1
NZ_KV816459.1:420-1643                                        
Neisseria sp. HMSC066B07                                      

  ?  RHS Tae4*

WP_139265272.1
NZ_FNVX01000006.1:1147531-1151939                             
Bacteroides ihuae                                             

Na_Ca_ex Na_Ca_ex   ?    ?    ?  DUF637 Tae4*

WP_229410052.1
NZ_JRYB01000001.1:918228-924140                               
Massilia timonae                                              

IG FAD_binding_4 BBE Tai4 zinc-ribbon_6 Peptidase_Mx Tae4*

WP_071633310.1
NZ_JBCAUP010000012.1:182683-187140                            
Brucella cytisi                                               

Phage_GPD VgrG   ?  Tae4* Rap1a T6SS_HCP

WP_072696812.1
NZ_FRDI01000004.1:197136-201568                               
Desulfovibrio litoralis DSM 11393                             

Na_sulph_symp PAAR_motif Tae4* AMP-binding_C_2 AMP-binding   ?  

WP_159433944.1
NZ_FQVQ01000011.1:38845-45838                                 
Flavobacterium fontis                                         

Beta-lactamase DUF3471   ?  HD RelA_SpoT TGS ACT_4 SPOUT Cystatin-FD Tae4*

WP_076071146.1
NZ_MOLY01000036.1:71221-74974                                 
Sphingomonas montana                                          

GST_N_2 GST_C_2 M20_dimer Tae4*   ?  Smr-prok

WP_077418262.1
NZ_MLHJ01000139.1:69-2240                                     
Rodentibacter rarus                                           

PAAR_motif Tae4*   ?    ?  

WP_163461011.1
NZ_JAAAMG010000002.1:21661-26224                              
Jiella pacifica                                               

SM RNA-Helicase   ?  Tae4* GTP-bdg_N GTP-bdg_M HflX_C

WP_084089080.1
NZ_FWXD01000002.1:259862-263747                               
Andreprevotia lacus DSM 23236                                 

GatB_N GatB_Yqey Tae4* Acetylase Tai4 DUF1272

WP_085364533.1
NZ_LT906434.1:2376033-2380777                                 
Neisseria zoodegmatis                                         

Tae4* GTP1_OBG MMR_HSR1 GATase_4 Tai4 TsiV

WP_198299037.1
NZ_CP021111.1:2763692-2768321                                 
Bordetella genomosp. 13                                       

Tai4 PIG-L adh_short Cyanate_lyase CYNS_N Tae4*

WP_230157901.1
NZ_OU957226.1:3101337-3108127                                 
Flavobacterium sp. CECT 9288                                  

RRF AA_kinase Cystatin-FD Tae4*   ?  Cystatin-FD MPTase-SprT-like

WP_087463171.1
NZ_CP021425.1:4980940-4984168                                 
Oleiphilus messinensis                                        

2OG-FeII_Oxy_2 DUF1232 Tae4*   ?  adh_short_C2

WP_088134867.1
NZ_CP018836.1:599644-604450                                   
Vibrio gazogenes                                              

Tae4* 2-Hacid_dh_C TauE   ?  PAAR_motif

WP_227471236.1
NZ_NHOM01000007.1:85947-89503                                 
Paraburkholderia caledonica                                   

  ?    ?    ?  MFS_1 Tae4*

WP_088393379.1
NZ_MTCZ01000098.1:1-3273                                      
Flavobacterium davisii                                        

Tae4*   ?  Aldedh

WP_088441574.1
NZ_BMMC01000009.1:101458-119047                               
Sphingopyxis bauzanensis                                      

  ?  nSTAND1 Tae4* OAntigen-ligase   ?  

WP_133510495.1
NZ_JAAEFD010000007.1:3194-8162                                
Candidatus Thiosymbion oneisti                                

AhpC-TSA   ?    ?  Tae4* His-Kinase Receiver

WP_207787526.1
NZ_FLUY01001648.1:5074-11485                                  
Candidatus Thiosymbion oneisti                                

Lyase_1 ASL_C2   ?  LptD_2 LptD Tae4* SurA_N Rotamase_3

WP_218162230.1
NZ_FOMK01000004.1:327089-333982                               
Chitinophaga sp. CF118                                        

ClpABC-AAA ClpABN-AAA TssD   ?  Phage_GPD Phage_base_V Tae4*

WP_090503950.1
NZ_FNCH01000027.1:13856-18778                                 
Pedobacter terrae                                             

Phage_GPD Phage_base_V IG-TPMlf Tae4*   ?    ?    ?  

WP_090559607.1
NZ_FNRA01000013.1:133925-138697                               
Pedobacter hartonius                                          

  ?  Cystatin-FD Tae4*   ?  HTH Tai4

WP_096725953.1
NZ_MTZV01000006.1:2768895-2774604                             
Paraburkholderia acidicola                                    

SrpI-like Aminotran_5 Tae4* HTH_18   ?  

WP_091490810.1
NZ_FOMH01000002.1:69472-81263                                 
Flavobacterium phragmitis                                     

RVT SPVB IG RHS RHS RHS DUF637 DUF637 Tae4* Por_Secre_tail   ?    ?  

WP_092019691.1
NZ_FOXH01000021.1:48932-58935                                 
Pseudarcicella hirudinis                                      

  ?  DUF6443 RHS RHS DUF637 Tae4* IG   ?  SPVB RHS

WP_092306034.1
NZ_FNPW01000030.1:12924-16175                                 
Pseudomonas sp. NFIX28                                        

Tai4 Tae4* PAAR_motif ENDO3 FMN_red

WP_092378857.1
NZ_FORX01000023.1:60215-65504                                 
Desulfomicrobium apsheronum                                   

PAAR_motif Phage_GPD VgrG Tae4*   ?  DUF4123

WP_092678401.1
NZ_FOXS01000008.1:80953-94680                                 
Hymenobacter arizonensis                                      

Lipocalin_4 Ig_7 DUF6443 RHS RHS RHS Tae4* CBM_6 SPVB RHS IG   ?  BetaPropeller Por_Secre_tail

WP_092713801.1
NZ_FMAG01000004.1:615733-620750                               
Rhizobium multihospitium                                      

NMT1_2 Tae4*   ?    ?  Alginate_lyase

WP_217640139.1
NZ_FMZC01000002.1:394166-399179                               
Paracidovorax valerianellae                                   

Rap1a SnoaL_2   ?  BiPBP_C Transpeptidase Transgly Tae4*

WP_225979041.1
NZ_CP028290.1:40742-48532                                     
Paracidovorax cattleyae                                       

LprI ACR_tran HlyD_D23 MA HAMP Tae4*

WP_093164429.1
NZ_FNRO01000005.1:232299-235546                               
Variovorax sp. YR216                                          

YBAK HMGL-like Tae4* 2-Hacid_dh_C   ?  

WP_175478891.1
NZ_FNQM01000007.1:176807-179328                               
Rubrimonas cliftonensis                                       

2-Hacid_dh 2-Hacid_dh_C adh_short Tae4*

WP_094411439.1
NZ_NOXV01000030.1:21-1685                                     
Flavobacterium cyanobacteriorum                               

  ?    ?  Tae4*

WP_094710332.1
NZ_MRYI01000012.1:190416-194605                               
Hahella sp. CCB-MM4                                           

Receiver NtrC-AAA HTH_8 PAS His-Kinase Tae4*   ?    ?  

WP_094986346.1
NZ_NHNI01000004.1:162973-165953                               
Cellvibrio mixtus                                             

DSBA Cupin_7 Cupin_7 Tae4* Bac_globin   ?  

WP_095366622.1
NZ_NQMR01000040.1:60394-62503                                 
Pseudoalteromonas sp. NBT06-2                                 

Tae4*   ?  TetR_C_6 TetR-HTH

WP_121555528.1
NZ_MJLW01000057.1:23626-27981                                 
Gibbsiella quercinecans                                       

PP2C FHA T6SS_FHA_C Tae4* Rap1a

WP_232726891.1
NZ_PENG01000001.1:118599-121891                               
Prevotella intermedia                                         

FMN_bind   ?  Semialdhyde_dh Semialdhyde_dhC Tae4* TssD

WP_099786432.1
NZ_JBHLYV010000100.1:47944-54997                              
Massilia eurypsychrophila                                     

Scaffold PG-binding YkuD Tae4* AAA_15 Rap1a AAA

WP_099917951.1
NZ_BMHS01000066.1:337-1753                                    
Massilia psychrophila                                         

Tae4* UvrD_C_2 SH3_13 Rap1a

WP_102795389.1
NZ_PEBU01000002.1:611873-617743                               
Bowmanella denitrificans                                      

RADICAL-SAM HemN_C MoeA_C MoCF_biosynth MoeA_N Tae4*   ?  TonB_dep_Rec PLUG

WP_146048570.1
NZ_PPCN01000006.1:108075-113376                               
Roseibium marinum                                             

HTH_18   ?  DUF4118 HisKA_2 His-Kinase Tae4* ab-Hydrolase

WP_164465219.1
NZ_CP033924.1:4932992-4938517                                 
Chryseobacterium lactis                                       

  ?  CarboxypepD_reg PLUG OMP_b-brl_3 Por_Secre_tail Tae4*   ?  

WP_103854185.1
NZ_JBMMEG010000012.1:42159-47982                              
Avibacterium avium                                            

Tae4*   ?  Phage_GPD VgrG   ?  ABC_tran TOBE_2

WP_104718005.1
NZ_FZND01000021.1:6243-10149                                  
Helicobacter trogontum                                        

Tae4* DUF2345   ?    ?    ?  

WP_105654011.1
NZ_NRNK01000021.1:1-1721                                      
Cronobacter malonaticus                                       

Tae4*

WP_106090582.1
NZ_PVNL01000069.1:119404-125358                               
Enhygromyxa salina                                            

  ?  Tae4* PMSR ZnR-PreTIR ZnR-PreTIR STY-kinase TPR TPR

WP_106757295.1
NZ_PXWF02000139.1:47957-50096                                 
Massilia glaciei                                              

Tae4* Rap1a T6SS_HCP   ?  Phage_integrase

WP_107687849.1
NZ_POXA01000003.1:126593-132288                               
Neisseria wadsworthii                                         

HemS HemS Tae4* PLUG TonB_dep_Rec tRNA_U5-meth_tr   ?  

WP_181258944.1
NZ_QAOK01000030.1:23844-37651                                 
Nitrosospira multiformis                                      

EzrA   ?  NLPC Tae4*   ?  

WP_107831656.1
NZ_CP160205.1:597934-607332                                   
Mucilaginibacter yixingensis                                  

  ?  PPC PPC DUF6443 RHS Tae4*   ?  Phage_integrase Phage_int_SAM_5 SPVB RHS

WP_159071609.1
NZ_POXS01000028.1:1-7302                                      
Neisseria elongata                                            

RHS Phage_GPD VgrG T6SS_Vgr DUF2345 DUF6531 RHS RHS RHS Tae4*   ?  

WP_165836463.1
NZ_QKTW01000025.1:185247-193167                               
Taibaiella soli                                               

HMA MauE   ?  ACPS AMP-binding AMP-binding_C PP-binding Hexapep Tae4*

WP_111126304.1
NZ_QKQV01000003.1:87160-91984                                 
Mesonia sp. K7                                                

  ?  Tae4* Cystatin-FD NAD_Gly3P_dh_C NAD_Gly3P_dh_N   ?  

WP_111659149.1
NZ_QLLO01000002.1:278657-282619                               
Olleya aquimaris                                              

  ?    ?  Tae4* SPOUT_MTase QRPTase_N QRPTase_C

WP_115543933.1
NZ_NXLQ01000078.1:430-2632                                    
Helicobacter didelphidarum                                    

  ?    ?  ?*   ?    ?  

WP_115543792.1
NZ_NXLQ01000038.1:1-2344                                      
Helicobacter didelphidarum                                    

Tae4*   ?    ?  

WP_115547362.1
NZ_NXLP01000103.1:724-3433                                    
Helicobacter sp. MIT 14-3879                                  

  ?    ?  Tae4*

WP_117589938.1
NZ_CAXSNX010000062.1:21011-26501                              
Phocaeicola vulgatus                                          

  ?  Tae4* TssD   ?  TssR TssR_M TssR_VWA TssR_C

WP_153114412.1
NZ_VZAS01000209.1:38641-47089                                 
Segatella copri                                               

Por_Secre_tail HEAT   ?  RuvA_C HHH_5 RuvA_N SPVB BetaPropeller RHS RHS RHS DUF637 DUF637 Tae4*

WP_118863032.1
NZ_QWLV01000002.1:32643-36506                                 
Sphingomonas gilva                                            

P-II Gln-synt_N Gln-synt_C Tae4*   ?    ?  

WP_119061307.1
NZ_QXDF01000001.1:1744088-1748155                             
Dichotomicrobium thermohalophilum                             

  ?  Tae4* AAA_assoc_2 MgsA_C Trypsin PDZ PDZ CRCB

WP_120257237.1
NZ_RAPY01000001.1:323064-327229                               
Sphingobacterium detergens                                    

DUF4476 IG-TPMlf Tae4*   ?  TssD Thioredoxin_8

WP_221407574.1
NZ_QYCZ01000001.1:1333231-1336470                             
Bergeyella cardium                                            

  ?    ?    ?    ?  DUF637 Tae4*

WP_121038309.1
NZ_CP037993.1:1612446-1618152                                 
Herbaspirillum huttiense                                      

Tae4* PmbA_TldD_3rd PmbA_TldD_2nd PmbA_TldD_1st DAHP_synth_1 PAAR_motif PAAR_motif

WP_122318509.1
NZ_RBRE01000093.1:39898-43527                                 
Pseudomonas cichorii                                          

SSB PAAR_motif Tae4*   ?  PBPI

WP_123176406.1
NZ_QWDD01000001.1:2691625-2695281                             
Methylocystis hirsuta                                         

GST_C_2 GST_N_2 Tae4* DDE_3 PAIREDC-HTH RsmJ   ?  

WP_123855168.1
NZ_CP033912.1:3372640-3378011                                 
Chryseobacterium shandongense                                 

PTSEIIA1   ?  Tae4* DHDPS Acetylase

WP_198418052.1
NZ_CP033923.1:1538933-1542626                                 
Chryseobacterium nakagawai                                    

COXG   ?  NUDIX Mur_ligase Mur_ligase_M Mur_ligase_C Tae4*

WP_158606003.1
NZ_QAJI01000007.1:11296-18739                                 
Taibaiella sp. KBW10                                          

Phage_GPD Phage_base_V DUF2345   ?    ?  Peptidase_M23 Tae4*

WP_128389029.1
NZ_SBII01000003.1:152661-161152                               
Flavobacterium cerinum                                        

ABC_transp_aux Carboxypeptidase NMO Cystatin-FD Tae4*   ?  EMAP B3_4 B5 tRNA_synthFbeta FDX-ACB

WP_131535492.1
NZ_RQRS01000001.1:126122-129821                               
Pedobacter nototheniae                                        

  ?    ?  Cystatin-FD Tae4*   ?    ?  

WP_131554461.1
NZ_SJSK01000004.1:517094-521580                               
Pedobacter frigiditerrae                                      

PSBP Cystatin-FD Tae4*   ?    ?  DinB_2

WP_132316049.1
NZ_FWZT01000003.1:230990-236521                               
Pseudobacteriovorax antillogorgiicola                         

  ?    ?  Tae4*   ?  7TMR-DISMED2 7TMR-DISM SHELIX PAS HPT His-Kinase

WP_133096633.1
NZ_SMNY01000025.1:97374-101831                                
Cupriavidus sp. L7L                                           

Glyco_transf_28 EryCIII-like_C   ?  Tae4* PAAR_motif TrmE_N MnmE_helical

WP_207787526.1
NZ_JAAEFD010000002.1:62024-68814                              
Candidatus Thiosymbion oneisti                                

LptD_2 LptD   ?  Lyase_1 ASL_C2 Tae4 SurA_N Rotamase_3

WP_200642184.1
NZ_JAEOXF010000005.1:33313-38476                              
Pantoea agglomerans                                           

ATP-synt_DE ATP-synt_DE_N Tai4 Tae4* Hexapep Hexapep Hexapep NTP_transf_3 SIS SIS GATase_6

WP_134337893.1
NZ_BMCZ01000002.1:74208-79116                                 
Mucilaginibacter phyllosphaerae                               

Carboxyl_trans   ?  Tae4* Lysine_decarbox IMPDH

WP_166793549.1
NZ_BMWW01000003.1:23580-29757                                 
Pseudoduganella plicata                                       

TIR   ?  Tae4* Rap1a RVT

WP_167759802.1
NZ_SPUM01000102.1:71783-77085                                 
Massilia horti                                                

T6SS_HCP Rap1a Glyco_hydro_65m Pec_lyase Tae4*

WP_135191598.1
NZ_SPUM01000136.1:19435-22655                                 
Massilia horti                                                

T6SS_HCP Tae4* ADH_zinc_N ADH_N TIR Rap1a

WP_135206112.1
NZ_SPVF01000072.1:17426-20730                                 
Zemynaea arenosa                                              

ydhR Rap1a Tae4*   ?  Imm34 Imm-SUFU-like

WP_205880074.1
NZ_SSWX01000014.1:70-3030                                     
Lampropedia aestuarii                                         

  ?  Glt_symporter Tae4*

WP_136818574.1
NZ_BMJX01000001.1:1492445-1497258                             
Sphingobacterium alkalisoli                                   

  ?  halocin-C858 Tae4* WG_beta_rep WG_beta_rep WG_beta_rep WG_beta_rep

WP_170181745.1
NZ_CP039690.1:555788-559694                                   
Phreatobacter stygius                                         

PP-binding HTH_18 DUF899 Tae4* MTase

WP_194145494.1
NZ_JRPA02000046.1:94-1965                                     
Helicobacter sp. MIT 05-5294                                  

  ?  Tae4*   ?  

WP_142693273.1
NZ_QHLI01000019.1:31405-34216                                 
Campylobacter troglodytis                                     

  ?    ?  Tae4*   ?    ?  

WP_211943774.1
NZ_CAJPVH010000042.1:21380-26170                              
Cupriavidus campinensis                                       

Hsp60 Calcineurin Tai4 Tae4* Tad_C

WP_145716598.1
NZ_BAAAFY010000004.1:47898-52753                              
Chitinophaga japonensis                                       

DUF2200   ?  Tae4*   ?  OmpA-beta-barrel Plug CarbopepD_reg_2

WP_145732511.1
NZ_VITR01000006.1:328714-331670                               
Nitrospirillum amazonense                                     

  ?  Tae4* LMWPc UPF0262   ?  

WP_146261368.1
NZ_SELG01000029.1:905-3499                                    
Apibacter muscae                                              

  ?  LPAM_1 Tae4*   ?  DUF4280

WP_148921275.1
NZ_VTAV01000027.1:18282-23870                                 
Sphingobacterium phlebotomi                                   

IspD Tae4* WG_beta_rep WG_beta_rep   ?  ABC_tran ABC_membrane Peptidase_C39

WP_187773899.1
NZ_CP030848.1:4029672-4038843                                 
Sphingobacterium hotanense                                    

TonB_dep_Rec PLUG CarbopepD_reg_2 SNF   ?  Tae4* AP_endonuc_2

WP_153397060.1
NZ_JAVDUN010000003.1:151002-157678                            
Chryseobacterium sp. 2987                                     

Por_Secre_tail LAP1_C OmpA-beta-barrel Tae4*   ?    ?  

WP_154783281.1
NZ_JADKPP010000003.1:119149-123258                            
Flavobacterium sp. ANB                                        

  ?    ?  Tae4*   ?  Phage_GPD Phage_base_V

WP_155470515.1
NZ_BMKG01000015.1:137493-142655                               
Pseudoduganella buxea                                         

Abhydrolase_1 Competence Mbetalac Tae4* Rap1a TatD_DNase

WP_155470859.1
NZ_BMKG01000035.1:13690-19245                                 
Pseudoduganella buxea                                         

Histone_HNS TerD Tae4* Rap1a Gp5_C VgrG Phage_GPD

WP_158823300.1
NZ_LMUH01000024.1:5677-11659                                  
Granulicella sp. S156                                         

  ?    ?  Tae4* PIG-L   ?  

WP_201303972.1
NZ_LR733520.1:550092-552698                                   
Burkholderia sp. 8Y                                           

GST_C GST_N_2 Tai4 Bestrophin   ?  Tae4*

WP_160556416.1
NZ_WINL01000001.1:538357-543744                               
Apibacter sp. B3935                                           

TssD Phage_GPD Phage_base_V Tae4*   ?  DUF4280

WP_160590057.1
NZ_BAAAFP010000002.1:621201-633808                            
Alteraurantiacibacter aestuarii                               

  ?    ?  Tae4*   ?  Laminin_I

WP_161819196.1
NZ_JAACJS010000015.1:467966-471514                            
Sediminibacterium roseum                                      

  ?    ?  Tae4* DUF4920 KOW

WP_164108020.1
NZ_WFKM01000001.1:27957-31070                                 
Sphingobacterium sp. xlx-96                                   

  ?  WG_beta_rep WG_beta_rep Tae4*   ?  WG_beta_rep WG_beta_rep

WP_165251146.1
NZ_JAALJI010000023.1:79559-83957                              
Paludisphaera soli                                            

N_methyl SBP_bac_10   ?  Tae4*   ?    ?  

WP_166537338.1
NZ_JAABLM010000011.1:35395-44692                              
Flavobacterium ichthyis                                       

TPR Peptidase_S46 Cystatin-FD Tae4*   ?  CdiB NAD_synthase Calcineurin

WP_166587556.1
NZ_WWEO01000044.1:837291-840352                               
Mucilaginibacter agri                                         

  ?    ?  Tae4*   ?  HlyD_D23

WP_166847837.1
NZ_JAAONY010000003.1:476632-490389                            
Pseudoteredinibacter isoporae                                 

OMP_b-brl LRR LRR LRR LRR SPVB BetaPropeller RHS RHS DUF637 DUF637 Tae4*   ?    ?  

WP_167238245.1
NZ_WHJF01000048.1:164-5629                                    
Massilia genomosp. 1                                          

Tae4* TrkA_N Na PBPB RmlD_sub_bind Glyco_hydro_1

WP_167266577.1
NZ_JAASQJ010000001.1:331100-335716                            
Dyadobacter arcticus                                          

Peptidase_M91   ?  Tae4* TssD Phage_GPD Phage_base_V DUF2345

WP_168377954.1
NZ_CP048670.1:339519-344313                                   
Acinetobacter sp. YH12138                                     

Tae4* TusA Phage_GPD VgrG T6SS_Vgr DUF2345   ?  IG

WP_169978245.1
NZ_JABBYO010000010.1:232640-236855                            
Tautonia rosea                                                

  ?    ?  Tae4* GTP_EFTU GTP_EFTU_D2 RF3_C Methyltransf_25

WP_170882391.1
NZ_CAWPTG010000121.1:11801-19126                              
Vibrio neptunius                                              

Tae4* SF2-DUF3427A EcoEI_R_C PBPB PBPB GGDEF   ?    ?  

WP_171161293.1
NZ_CP053073.1:1333448-1336511                                 
Usitatibacter palustris                                       

Glyoxalase Tae4 SH3* YggU   ?  DUF3224

WP_171570289.1
NZ_CP068294.1:3527828-3532518                                 
Flavobacterium sp. CLA17                                      

  ?    ?  Cystatin-FD Tae4*   ?  RadC

WP_192995436.1
NZ_JABUZK010000107.1:7930-13049                               
Psychrobacter celer                                           

OmpA Phage_GPD T6SS_Vgr DUF2345 Tae4* DDE_3

WP_174329057.1
NZ_CP056181.1:3756035-3760117                                 
Citrobacter freundii                                          

PAAR_motif Tae4*   ?  STox-42   ?  

WP_216443422.1
NZ_CP073027.1:2764343-2769365                                 
Chryseobacterium sp. PCH239                                   

Amidase_3 Cystatin-FD Tae4*   ?  Ntox42-ColicinM-3

WP_176006634.1
NZ_JABWMI010000014.1:186437-190085                            
Flavobacterium agri                                           

  ?    ?  Cystatin-FD Tae4*   ?  DnaJ KTSC

WP_177731213.1
NZ_CP058278.1:962620-968277                                   
Flavobacterium inviolabile                                    

TIMbarrel Por_Secre_tail GSDH Cystatin-FD Tae4*   ?    ?  

WP_178938282.1
NZ_JABXYV010000001.1:2070998-2073786                          
Leptotrichia sp. oral taxon 417                               

  ?  Tae4* ImmLRR   ?    ?  

WP_182417789.1
NZ_CP059725.1:2645441-2649805                                 
Bartonella sp. HY038                                          

  ?  PAAR_motif Tae4* RDRP Phage_GPD VgrG

WP_183923156.1
NZ_JACHZH010000004.1:75575-78486                              
Sphingomonas sp. BK069                                        

  ?    ?  Tae4*   ?  LysR_substrate

WP_184857581.1
NZ_JACHLK010000004.1:362553-369516                            
Acidovorax soli                                               

  ?  Tae4*   ?    ?    ?  

WP_187658542.1
NZ_JACTAC010000095.1:142-3733                                 
Flavobacterium macrobrachii                                   

  ?    ?  Cystatin-FD Tae4* HTH TerB

WP_188938635.1
NZ_BMIA01000005.1:303519-307760                               
Dyadobacter endophyticus                                      

Phage_GPD Phage_base_V Cthe_2159 TssD Tae4* TssN GPW_gp25

WP_189043810.1
NZ_BMJQ01000003.1:121137-124944                               
Aliidongia dinghuensis                                        

GST_C GST_N_3 Glyoxalase Tae4*   ?  MFS_3

WP_189562302.1
NZ_BMXF01000001.1:92722-99020                                 
Persicitalea jodogahamensis                                   

Peptidase_C70   ?  Tae4* ClpABN-AAA ClpABC-AAA   ?  

WP_192125867.1
NZ_JACYUG010000005.1:93321-99108                              
Sphingomonas sp. CFBP 8760                                    

  ?  Tae4* Glyco_hydro_43   ?  TonB_dep_Rec PLUG

WP_192624062.1
NZ_JADBGG010000020.1:11075-15337                              
Desulfomicrobium macestii                                     

Epimerase_2   ?  Tae4*   ?    ?  

WP_193011575.1
NZ_DPJY01000024.1:11703-17394                                 
Psychrobacter sp.                                             

OmpA Phage_GPD T6SS_Vgr DUF2345 Tae4*   ?    ?  

WP_194120908.1
NZ_JACYGY010000001.1:3053966-3058221                          
Dyadobacter subterraneus                                      

GPW_gp25 TssN Tae4* TssD Phage_GPD Phage_base_V Toast-rack

WP_230327461.1
NZ_JADPBT010000535.1:1-3334                                   
Bacteroides thetaiotaomicron                                  

WG_beta_rep WG_beta_rep Tae4* OAntigen-ligase

WP_196826800.1
NZ_JADOVC010000001.1:709-3532                                 
Flavobacterium sp. CG_9.1                                     

  ?  Tae4*   ?  MPTase-SprT-like

WP_229518781.1
NZ_JADKYX010000001.1:78878-82560                              
Massilia rhizosphaerae                                        

60KD_IMP T6SS_HCP Tai4 ADH_N ADH_zinc_N Tae4*

WP_198118329.1
NZ_JADKYX010000011.1:61352-66352                              
Massilia rhizosphaerae                                        

MotA_ExbB   ?  Tae4* PAAR_motif Exonuc_VII_L N-OB

WP_198119437.1
NZ_JADKYX010000018.1:10065-17229                              
Massilia rhizosphaerae                                        

T6SS_HCP Tae4* GH43_C2 Glyco_hydro_43 IG Discoidin Discoidin Rap1a

WP_201578609.1
NZ_CAJGZW010000070.1:396-3821                                 
Psychrobacter immobilis                                       

  ?    ?  Tae4* DUF2345

WP_201810071.1
NZ_JAERQZ010000001.1:3857174-3862654                          
Piscinibacter sp. HJYY11                                      

  ?  Tae4*   ?    ?  Phage_GPD VgrG T6SS_Vgr DUF2345

WP_205773416.1
NZ_JACAWH010000102.1:230-1389                                 
Aggregatibacter actinomycetemcomitans                         

  ?  Tae4*

WP_205772847.1
NZ_JACAWH010000062.1:36333-38677                              
Aggregatibacter actinomycetemcomitans                         

PTSIIA-gutA MC1 adh_short Tae4*

WP_206998533.1
NZ_JAEKJR010000001.1:564410-568051                            
Microbulbifer salipaludis                                     

DUF5993 Tae4*   ?  DsbB G_glu_transpept

WP_208354090.1
NZ_JACNMP010000041.1:8845-13119                               
Pseudaestuariivita rosea                                      

SelO IU_nuc_hydro Tae4*   ?  MazG MazG

WP_211853942.1
NZ_JAAGBB010000021.1:102395-106228                            
Plastoroseomonas hellenica                                    

ab-Hydrolase iREase Tae4*   ?  LysE

WP_213228938.1
NZ_AP024323.1:916407-919651                                   
Caballeronia sp. NK8                                          

Tai4 Tae4* Chelatase-AAA VWA Tai4

WP_213402244.1
NZ_JAGIBY010000001.1:544280-548446                            
Wohlfahrtiimonas chitiniclastica                              

Mu-like_Com   ?  Tae4*   ?  RE_LlaJI

WP_215682474.1
NZ_WQQS01000010.1:3816-10548                                  
Bacteroides salyersiae                                        

OAntigen-ligase TPR Cystatin-FD Tae4*   ?    ?  WG_beta_rep WG_beta_rep WG_beta_rep

WP_216711423.1
NZ_CP081848.1:564820-569486                                   
Glacieibacterium megasporae                                   

  ?  Tae4* PEP-CTERM BAAT_C   ?  

WP_217789909.1
NZ_JAHSPG010000002.1:211845-216009                            
Pinibacter aurantiacus                                        

DJ-1_PfpI Tai4 Tae4*   ?  OmpA

WP_219240697.1
NZ_JAHKRB010000003.1:335149-339744                            
Chryseobacterium sp. NKUCC03_KSP                              

Acetylase   ?  Cystatin-FD Tae4* Acetylase cNMPBD

WP_219862908.1
NZ_CP080379.1:5627378-5633687                                 
Massilia sp. NP310                                            

UPF0114 AMP-binding_C AMP-binding ACAS_N Tae4* Rap1a GGDEF PAS_9 Receiver

WP_219880378.1
NZ_CP080378.1:3575912-3581871                                 
Massilia sp. PAMC28688                                        

PAAR_motif WG_beta_rep Tae4* Aconitase Aconitase_C   ?  

WP_219883255.1
NZ_CP080378.1:1924681-1930344                                 
Massilia sp. PAMC28688                                        

GATase_6 SIS SIS PAAR_motif Tae4*   ?  IstB_IS21

WP_220639722.1
NZ_CP080429.1:1616568-1621242                                 
Flavobacterium litorale                                       

  ?  TRAM_2 RADICAL-SAM UPF0004 Cystatin-FD Tae4*   ?    ?  

WP_222496696.1
NZ_JAHVJV010000003.1:296924-299902                            
Vannielia litorea                                             

YTCD-HTH NAD_binding_10 Tae4*   ?  OMPdecase

WP_223520041.1
NZ_JAHBDK010000064.1:137827-140487                            
Pseudomonas sp. GL-B-19                                       

Tai4 Tae4* PAAR_motif RsmJ Tae4

WP_225071293.1
NZ_JAFCIY020000001.1:246766-252111                            
Desulfuromonas sp. CSMB_57                                    

MA HAMP Tai4 Tae4* Inositol_P Kinase-PPPase

WP_225553525.1
NZ_JADEYP010000018.1:74082-78036                              
Sphingobacterium bovistauri                                   

  ?  Tae4*   ?  NLPC Ntox42-ColicinM-4

WP_228875255.1
NZ_CAJQYZ010000013.1:39720-44994                              
Paraburkholderia saeva                                        

4HBT Tae4*   ?  EAL GGDEF PAS PAS PAAR_motif

WP_229433279.1
NZ_JAJHPV010000014.1:304878-307618                            
Massilia agrisoli                                             

Thio2_N Thioredoxin DUF72 Tae4* Rap1a T6SS_HCP

WP_232593043.1
NZ_BSPD01000039.1:142184-144546                               
Marinibactrum halimedae                                       

  ?    ?  Tae4*   ?    ?  

WP_233806790.1
NZ_JAJEJR010000002.1:1956756-1961464                          
Paraburkholderia sp. HP33-1                                   

ABC-ATPase   ?  Tae4* Lactonase TonB_C

WUR15014.1
CP136508.1:1804638-1808248                                    
[Empedobacter] haloabium                                      

T6SS_HCP   ?  Tae4*   ?  FAD_binding_3

XHO60126.1
CP142982.1:19028-25252                                        
Burkholderia ambifaria                                        

MMPL MMPL MlaC Tae4* PAAR_motif Receiver LuxR-HTH


