
ADG16093.1
CP002013.1:2277706-2282742                                
Paraburkholderia atlantica                                

MFS_1   ?  Tlde1* AMP-binding_C AMP-binding ACAS_N PNPase

AFC85094.1
CP003350.1:691769-695530                                  
Frateuria aurantia DSM 6220                               

HTH MPtase   ?  Tlde1*   ?  LprI

ALU45443.1
CP013612.1:427409-434555                                  
Pseudoalteromonas rubra                                   

Phage_integrase Fic_N DOC DUF2089-HTH RHS DUF637 Tlde1*   ?  BNR_4

AOB30022.1
CP012334.1:881539-888869                                  
Bordetella sp. H567                                       

ClpABN-AAA ClpABC-AAA DUF2195 Tlde1* DUF3540 T6SS_TssF

AXI43755.1
CP025803.1:3825604-3829867                                
Sulfitobacter sp. SK011                                   

Imm54 TPR RHS Tlde1*   ?  AMP-binding

BBO24349.1
AP021858.1:2124265-2133391                                
Candidatus Nitrosymbiomonas proteolyticus                 

  ?  RHS Tlde1 DUF6531 RHS RHS_repeat RHS_repeat RHS RHS_repeat RHS_repeat RHS_repeat RHS Tlde1* NMO   ?  

CAA6605586.1
CACUVI010000027.1:111465-115861                           
Rhodospirillaceae bacterium LM-1                          

  ?    ?  Tlde1*   ?  Glycos_transf_1

CAG0999619.1
CAJPFS010000312.1:175-1224                                
Burkholderiales bacterium                                 

  ?  Tlde1*   ?  

CAG2146307.1
CAJPVH010000023.1:13913-17211                             
Cupriavidus campinensis                                   

AA_permease   ?  Tlde1*   ?    ?  

DAO01993.1
BK048713.1:8013-10871                                     
Caudoviricetes sp.                                        

Tlde1* Terminase-LS   ?    ?    ?  

EAZ5776932.1
AAELVL010000041.1:1-3419                                  
Salmonella enterica                                       

Tlde1* Phage_GPD VgrG DcrB

EGR1480659.1
AAXNPH010000080.1:5176-6144                               
Vibrio parahaemolyticus                                   

  ?  DUF3265 Tlde1*

EGZ4376168.1
AAYPPS010000007.1:216756-223134                           
Salmonella enterica subsp. enterica serovar Lexington     

RHS Ntox18 LRR Tlde1* T6SS_HCP Tai4

EIX6435731.1
ABFFEH010000064.1:1-1595                                  
Salmonella enterica                                       

Tlde1* DUF2195 T6SS_Tgi2PP

EXI66565.1
JFAX01000014.1:22104-30167                                
Candidatus Accumulibacter adjunctus                       

Transposase_20 DUF6531 RHS_repeat RHS_repeat RHS RHS_repeat RHS Big_7 RHS Tlde1* Sel1 Sel1 PhdYeFM_antitox

HAB15662.1
DLVS01000133.1:4754-12671                                 
Verrucomicrobiales bacterium                              

  ?  TSP3_bac TcdB_toxin_midN RHS RHS RHS RHS Tlde1*

HAR22322.1
DMUC01000134.1:1-3950                                     
Cryomorphaceae bacterium                                  

  ?    ?  RHS Tlde1*

HAS87871.1
DMXJ01000017.1:4429-9131                                  
Desulfovibrio sp.                                         

MFS_1   ?  Tlde1* Adenine_glyco   ?  

HBP26955.1
DOEQ01000074.1:1-4209                                     
Alphaproteobacteria bacterium                             

TRAM RADICAL-SAM UPF0004 RNA_pol_Rpb6 MuF Tlde1*   ?  DuOB

HCN38426.1
DPZX01000338.1:51-2643                                    
Bacteroidetes bacterium                                   

  ?  RHS Tlde1* RHS   ?  

HHU35550.1
DUOU01000306.1:748-1597                                   
Bacteroidetes bacterium                                   

Tlde1* RHS

HIU54024.1
DVNC01000054.1:2256-7016                                  
Candidatus Scatocola faecipullorum                        

Glyco_transf_4 Glycos_transf_1 ab-Hydrolase Tlde1*   ?  HlyD_D23

KAB0572875.1
VZPA01000024.1:230-2697                                   
Helicobacter pullorum NCTC 12824                          

  ?    ?  Tlde1*

KLU98812.1
LDOV01000042.1:13706-16399                                
Photobacterium aphoticum                                  

Glyoxalase TauE Tlde1*   ?  Skillet-DUF2809

KMQ49581.1
LDWW01000050.1:5676-13684                                 
Chitinispirillum alkaliphilum                             

Tlde1 Peptidase_M23   ?  Tlde1 PG_binding_1*   ?  Tlde1 PG_binding_1

KXB83090.1
KQ960620.1:1519-6833                                      
Prevotella sp. DNF00663                                   

RHS   ?  RHS Tlde1*   ?  RHS Metallopep

MAZ10860.1
PAKS01000043.1:107507-110797                              
Sutterellaceae bacterium                                  

HipA_C Couple_hipA HTH Tlde1*   ?    ?  

MBA3674074.1
JACDEF010000067.1:1-2450                                  
Chitinophagaceae bacterium                                

Gln-synt_C-ter Tlde1*   ?    ?  

MBA5864885.1
WIAF01000017.1:23681-27569                                
Nitrospira sp. CR1.1                                      

RHS HEAT RHS Tlde1* RHS DUF4288

MBD0371724.1
JACVRN010000053.1:1-3478                                  
Pyrinomonadaceae bacterium                                

MPTase-PVC Tlde1* MPTase-PVC OmpA CIS_tube

MBD5391880.1
JAAVBU010000077.1:6366-8799                               
bacterium Bacteria.                                       

NUDIX Pyrophosphatase broken-hairpin PG_binding_1 Tlde1*   ?  

MBE6390848.1
SUVV01000002.1:130193-134500                              
Lentisphaerae bacterium                                   

  ?    ?  MuF Tlde1*   ?  UDG

MBE6451107.1
SUUV01000014.1:3874-8718                                  
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1*   ?    ?  

MBE6451119.1
SUUV01000014.1:15463-18955                                
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1*   ?    ?  

MBE6451125.1
SUUV01000014.1:19647-23691                                
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1*   ?    ?  

MBE6460164.1
SUUO01000012.1:2228-5759                                  
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1* SPOUT   ?  

MBF0135744.1
JADGCO010000014.1:53155-60570                             
Magnetococcales bacterium                                 

Abhydrolase_1 MORN Tlde1*   ?  Tlde1

MBF0284659.1
JADGAP010000074.1:12306-17329                             
Magnetococcales bacterium                                 

SPOR   ?  Tlde1*   ?  

MBF0286164.1
JADGAP010000311.1:976-2039                                
Magnetococcales bacterium                                 

Tlde1*

MBF0308079.1
JADGAQ010000004.1:642-6788                                
Magnetococcales bacterium                                 

OmpA   ?  ?* ANK HTH_8 NtrC-AAA PAS_4 Receiver

MBI2026754.1
JACOXK010000057.1:29206-35515                             
Deltaproteobacteria bacterium                             

  ?  CPSase_L_D2 CPSase_L_D3 DADA-Ligase MGS Tlde1*   ?    ?  

MBI3229536.1
JACPVY010000199.1:3-2444                                  
Burkholderiales bacterium                                 

DUF2195 Tlde1* Peptidase_M15_3   ?  

MBI3464307.1
JACPYB010000440.1:8032-13979                              
Planctomycetota bacterium                                 

Peptidase_S9_N Peptidase_S9 CyaA-like Tlde1* 7TMR-DISMED1 7TMR-DISMED1 FHA

MBI3630799.1
JACQCR010000008.1:2708-6653                               
Candidatus Sungiibacteriota bacterium                     

ABC_tran ABC-3 Tlde1 DUF4519* ABC_tran   ?  

MBI3779265.1
JACQER010000202.1:1-3446                                  
Gammaproteobacteria bacterium                             

RHS Tlde1*   ?  RuBisCO_large RuBisCO_large_N

MBI4086963.1
JACQKD010000011.1:1-4271                                  
Candidatus Kaiserbacteria bacterium                       

RHS LysM Tlde1* RHS FIST FIST_C

MBI4823335.1
JACQZC010000030.1:10613-14812                             
Nitrospirae bacterium                                     

  ?  Transposase_mut RHS Tlde1*   ?  RHS

MBI5468335.1
JACRCJ010000116.1:3746-7534                               
Deltaproteobacteria bacterium                             

DEDD_Tnp_IS110 Transposase_20   ?  Tlde1* Lactamase_B_3 2-thiour_desulf

MBI5557695.1
JACRCD010000041.1:15730-19712                             
Deltaproteobacteria bacterium                             

  ?    ?  RHS Tlde1* Transglut_core2 TPR HEPN

MBI5789299.1
JACRJN010000144.1:44029-47582                             
Candidatus Schekmanbacteria bacterium                     

PIN NTF2-EC Tlde1*   ?  Portal

MBI5846056.1
JACRLG010000029.1:31265-48451                             
Deltaproteobacteria bacterium                             

A18   ?  Tlde1*   ?    ?  

MBK7447049.1
JADJMZ010000006.1:71417-74351                             
Ignavibacteria bacterium                                  

DUF3238   ?  Tlde1*   ?  LevanB

MBK7907338.1
JADJNZ010000006.1:25886-29634                             
Gemmatimonadetes bacterium                                

  ?  RHS Tlde1* RHS   ?  

MBK8150961.1
JADJQL010000031.1:206-2782                                
Acidobacteria bacterium                                   

RHS Tlde1* RHS   ?  

MBK8190448.1
JADJRF010000005.1:1511308-1516749                         
Vampirovibrionales bacterium                              

  ?    ?  Tlde1*   ?  NTP_transferase

MBK9642684.1
JADKFJ010000021.1:5093-13987                              
Candidatus Vicinibacter affinis                           

  ?    ?  RHS RHS_repeat RHS Tlde1* Por_Secre_tail Sortilin-Vps10   ?  

MBL0039207.1
JADKHS010000035.1:1-3690                                  
Nitrosomonadales bacterium                                

  ?  RHS Tlde1*   ?    ?  

MBL0307751.1
JADKLA010000018.1:34210-38465                             
Chitinophagaceae bacterium                                

  ?    ?  RHS Tlde1* PBPI CarbopepD_reg_2

MBL1153096.1
RBNA01000027.1:14010-20546                                
Armatimonadota bacterium                                  

DUF6531 RHS RHS_repeat RHS RHS_repeat RHS   ?  RHS Tlde1*   ?  

MBL8228539.1
JAEUQE010000030.1:45674-53057                             
Bryobacterales bacterium                                  

OmpA-beta-barrel TonB_dep_Rec CarboxypepD_reg 3keto-disac_hyd TonBC LysM Tlde1*   ?  IMPDH

MBL8824377.1
JAEUIE010000051.1:1-2310                                  
Planctomycetia bacterium                                  

DDE_Tnp_1_2 Tlde1* Glyoxalase_6 ZnR

MBL9036578.1
JAEUKU010000422.1:8256-12947                              
Rhodospirillaceae bacterium                               

Terminase-LS   ?  Tlde1* Methyltransf_25 His-Kinase

MBM5817952.1
VGQX01000192.1:1070-5746                                  
Cyanobacteria bacterium K_Offshore_surface_m2_239         

MPTase-PVC NAD_binding_8 Metallopeptidase Tlde1 ClaspCone-2*

MBN1569766.1
JAFGIY010000175.1:51103-54994                             
Acidobacteria bacterium                                   

LysM CIS_tube MPTase-PVC Tlde1* MPTase-PVC   ?  

MBN1606165.1
JAFGIS010000099.1:132-3562                                
Polyangiaceae bacterium                                   

Tlde1*   ?  Pectinesterase

MBN9091584.1
JAFKJN010000050.1:19317-23475                             
Reyranella sp.                                            

TctC CoA_transf_3 Tlde1*   ?  Abhydrolase_1

MBN9500738.1
JAFKFO010000047.1:14769-16817                             
Armatimonadota bacterium                                  

  ?  RHS RHS Tlde1*   ?  

MBO4295126.1
JAGAEM010000087.1:1580-4842                               
Alphaproteobacteria bacterium                             

Hsp10 CC2-LZ Tlde1*   ?    ?  

MBO4480563.1
JAFZZS010000006.1:39103-42992                             
Alphaproteobacteria bacterium                             

TfoX_N   ?  Tlde1* Zn_ribbon_2 Putative_PNPOx NUDIX

MBO4648464.1
JAFZWB010000138.1:11410-16607                             
Lentisphaeria bacterium                                   

  ?    ?  MuF Tlde1* Calcineurin   ?  

MBO5284661.1
JAGANK010000099.1:6591-8916                               
Alphaproteobacteria bacterium                             

Ribosomal_L31 TrcR PG-binding Tlde1*

MBO7238203.1
JAGCKY010000083.1:1-1733                                  
Elusimicrobiaceae bacterium                               

Tlde1*   ?    ?  

MBO7506063.1
JAGCEV010000057.1:1-5827                                  
Paludibacteraceae bacterium                               

  ?  MPTase-PVC Tlde1 min-wnt* CIS_TMP PVC-AAA

MBO7623917.1
JAGCCM010000058.1:1-3644                                  
Bacteroidales bacterium                                   

RHS RHS RHS Tlde1* TcdB_toxin_midN

MBO7627356.1
JAGCCJ010000373.1:1-4374                                  
Paludibacteraceae bacterium                               

ZU5 SPVB DUF1365 RHS Tlde1*

MBP3513093.1
JAGBDP010000005.1:27745-35150                             
Elusimicrobiaceae bacterium                               

7TMR-DISM Sulfatase HGTP_anticodon tRNA-synt_2b HxxxH Tlde1* DUF5408 ABC_tran_CTD ABC_tran ABC_tran_Xtn ABC_tran

MBP3515271.1
JAGBDO010000047.1:25065-31265                             
Alphaproteobacteria bacterium                             

  ?    ?  PG-binding Tlde1* AAA_16 Resolvase Recombinase Zn_ribbon_recom

MBP3546771.1
JAGBDC010000029.1:42794-48228                             
Alphaproteobacteria bacterium                             

DUF3078 Mbetalac Tlde1*   ?  ANK

MBP5485798.1
JAGCVZ010000011.1:232001-236451                           
Alphaproteobacteria bacterium                             

Thioredoxin_4   ?  Tlde1*   ?  Ribosomal_L9_C Ribosomal_L9_N

MBP5530726.1
JAGCVE010000071.1:35-3884                                 
Lentisphaeria bacterium                                   

  ?  Tlde1*   ?  Tlde1*   ?  DUF2442

MBP6826809.1
JAGNMJ010000190.1:2710-7795                               
Saprospiraceae bacterium                                  

  ?  LamininG Tlde1 Tlde1* Clp_N ClpABN-AAA ClpABC-AAA

MBQ3035069.1
JAFQNP010000230.1:731-1509                                
Alphaproteobacteria bacterium                             

Tlde1*

MBQ3117115.1
JAFQJF010000031.1:1-2528                                  
Alphaproteobacteria bacterium                             

  ?  Tlde1*   ?    ?  

MBQ4472074.1
JAFPYW010000034.1:27185-35344                             
Alphaproteobacteria bacterium                             

YfiO AAA_23 SbcC Tlde1* DNA_ligase_aden HhH BRCT   ?  

MBQ5700080.1
JAFNYG010000052.1:16796-21676                             
Alphaproteobacteria bacterium                             

YfiO   ?  Tlde1*   ?  DUF1015

MBQ6340467.1
JAFRHW010000405.1:1208-4310                               
Kiritimatiellae bacterium                                 

  ?  RHS RHS Tlde1*

MBQ7127875.1
JAFSEJ010000100.1:10965-17625                             
Alphaproteobacteria bacterium                             

tRNA_SAD tRNA-synt_2c Phage_lysozyme FSIP1 Tlde1*   ?    ?  

MBQ7206352.1
JAFSTC010000011.1:313-3643                                
Lentisphaeria bacterium                                   

MuF Tlde1*   ?  Cys_Met_Meta_PP

MBQ7207309.1
JAFSTC010000048.1:98834-103285                            
Lentisphaeria bacterium                                   

YAEB HTH_18 DSBH MuF Tlde1*   ?  SBP_bac_10

MBQ7790662.1
JAFUMI010000001.1:3742-10779                              
Rikenellaceae bacterium                                   

SPVB RHS   ?  RHS LysM Tlde1* DUF3871 Sak4

MBQ8421219.1
JAFTMS010000012.1:117923-127269                           
Bacteroidales bacterium                                   

Ldh_1_C Ldh_1_N SPVB RHS DUF6443 RHS Tlde1* rve_2   ?  

MBQ8436083.1
JAFTNB010000014.1:16-1816                                 
Alphaproteobacteria bacterium                             

MuF Tlde1*   ?  MscL UPF0547

MBQ8557468.1
JAFUOT010000023.1:193-1842                                
Alphaproteobacteria bacterium                             

Tlde1*   ?    ?  

MBQ8686281.1
JAFURS010000013.1:9336-13177                              
Alphaproteobacteria bacterium                             

PTSEIIA1 Myosin_tail_1   ?  Tlde1*   ?  

MBQ8844014.1
JAFTYL010000022.1:2937-7779                               
Elusimicrobiaceae bacterium                               

Peptidase_M42 F_bP_aldolase Tlde1*   ?  N_methyl

MBQ8870399.1
JAFTYO010000022.1:51006-54419                             
Alphaproteobacteria bacterium                             

DUF4402   ?  Tlde1*   ?  Formyl_trans_N Formyl_trans_C

MBQ9034781.1
JAFUBQ010000004.1:268-2192                                
Alphaproteobacteria bacterium                             

Tlde1* LppC Acetylase

MBQ9270760.1
JAFUGF010000004.1:22349-25195                             
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1*   ?    ?  

MBQ9502556.1
JAFTDL010000274.1:701-4771                                
Lentisphaeria bacterium                                   

GxDLY Lipase_GDSL_3   ?  MuF Tlde1* PBPI GntR

MBQ9738694.1
JAFTHM010000088.1:207-1675                                
Alphaproteobacteria bacterium                             

Tlde1*   ?  DUF3126

MBR0565569.1
JAGRRD010000001.1:1235550-1239920                         
Azoarcus sp. L1K30                                        

Fer4_5 Fer4 Fer4_10 CarboxypepD-reg-IG Tlde1* YkuD   ?  

MBR2034337.1
JAFVON010000334.1:51-2747                                 
Alphaproteobacteria bacterium                             

  ?  Tlde1*   ?    ?  

MBR2412584.1
JAFVSQ010000014.1:7441-11361                              
Alphaproteobacteria bacterium                             

Prenyltransf RRF MuF Tlde1*   ?  Tlde1

MBR3147887.1
JAFWJF010000002.1:61723-66764                             
Alphaproteobacteria bacterium                             

Secretin   ?  Tlde1* Ribosomal_S20p G3P_acyltransf

MBR3632774.1
JAFXOI010000039.1:33008-38868                             
Elusimicrobiaceae bacterium                               

RecA_C RecA ClpABC-AAA ClpABN-AAA Clp_N Clp_N Tlde1*   ?  HAD

MBR3675653.1
JAFXPE010000004.1:35189-38158                             
Alphaproteobacteria bacterium                             

InPase IMS Tlde1*   ?    ?  

MBR3930030.1
JAFWZK010000006.1:5522-11968                              
Alphaproteobacteria bacterium                             

TIM GrpE Tlde1*   ?  Autotransporter

MBR4301447.1
JAFYMT010000125.1:2366-6220                               
Bacteroidales bacterium                                   

  ?  RHS Tox-DUF4105 RHS LysM Tlde1* RHS   ?  

MBR4475380.1
JAFXUI010000002.1:45724-49282                             
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1* HU-IHF   ?  

MBR5575145.1
JAFYUU010000008.1:8173-12477                              
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1*   ?    ?  

MBR6408994.1
JAFYGO010000017.1:66149-69067                             
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1*   ?    ?  

MBS0314058.1
JAFEDD010000019.1:139416-143273                           
Proteobacteria bacterium                                  

Tae4 YdjM Tlde1* His_biosynth DUF456

MBS1538625.1
JAFDZU010000078.1:3157-6880                               
Bacteroidetes bacterium                                   

RHS DUF4329 Imm-NTF2-2 RHS Tlde1*   ?    ?  

MBS5780996.1
JAHALJ010000053.1:14216-17218                             
Megamonas sp.                                             

  ?  Tlde1 Tlde1*   ?    ?  

MBT0893803.1
JAHCZI010000003.1:482609-485946                           
Geobacter hydrogenophilus                                 

  ?    ?  Tlde1*   ?  PEP-CTERM

MBT5988928.1
JABIOD010000154.1:14-3108                                 
bacterium Bacteria.                                       

DUF6677 Tlde1*   ?  KELCH

MBT9587568.1
JADMJV010000120.1:7835-10490                              
bacterium Bacteria.                                       

  ?    ?  Tlde1*   ?    ?  

MBU6280323.1
JAGWVT010000132.1:1-2884                                  
Actinomycetales bacterium                                 

  ?  DDE_Tnp_1 DUF772 Tlde1*

MBV6433207.1
JABAQT010000055.1:4089-6620                               
Bryobacteraceae bacterium                                 

  ?    ?  Tlde1*   ?  ACCA

MBV6480151.1
JABAQZ010000033.1:31400-44441                             
Ignavibacteria bacterium                                  

RHS   ?  Tlde1* RHS   ?  RHS RHS Tlde1* Peptidase_M1_N Peptidase_M1 Por_Secre_tail   ?  

MBV6491779.1
JABARR010000089.1:1901-6315                               
Fimbriimonadaceae bacterium                               

RHS   ?  RHS Tlde1*   ?  RHS HIN-HTH

MBV8271749.1
JAFAJB010000090.1:30001-33417                             
Cupriavidus sp.                                           

  ?    ?  Tlde1* 2-Hacid_dh_C HMGL-like

MBW8363855.1
JAIBEL010000025.1:48820-52364                             
Rhizobium sp.                                             

  ?  Transglut_core2 TPR RHS Tlde1*   ?  TP_methylase

MBX3364912.1
JAHBXD010000004.1:608-3436                                
Phycisphaeraceae bacterium                                

  ?    ?  RHS Tlde1*   ?    ?  

MBX3711806.1
JAHCAU010000004.1:240354-250193                           
Lysobacter sp.                                            

Ketoacyl-synt_C ketoacyl-synt DUF218 DUF6531 RHS RHS_repeat RHS RHS Tlde1*   ?  bMG10

MBX7171416.1
JAIBCC010000008.1:71554-77163                             
Pyrinomonadaceae bacterium                                

Rhomboid adh_short Tlde1* Amidohydro_3 STY-kinase

MBX9944470.1
JAIETA010000139.1:1173-4274                               
Reyranella sp.                                            

Head-tail_con   ?  Tlde1*   ?  Head-tail_con

MBZ5529847.1
JAIQGE010000001.1:75294-83623                             
Terriglobia bacterium                                     

Concanavalin-like TPR MPTase-PVC Tlde1*   ?    ?  

MCA1440323.1
JADYVD010000010.1:25617-30458                             
Ensifer sp. IC4062                                        

  ?    ?  Tlde1* DUF5309   ?  

MCA9012617.1
JAGQQS010000909.1:255-3215                                
Planctomycetaceae bacterium                               

Tlde1* Ceramidase_alk Sigma70_ECF

MCB0701298.1
JAGQWJ010000002.1:72434-77362                             
Ignavibacteriae bacterium                                 

Transglut_core2 RHS ab-Hydrolase RHS Tlde1*   ?  QueC

MCB1019382.1
JAGQRZ010000188.1:1-2589                                  
Acidobacteria bacterium                                   

MR_MLE_C Tlde1* DUF2195 DinB

MCB2011605.1
JAGREZ010000301.1:308-3428                                
Geminicoccaceae bacterium                                 

RHS_repeat RHS Tlde1* SBP_bac_1 BPD_transp_1

MCB2262469.1
JAIZWN010000311.1:7175-13817                              
Candidatus Thiosymbion ectosymbiont of Robbea hypermnestra

MMR_HSR1 MMR_HSR1 KH_dom-like GlnE GlnD_UR_UTase GlnE GlnD_UR_UTase LysM Tlde1*   ?  Aminotran_4

MCB9251555.1
JACJZT010000003.1:304267-309496                           
Flavobacteriales bacterium                                

RHS   ?  RHS Tlde1*   ?  RNA-Helicase

MCB9293884.1
JACJXZ010000004.1:638195-640795                           
Lewinellaceae bacterium                                   

  ?    ?  RHS Tlde1*   ?    ?  

MCC6794811.1
JADLHJ010000032.1:6050-15024                              
Candidatus Hydrogenedentota bacterium                     

CpsB_CapC   ?  PKD Tlde1* GXGXG Glu_synthase Glu_syn_central GATase_2 Pyr_redox_2 Fer4_20

MCC7330593.1
JADYZO010000123.1:151-1424                                
Gammaproteobacteria bacterium                             

Tlde1*   ?  RelE-ParE

MCD0480710.1
JAJMPB010000023.1:19204-32653                             
Chryseobacterium sp. LC2016-29                            

Peptidase_A3 SPVB BetaPropeller RHS_repeat RHS RHS Tae4   ?  RHS Tlde1*   ?    ?  

MCD6391878.1
JAGHBX010000003.1:1-2161                                  
Planctomycetota bacterium                                 

RHS Tlde1*   ?  DUF488-l

MCD6544019.1
JAGGWY010000236.1:1-2164                                  
Flavobacteriaceae bacterium                               

RHS Tlde1*

MCE2973015.1
JAJTHQ010000064.1:104-2349                                
Sediminibacterium sp.                                     

DDE_Tnp_1 DUF4372 RHS Tlde1*

MCF8212259.1
JAIPBZ010000001.1:1-3940                                  
Cryomorphaceae bacterium                                  

RHS LysM Tlde1*   ?    ?  

MCG3781041.1
JAJPGF010000001.1:604183-610600                           
Delftia acidovorans                                       

Met_synt_B12 B12-binding B12-binding_2 Pterin_bind DUF2195 Tlde1* GDPD GntR-HTH FCD

MCH9686128.1
JAHZJA010001048.1:1-3253                                  
Deltaproteobacteria bacterium                             

STY-kinase Tlde1*

MCI0590138.1
JAKEFF010000018.1:5200-7552                               
Gammaproteobacteria bacterium                             

  ?    ?  Tlde1*   ?  

MCK5232065.1
JAGLND010001676.1:485-1078                                
Desulfobulbaceae bacterium                                

Tlde1*

MCK6422012.1
JAKLLB010000057.1:12454-17385                             
Aquabacterium sp.                                         

RHH_1 TatD_DNase Tlde1*   ?  DDE_Tnp_1

MCK9220861.1
JALNWG010000056.1:3827-6149                               
Bacteroidales bacterium                                   

HTH TPR RHS Tlde1*

MCL1892240.1
WRHR01000007.1:34238-38678                                
Alphaproteobacteria bacterium                             

  ?    ?  broken-hairpin PG-binding Tlde1*   ?    ?  

MCL1902265.1
WRIM01000022.1:192-7443                                   
Alphaproteobacteria bacterium                             

broken-hairpin PG_binding_1 Tlde1* ABC_tran ABC_membrane   ?  

MCL2338476.1
WQUJ01000022.1:1521-6871                                  
Proteobacteria bacterium                                  

ABC_membrane ABC_tran   ?  Tlde1*   ?  TACO1_YebC_N Transcrip_reg

MCL4837654.1
JAHDVN010000080.1:4517-9345                               
Thermoanaerobaculia bacterium                             

N-OB tRNA-synt_2 EamA EamA RHS Tlde1*   ?    ?  

MCL4859214.1
JAHDWG010000057.1:21264-24472                             
Caldilineaceae bacterium                                  

CdiA_C Muramidase Tlde1*

MCL6534133.1
JAIMAM010000085.1:1-3484                                  
Armatimonadota bacterium                                  

RHS   ?  RHS Tlde1* SUKH-SMI1 RHS

MCL7422004.1
JAMJFP010000031.1:9012-14043                              
Methylobacter sp.                                         

Oxidored_nitro MNS-STAND Tlde1* DUF2195 BrnT_toxin

MCP4051320.1
JAAEMD010000568.1:2897-9763                               
bacterium Bacteria.                                       

  ?    ?  DUF3892 Tlde1* FTSK-HTH FTSK FtsK_alpha FtsK_4TM ACT Homoserine_dh NAD_binding_3

MCP4183290.1
JAAENI010000351.1:352-6207                                
Hyphomicrobiales bacterium                                

Tlde1*   ?    ?  

MCP4902867.1
JAAESQ010001584.1:36-2587                                 
bacterium Bacteria.                                       

  ?  RHS Tlde1*

MCP5114101.1
JAAEUJ010002706.1:276-3693                                
bacterium Bacteria.                                       

MPTase-PVC Metallopeptidase MPTase-PVC Tlde1*

MCQ2352586.1
JAKSOF010000007.1:2294-6871                               
Victivallaceae bacterium                                  

  ?    ?  MuF Tlde1*   ?  Thioredoxin_7 DsbD

MCQ2353409.1
JAKSOF010000023.1:559-3532                                
Victivallaceae bacterium                                  

MuF Tlde1* VMAP-M0 CDP-OH_P_transf

MCQ2734991.1
JAKSUO010000055.1:1565-6219                               
Alphaproteobacteria bacterium                             

  ?    ?  Tlde1*   ?  Tlde1

MCR4415985.1
JANLFZ010000698.1:60-2145                                 
Thermoguttaceae bacterium                                 

MAF   ?  Tlde1*

MCR4737374.1
JAIKYR010000071.1:65163-70205                             
Bacteroidales bacterium                                   

DNA_pol3_delta   ?  RHS Tlde1*   ?  RHS

MCR5570139.1
JAILNH010000043.1:2109-6364                               
Paludibacteraceae bacterium                               

RHS Tox-Caspase   ?  RHS Tlde1*   ?  PDDEXK_2

MPT36114.1
SPER01000968.1:4765-6603                                  
Flavobacterium sp.                                        

  ?    ?  Tlde1*

MUL63003.1
MPKW01000001.1:169370-177129                              
Mycolicibacterium sp. CBMA 234                            

Esterase   ?  Metallopeptidase Tlde1* AurF AA_permease_2

NBV84306.1
RFQI01000470.1:306-1500                                   
bacterium Bacteria.                                       

  ?  Tlde1* Tlde1

NID15152.1
JAAQTL010000001.1:1486849-1490953                         
Luteibacter yeojuensis                                    

PP2C   ?  Tlde1* 35exo RnaseH

NJD08534.1
VEPB01000545.1:191-1564                                   
Methylococcaceae bacterium                                

Tlde1* DUF2195   ?  

NJN64802.1
JAAUSW010000249.1:2098-3500                               
Acidobacteria bacterium                                   

Glucosaminidase PSBP Tlde1*

NLD92510.1
JAAZBG010000104.1:53-5833                                 
Fibrobacter sp.                                           

  ?  PTSEIIA1 Tlde1 T6SS_VgrG3-like_C* TPR

NLD94677.1
JAAZBG010000266.1:9104-17392                              
Fibrobacter sp.                                           

Discoidin SPOR Amidase_2 Tlde1 T6SS_VgrG3-like_C* TPR SHMT

NLO72309.1
JAAYIT010000380.1:370-2300                                
Porphyromonadaceae bacterium                              

Tlde1*   ?  JAB

NOU13496.1
JABFRC010000107.1:18232-19073                             
Methylococcaceae bacterium                                

DUF1289   ?  Tlde1*

NPU93746.1
JABLXQ010000033.1:50016-54291                             
Gammaproteobacteria bacterium                             

HhH DUF2195 Tlde1* nSTAND4 Pentapeptide Tlde1

NQY73734.1
JABSQL010000099.1:13688-17382                             
Candidatus Margulisiibacteriota bacterium                 

HAM   ?  Tlde1* HAM HD RelA_SpoT TGS ACT_4

NUQ23007.1
JABWBR010000008.1:1-2869                                  
Saprospiraceae bacterium                                  

RHS Tlde1*   ?  PorP_SprF

OCR07500.1
MAJG01000107.1:2624-4540                                  
Helicobacter pullorum                                     

  ?  Tlde1*   ?  

ODT05869.1
MEEF01000070.1:9340-16162                                 
Mesorhizobium sp. SCN 65-20                               

HRDC RQC RNA-Helicase PI3K_1B_p101 T2SSG Tlde1* STAS DUF6272

OJV21231.1
MKSR01000008.1:338360-350914                              
Dyadobacter sp. 50-39                                     

  ?    ?  SPVB BetaPropeller RHS RHS DUF637 Tlde1* Por_Secre_tail GMC_oxred_C GMC_oxred_N DAO

OLA80194.1
MNTV01000037.1:29388-36413                                
Azospirillum sp. 51_20                                    

POR_N PFOR_II POR EKR Fer4_7 TPP_enzyme_C   ?  Tlde1*   ?  Glyco_hydro_108

OLA80602.1
MNTV01000033.1:52696-56082                                
Azospirillum sp. 51_20                                    

  ?    ?  Tlde1*   ?  HAD

OPY91537.1
MVRW01000016.1:490-2343                                   
Syntrophus sp. PtaU1.Bin208                               

  ?  HEAT_PBS Tlde1*

OQA87105.1
MWCA01000011.1:61439-67235                                
Lentisphaerae bacterium ADurb.Bin242                      

URO-D   ?  RHS Tlde1* F_bP_aldolase   ?  

PKN86708.1
PHBN01000075.1:4762-11227                                 
Deltaproteobacteria bacterium HGW-Deltaproteobacteria-1   

REase SFI-ATPase LexA-protease YkuD Tlde1*   ?  BPD_transp_2

PLX43071.1
PKTU01000132.1:7187-10860                                 
Deltaproteobacteria bacterium                             

AhpC-TSA Cys_Met_Meta_PP   ?    ?  Tlde1*

PQJ26590.1
MQVZ01000001.1:2368508-2373204                            
Limnobacter sp. SAORIC-690                                

Ribosomal_L9_N Ribosomal_L9_C DnaB DnaB_C LAGLIDADG_3 DnaB_C   ?    ?  Tlde1*

PTB30267.1
PYUB01000003.1:36364-43500                                
Paraburkholderia caribensis                               

HAMP His-Kinase GDE_N GDE_C Tlde1*   ?  Glyco_hydro_63

PWF49149.1
PXWF02000113.1:7-3991                                     
Massilia glaciei                                          

Tlde1* Aminotran_1_2 GntR-HTH Aminotran_3

PZN84254.1
QJPH01000159.1:815-2084                                   
Candidatus Methylumidiphilus alinenensis                  

Tlde1*   ?  

PZR07136.1
QFQM01000305.1:1-4000                                     
Flavobacterium psychrophilum                              

RHS RHS Tlde1*   ?    ?  

QNO51016.1
MT631458.1:6396-9436                                      
Candidatus Methanophagaceae archaeon ANME-1 ERB6          

  ?    ?  Metallopeptidase Tlde1*   ?    ?  

RIK79901.1
QEVJ01000050.1:68285-73536                                
Planctomycetota bacterium                                 

Acyl-CoA_dh_1 Acyl-CoA_dh_M Acyl-CoA_dh_N   ?  Tlde1* ORF6N DUF1598

RJP64385.1
QZKI01000141.1:7042-10957                                 
Candidatus Abyssobacteria bacterium SURF_17               

Alk_phosphatase   ?  RHS Tlde1*   ?  RHS

RKZ39179.1
QNEL01000785.1:201-2720                                   
Candidatus Parabeggiatoa sp. nov. 3                       

  ?  HEAT RHS Tlde1*

RKZ73862.1
QNER01001095.1:1-2863                                     
Candidatus Parabeggiatoa sp. nov. 1                       

RHS RHS Tlde1*

RMH10685.1
RFGK01000242.1:2796-9996                                  
Planctomycetota bacterium                                 

Amidohydro_2 LysM PG-binding PTSEIIA1 Tlde1* LysM PG-binding CarboxypepD-reg-IG

RNC79875.1
RHLJ01000005.1:26941-29547                                
Balneola sp.                                              

Gp49 HTH RHS Tlde1*   ?  HTH

RXK87446.1
SDHZ01000001.1:1813533-1824854                            
Filimonas effusa                                          

  ?    ?  SPVB RHS DNA_pol3_delta DNA_pol3_delta_C RHS RHS Tlde1*

SEC72369.1
FNTG01000001.1:2031226-2041637                            
Burkholderia sp. WP9                                      

TonBC SbcC ABC-ATPase SbcC UvrA_inter ABC_tran SbcC AAA_29 SbcC UvrA_DNA-bind UvrA_inter ABC_tran Tlde1*   ?  Asp_Glu_race Asp_Glu_race

SEL63503.1
FOAP01000007.1:222132-227808                              
Stigmatella aurantiaca                                    

Methyltrans_SAM Amidohydro_1 Tlde1*   ?  AglB_L1

SER09066.1
FOGI01000001.1:675338-680502                              
Actinokineospora terrae                                   

MFS_1 LAL_C2 DADA-Ligase Tlde1*   ?  RibD_C

SHJ37233.1
FQZD01000019.1:2960-7830                                  
Propionispora hippei DSM 15287                            

Isochorismatase PhzC-PhzF Tlde1* HEAT DUF362 Ferredoxin-RRM

TAN62966.1
SCQC01000554.1:117-3640                                   
Magnetospirillum sp.                                      

HMGL-like NifW Tlde1*

TKJ38541.1
NJBN01000009.1:62882-70694                                
candidate division LCP-89 bacterium B3_LCP                

Metallopeptidase Metallopeptidase YkuD Peptidase-C15 Metallopeptidase Tlde1 SH3* Metallopeptidase   ?  

TNE59404.1
SBGZ01000028.1:1-3164                                     
Alphaproteobacteria bacterium                             

UPF0004 DAP_epimerase DAP_epimerase Tlde1*   ?    ?  

TQR47570.1
QHLI01000206.1:1-689                                      
Campylobacter troglodytis                                 

Tlde1*

TRX76067.1
VJOY01000002.1:42142-46359                                
Pseudomonas mangiferae                                    

  ?    ?  Tlde1* HTH_18 SnoaL_2 DAO

TSD87794.1
VCCH02000024.1:1227-3830                                  
Mycobacterium sp. KBS0706                                 

RelE-ParE PaaA2 RelB Tlde1*   ?    ?  

TXH78207.1
SSFD01000398.1:20625-23930                                
Thauera aminoaromatica                                    

Tae4 DDE_Tnp_1_assoc DDE_Tnp_1 Tlde1*   ?  

VEA39105.1
LR134149.1:2394105-2398060                                
Salmonella enterica subsp. enterica                       

Phage_GPD VgrG   ?  Tlde1* DUF2195   ?  

WP_002727167.1
NZ_CAHP01000014.1:219123-223119                           
Magnetospirillum molischianum DSM 120                     

  ?  Tlde1*   ?    ?  PG-binding

WP_004084764.1
NZ_CAOUIW010000069.1:4370-7918                            
Helicobacter bilis                                        

Tlde1*   ?  STox-56   ?    ?  

WP_103518626.1
NZ_CATWFT010000001.1:361894-366118                        
Ralstonia pickettii                                       

RF3_C GTP_EFTU_D2 GTPase GTP_EFTU   ?  Tlde1* MdcG_N MdcG Acyl_transf_1

WP_148374310.1
NZ_CABKOK010000009.1:999087-1002626                       
Helicobacter bilis                                        

  ?    ?  VgrG   ?  Tlde1*

WP_011115079.1
NC_004917.1:223218-228129                                 
Helicobacter hepaticus ATCC 51449                         

  ?  Gly-zipper_YMGG Tlde1* Imm58   ?    ?  

WP_011975966.1
NC_009636.1:1906433-1910589                               
Sinorhizobium medicae WSM419                              

  ?  Tlde1*   ?  DUF5309   ?  

WP_011975966.1
NZ_WIRH01000151.1:12314-16470                             
Sinorhizobium medicae                                     

Tlde1   ?  DUF5309   ?    ?  

WP_041666297.1
NC_013512.1:1029724-1033691                               
Sulfurospirillum deleyianum DSM 6946                      

rve_3 HIN-HTH IstB_IS21   ?  Tlde1*   ?  

WP_017017050.1
NZ_AJYH02000270.1:14200-20165                             
Enterovibrio norvegicus                                   

  ?  Peptidase_S41 DUF2927 Tlde1* LacI PBPI

WP_018999917.1
NZ_KB899596.1:6193-9362                                   
Megamonas rupellensis DSM 19944                           

  ?    ?  Tlde1* DUF4280 RHS RHS

WP_019448469.1
NZ_ALOU01000019.1:353817-356272                           
Cupriavidus sp. BIS7                                      

ABC_tran   ?  Tlde1*   ?    ?  

WP_157160337.1
NZ_ALOU01000086.1:12016-17673                             
Cupriavidus sp. BIS7                                      

  ?  BLBD PYC_OADA HMGL-like Biotin_carb_C CPSase_L_D2 Tlde1*   ?  PAS

WP_052522391.1
NZ_BAMD01000155.1:590-2616                                
Saccharicrinis fermentans DSM 9555 = JCM 21142            

  ?    ?  Tlde1*

WP_031532514.1
NZ_JNKX01000015.1:97928-102544                            
Bacteroides sp. Ga6A2                                     

HPPK   ?  RHS Tlde1* LRR   ?  

WP_084153374.1
NZ_CP033381.1:3229025-3239040                             
Methylomonas sp. LW13                                     

HIN-HTH GDResolvase   ?  ABC_tran ABC_membrane DUF6531 RHS_repeat RHS RHS RHS Tlde1* rve

WP_138069940.1
NZ_FZNG01000048.1:1-1755                                  
Helicobacter trogontum                                    

  ?    ?  Tlde1*

WP_230849989.1
NZ_CDRJ01000001.1:4345921-4352785                         
Ralstonia solanacearum                                    

EutC DUF6537 POR Fer4_10 TPP_enzyme_C 35exo Exonuc_X-T_C   ?  Tlde1*

WP_042153421.1
NZ_BBZB01000001.1:1851584-1865447                         
Pseudoalteromonas sp. '520P1 No. 423'                     

  ?  Tlde1*   ?    ?  HTH_Tnp_1 HTH_21 rve rve_2

WP_052375613.1
NZ_ASRX01000033.1:5517-12219                              
Chondromyces apiculatus DSM 436                           

GGDEF_2 HTH_30 SMODS-polBeta Nrap_D5 Tlde1* FMO-like   ?  

WP_118882840.1
NZ_AP029014.1:1276485-1280381                             
Ralstonia syzygii subsp. indonesiensis                    

LysR_substrate   ?  Tlde1* PBP_like_2 PBP_like MODE-HTH

WP_053938921.1
NZ_LAQT01000027.1:53124-58414                             
Amantichitinum ursilacus                                  

MFS_1 DSBH HTH_18 Tlde1*   ?  DEAD Helicase_C Suv3_C_1 SUV3_C

WP_055425392.1
NZ_FCOR01000005.1:126180-129850                           
Apibacter mensalis                                        

  ?  Rick-17kDa-Anti Tlde1*   ?    ?  

WP_082584162.1
NZ_LMHZ01000023.1:82164-88565                             
Noviherbaspirillum sp. Root189                            

REase SLFN-g3_helicase   ?  Tlde1* REase MFS_4

WP_192313991.1
NZ_JACVAM010000001.1:786366-790484                        
Pseudomonas sp. PDM16                                     

OmpR-HTH His-Kinase HisKA PhoR Tlde1*   ?  UbiA

WP_063742817.1
NZ_LRTL01000007.1:139958-144200                           
Flavobacterium psychrophilum                              

RHS TseH RHS Tlde1*   ?    ?  RHS

WP_065792104.1
NZ_MBSO01000028.1:56410-61876                             
Ensifer sp. LC11                                          

  ?  Tlde1* Phage_lysozyme2   ?    ?  

WP_066131903.1
NZ_FKIF01000008.1:305848-308708                           
Bordetella ansorpii                                       

  ?    ?  Tlde1*   ?  RadC

WP_066688715.1
NZ_CM132123.1:1232728-1237763                             
Sphingomonas hankookensis                                 

  ?  Tlde1*   ?  Clp_N ClpABN-AAA ClpABC-AAA PG_binding_1 NLPC

WP_082733960.1
NZ_LLWC01000029.1:581-3159                                
Polycladidibacter hongkongensis                           

  ?  Tlde1*   ?  DUF1153 rve_3

WP_074858314.1
NZ_FOVY01000002.1:346782-349471                           
Nitrosospira briensis                                     

  ?  Tlde1* LPAM_2 Acyltransferase YgjP-like

WP_075179422.1
NZ_CAXHZV010000011.1:162-2882                             
Neptunomonas phycophila                                   

Tlde1* DUF2195 KAP_NTPase

WP_076502898.1
NZ_FTOP01000021.1:9271-14570                              
Belliella pelovolcani                                     

RHS Tlde1*   ?    ?    ?  RHS

WP_079853597.1
NZ_JAKNOA010000200.1:1-5156                               
Vibrio parahaemolyticus                                   

Tlde1* APH REase   ?    ?  

WP_256867243.1
NZ_MNLF01000053.1:90-3259                                 
Vibrio campbellii                                         

DinB Tae4 DUF2195   ?  Tlde1*

WP_087582086.1
NZ_NDYQ01000015.1:46001-51052                             
Campylobacter concisus                                    

  ?    ?  Tlde1*   ?    ?  

WP_088595057.1
NZ_CP022022.1:3210822-3217220                             
Capnocytophaga endodontalis                               

  ?  Ntox42-ColicinM-4 Tlde1* Phage_GPD Phage_base_V DUF2345   ?  

WP_088888978.1
NZ_NKFP01000001.1:378962-387432                           
Leptolyngbya ohadii IS1                                   

MPTase-PVC MPTase-PVC Tlde1 ClaspCone-2* Metallopeptidase PT-Rossmannoid   ?    ?  

WP_089814658.1
NZ_FOUX01000006.1:602925-610266                           
Chitinophaga sp. YR627                                    

Transglut_core2 RHS Tlde1*   ?  Peptidase_M60 M60-like_N GIFT DUF2911

WP_162295022.1
NZ_JAAEAH010000006.1:48998-59814                          
Myxococcus sp. CA023                                      

  ?    ?  RHS RHS Tlde1* DtxR-HTH   ?  

WP_175443836.1
NZ_FMVD01000001.1:695164-701749                           
Nitrosospira sp. Nsp13                                    

  ?    ?    ?  Glyco_hydro_25 Tlde1* Peptidase_M3 Peptidase_M3_N

WP_091345346.1
NZ_FMHV01000002.1:5392429-5401172                         
Micromonospora rhizosphaerae                              

Pvc16_N PVC-AAA Tlde1* MPTase-PVC   ?  

WP_139253994.1
NZ_FNRJ01000041.1:1948-3526                               
Marinobacterium iners DSM 11526                           

HTH_3   ?  RHS Tlde1*

WP_227117570.1
NZ_JAJCCR010000035.1:6539-10801                           
Flavobacterium psychrophilum                              

  ?  RelE-ParE Phage_integrase Phage_int_SAM_4 Phage_integrase RHS Tlde1*

WP_107470879.1
NZ_LT907981.1:3629593-3638373                             
Streptomyces sp. 2323.1                                   

cHTH   ?    ?  Tlde1* Tox-RES

WP_099644116.1
NZ_NKHF01000118.1:286-1425                                
Pseudoalteromonas piscicida                               

DUF637 Tlde1* rve_3

WP_104718853.1
NZ_FZND01000081.1:2926-7495                               
Helicobacter trogontum                                    

  ?    ?  Tlde1 STox-56*   ?  VgrG

WP_105028839.1
NZ_JAKZRL010000001.1:264990-269839                        
Limnobacter sp.                                           

Ribosomal_L9_N Ribosomal_L9_C DnaB DnaB_C LAGLIDADG_3 DnaB_C Tlde1*   ?    ?  

WP_105102097.1
NZ_PREV01000026.1:1079327-1082148                         
Microbulbifer pacificus                                   

  ?  DUF637 Tlde1* RHS   ?    ?  

WP_106771368.1
NZ_PXYK01000005.1:96928-112832                            
Kumtagia ephedrae                                         

  ?  Subtilisin Tlde1*   ?  OmpA FCD LexA-HTH

WP_258436089.1
NZ_NHYN01000001.1:1-2501                                  
Helicobacter sp. 15-1451                                  

  ?    ?    ?  MTase Tlde1*

WP_115547222.1
NZ_NXLP01000061.1:196-4095                                
Helicobacter sp. MIT 14-3879                              

Tlde1 Tlde1*   ?  Tae4   ?  

WP_170212875.1
NZ_BONH01000007.1:42040-47031                             
Catellatospora citrea                                     

HerA   ?  Caspase Tlde1* Caspase RNaseH-CATRA

WP_128222953.1
NZ_CP025828.1:45402-51982                                 
Akkermansia muciniphila                                   

RHS   ?  PepSY RHS Tlde1* RHS RHS RHS Tox-JAB2

WP_127042374.1
NZ_RZHC01000019.1:681505-684226                           
Vreelandella populi                                       

Tlde1*   ?  Acetylase PAAR_motif Acetylase

WP_127973937.1
NZ_CP034836.1:6398010-6401578                             
Hahella sp. KA22                                          

DUF2195 Tlde1* GST_C_2 GST_N_3 ANTHRAXPAG-N LysE

WP_128090577.1
NZ_MOAI01000074.1:1-1992                                  
Ensifer sp. 1H6                                           

Metallopeptidase Tlde1*   ?  

WP_241648591.1
NZ_JALHKP010000002.1:381823-387188                        
Pseudodesulfovibrio sp. S3-i                              

  ?    ?  Imm-min-wnt RHS Tlde1* MdoG

WP_239979907.1
NZ_JAKEVL010000011.1:24074-27449                          
Pseudoalteromonas piscicida                               

DUF2798 ABM MC3 CTD7 Tlde1*

WP_130209711.1
NZ_PDIE01000025.1:97621-102391                            
Escherichia sp. E3356                                     

DcrB Phage_GPD VgrG Tlde1* DUF2195 T6SS_Tgi2PP

WP_227544703.1
NZ_SMYL01000004.1:311786-316026                           
Sapientia aquatica                                        

T6SS_HCP HTH_8 NtrC-AAA Receiver His-Kinase Tlde1* His-Kinase

WP_206076837.1
NZ_SPUM01000051.1:969-7269                                
Massilia horti                                            

Phage_T4_gp19 Phagesheath Aldose_epim Metallopeptidase Tlde1 Metallopeptidase* MPTase-PVC

WP_250156335.1
NZ_JAGDJD010000010.1:161916-166394                        
Vibrio alginolyticus                                      

  ?    ?  Abhydrolase_1 Tlde1* DUF2195

WP_171020463.1
NZ_JBDKXK010000012.1:224044-229536                        
Cupriavidus sp. DL-D2                                     

  ?  Thiolase_C Thiolase_N 3HCDH 3HCDH 3HCDH_N ENOYCOADEHYD Tlde1*   ?  

WP_160472259.1
NZ_WHLX01000001.1:1603384-1610660                         
Cupriavidus sp. SW-Y-13                                   

Thiolase_C Thiolase_N ABC_tran   ?  Tlde1*   ?    ?  Tlde1* 3HCDH 3HCDH 3HCDH_N ENOYCOADEHYD

WP_185908946.1
NZ_QHLI01000135.1:188-1528                                
Campylobacter troglodytis                                 

  ?    ?  Tlde1*

WP_149139226.1
NZ_CP043441.1:2734510-2738072                             
Cupriavidus campinensis                                   

  ?  SBP_bac_3 Tlde1* Acyl_transf_3   ?  

WP_186456793.1
NZ_CP042239.1:3362800-3371977                             
Sphingomonas suaedae                                      

ParB Phage_AlpA VirB2 RHS RHS Tlde1* Big_9

WP_244298091.1
NZ_CABFJY010000033.1:43472-48892                          
Actinobacillus vicugnae                                   

UPF0231 GlnE GlnD_UR_UTase GlnE GlnD_UR_UTase PAAR_motif YCII Tlde1*

WP_151033976.1
NZ_CP031728.1:4731245-4734758                             
Cellvibrio sp. KY-GH-1                                    

Transposase_mut   ?  CcdA Tlde1* DUF2195

WP_153423889.1
NZ_WIRH01000207.1:3901-16047                              
Sinorhizobium medicae                                     

PEP-utilisers-C   ?  Tlde1* YtkA HTH

WP_156871017.1
NZ_VRKW01000003.1:457551-461003                           
Ketobacter sp. MCCC 1A13808                               

CopG_antitoxin BrnT_toxin Tlde1* HEPN_AbiU2   ?  

WP_156872172.1
NZ_VRKW01000007.1:246131-248251                           
Ketobacter sp. MCCC 1A13808                               

Transposase_20 DEDD_Tnp_IS110   ?  Tlde1* rve_3

WP_158972453.1
NZ_CP047023.1:4820920-4830071                             
Paraglaciecola sp. L3A3                                   

Ubie_methyltran RHS_repeat RHS Tlde1*   ?  Imm11 SCP2

WP_160653597.1
NZ_RSEJ01000018.1:273-3468                                
Photobacterium alginatilyticum                            

  ?  Tlde1* Phage_integrase Phage_int_SAM_4 DUF3622

WP_163682474.1
NZ_JAAIYP010000044.1:163629-169613                        
Magnetospirillum aberrantis SpK                           

DUF1493 PG-binding PG-binding Tlde1* RelE-ParE RHH_1

WP_204760720.1
NZ_JAFBCX010000001.1:1071597-1076845                      
Lentzea nigeriaca                                         

Pup_ligase PSII_BNR PSII_BNR Tlde1* Abhydrolase_1 WYL

WP_167238755.1
NZ_WHJF01000061.1:18771-22361                             
Massilia genomosp. 1                                      

Hemerythrin Tlde1* DUF2195 AAA_28 cNMPBD CRP-HTH

WP_173513086.1
NZ_JABEKV010000004.1:684306-690542                        
Sinorhizobium psoraleae                                   

  ?  DUF5309 Tlde1*   ?    ?  

WP_178961482.1
NZ_JACAWZ010000008.1:453274-457499                        
Ralstonia pickettii                                       

MdcG_N MdcG Acyl_transf_1 Tlde1*   ?  RF3_C GTP_EFTU_D2 GTP_EFTU

WP_187964379.1
NZ_JACVDC010000007.1:95876-101958                         
Sinomicrobium weinanense                                  

  ?  Phage_GPD Phage_base_V DUF4280 Tlde1* DUF3187   ?  

WP_188413444.1
NZ_BMDO01000001.1:556185-563005                           
Mucilaginibacter galii                                    

Sigma70_r2 Sigma70_r4_2   ?  Tlde1* BRCT HhH DNA_ligase_ZBD DNA_ligase_OB DNA_ligase_aden DUF5686 CarbopepD_reg_2

WP_189649296.1
NZ_BMRC01000009.1:252972-259645                           
Nonomuraea spiralis                                       

CMD STY-kinase Tlde1*   ?    ?  

WP_190810322.1
NZ_JACVMN010000002.1:639970-643316                        
Flagellimonas sp. S3867                                   

Synaptojanin   ?  Tlde1* Amidase_3   ?  

WP_199341110.1
NZ_JACJTB010000043.1:817-5217                             
Nostoc spongiaeforme FACHB-130                            

  ?    ?  DUF2934 Pentapeptide REase Tlde1 LysM*

WP_192316947.1
NZ_JACVAM010000002.1:700224-703408                        
Pseudomonas sp. PDM16                                     

AIM24   ?  Tlde1* DUF2195 OmpA DUF4398

WP_193022497.1
NZ_CP062946.1:533821-538467                               
Thalassotalea sp. LPB0316                                 

FMN_red PBPII RHS DUF637 Tlde1*   ?  DUF637 DUF637 RHS

WP_193170198.1
NZ_JACZFS010000008.1:35457-41077                          
Nisaea nitritireducens                                    

AMP-binding_C AMP-binding FAD_binding_3 PG_binding_1 Tlde1*   ?  Aldedh

WP_194908870.1
NZ_JAACYW010000041.1:19119-26875                          
Catenulispora rubra                                       

Tlde1* AP-ATPase TPR_MalT   ?    ?    ?  

WP_197339324.1
NZ_JACWOR010000044.1:4049-10912                           
Ralstonia solanacearum                                    

DUF6537 POR Fer4_10 TPP_enzyme_C   ?  Tlde1* 35exo Exonuc_X-T_C EutC

WP_199054491.1
NZ_JAELTZ010000049.1:4212-7600                            
Aquitalea sp. ASV15                                       

Ribonuc_L-PSP PfkB Tlde1*   ?    ?  

WP_200364818.1
NZ_VCGY01000005.1:24043-28531                             
Marinobacter sp. 1-4A                                     

Radical_SAM NRDD Tlde1*   ?  YkuD

WP_201838801.1
NZ_JAERQD010000048.1:19709-41470                          
Microvirga zambiensis WSM3693                             

ab-Hydrolase 2TM-pepa Tlde1*   ?    ?  

WP_204215739.1
NZ_JAFEMB010000002.1:536248-544226                        
Microvirga pudoricolor                                    

MBOAT DAHP_synth_2 Tlde1 HINT* Pyr_redox_2 Pyr_redox_dim Wzy_C

WP_241010251.1
NZ_JACAWF010000104.1:46997-53134                          
Aggregatibacter actinomycetemcomitans                     

PSYN Cu-oxidase_4 Sulfatase Nitroreductase PAAR_motif Tlde1*

WP_207689614.1
NZ_CP061799.1:6692648-6701688                             
Desulfonema limicola                                      

  ?  Receiver DUF6531 RHS_repeat RHS_repeat RHS RHS RHS RHS Tlde1* PhdYeFM_antitox PIN

WP_211977301.1
NZ_CBFHAM010000082.1:27808-31663                          
Chitinophaga hostae                                       

FecR_C FecR Sigma70_r2 Sigma70_r4_2 Tlde1*   ?  EamA EamA

WP_215828808.1
NZ_JAHGVE010000005.1:9218-11916                           
Pelorhabdus rhamnosifermentans                            

  ?    ?  Tlde1* MODE-HTH MOG1

WP_220234147.1
NZ_CP048266.1:828089-832811                               
Apibacter sp. ESL0432                                     

Imm-BamE RHS Tlde1*   ?    ?  RHS

WP_227814809.1
NZ_JAFKAB010000001.1:874387-881128                        
Nitrogeniibacter aestuarii                                

CCP_MauG DUF2195 Tlde1* AAA_15 OLD-like_TOPRIM UvrD_C UvrD_C UvrD-helicase REase

WP_237030757.1
NZ_CP090491.1:3364-7199                                   
Photobacterium damselae subsp. damselae                   

Terminase   ?  Tlde1*   ?    ?  

WP_237381236.1
NZ_CP071793.1:464936-468839                               
Sulfidibacter corallicola                                 

OmpA Tlde1*   ?    ?  Receiver SpoIIE

WP_254510045.1
NZ_JAMLFW010000001.1:4437035-4443476                      
Anatilimnocola floriformis                                

T2SSE MshEN   ?  Tlde1* FHA GAF NtrC-AAA HTH_8 YiiM_3-alpha MOSC

WP_255827577.1
NZ_CP073343.1:354041-356170                               
Marinomonas rhizomae                                      

Tox-GHH2 DUF2195 Tlde1*   ?    ?  

WP_257450546.1
NZ_JANKBZ010000003.1:652856-655435                        
Archangium lipolyticum                                    

  ?    ?  LysM Tlde1* 5_nucleotid   ?  


