
AHB69223.1
CP006731.1:893970-899048                                        
Cronobacter malonaticus                                         

DUF1062 MutS_V MutS_III MutS_II MutS_I Tae2*   ?  Acetylase

APR85680.1
CP016211.1:12576665-12581161                                    
Minicystis rosea                                                

HTH_36 Glu_cyclase_2 Tae2* HisKA His-Kinase Receiver HTH_8

ATU05358.1
CP017714.1:583783-588705                                        
Candidatus Gracilibacteria bacterium HOT-871                    

  ?    ?  Tae2* DnaJ_C DnaJ_CXXCXGXG DnaJ HKD HKD

BCQ27213.1
AP024325.1:347148-351963                                        
Caballeronia sp. NK8                                            

DUF5074   ?  Tae2* EAL GGDEF PAS_4   ?  

CAA2137493.1
LR743510.1:737242-746830                                        
Methylobacterium bullatum                                       

  ?    ?  PhageMin_Tail Phage_lysozyme2 Tae2* Recombinase GDResolvase DUF4238

CAD7854675.1
CAJINC010005451.1:206-1133                                      
Olavius algarvensis Gamma 1 endosymbiont                        

Tae2*

CAG0969288.1
CAJPFR010000344.1:266-3520                                      
Anaerolineae bacterium                                          

Tae2* Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1 Sel1

CCJ86126.1
CALA01000393.1:3225806-3233215                                  
Cronobacter dublinensis 582                                     

  ?  UDG Tae2* DUF1493 polyprenyl_synt

EDW7721863.1
AAOKND010000002.1:434151-440102                                 
Salmonella enterica                                             

Metallopeptidase   ?  Tae2* 3D MltA UbE1

EET09547.1
CM000832.1:318279-320636                                        
Burkholderia pseudomallei 1710a                                 

  ?    ?    ?    ?  Tae2*

EHC95297.1
AFCT01000178.1:5936-8903                                        
Salmonella enterica subsp. enterica serovar Rubislaw str. A4-653

T6SS_VipA VipB VipB_2 Tae2*   ?  

HAK90407.1
DMMQ01000071.1:6896-13211                                       
Massilia timonae                                                

Fapy_DNA_glyco H2TH zf-FPG_IleRS Receiver DUF3369 HDGYP Tae2* His-Kinase GAF GAF   ?  

HAM22839.1
DMNR01000310.1:851-3775                                         
Actinomycetota bacterium                                        

DUF4280   ?  Tae2* ClpABC-AAA

HBZ07699.1
DOUW01000458.1:1-4474                                           
Massilia sp.                                                    

MutS_II MutS_I T6SS_HCP Tae2*   ?  AI-2E_transport

HII91705.1
DUGT01000073.1:1656-6500                                        
Methanosarcina sp.                                              

PG-binding IG Tae2* HGTP_anticodon tRNA-synt_His Aminotran_1_2 zf-like

HII93624.1
DUGT01000196.1:10457-15175                                      
Methanosarcina sp.                                              

ZT_dimer Cation_efflux   ?  Tae2* HSP20 PhosphMutase

HIK55569.1
DVEB01000186.1:346-5506                                         
Synechococcales cyanobacterium M55_K2018_004                    

DUF790 HhH UvrC_RNaseH_dom UVR GIY-YIG SH3 SH3 Tae2*

KAA0577728.1
VTTK01000008.1:35329-39091                                      
Azospirillum sp. Sh1                                            

Zn_Tnp_IS1595 DDE_Tnp_IS1595   ?    ?  Acetyltransf_CG Tae2*

KAA6455738.1
VANK01000019.1:6715-12454                                       
Acidobacteria bacterium AB60                                    

Cytochrom_C552   ?  Nramp Peptidase_M28 Tae2*

KAA6461894.1
VANK01000003.1:203314-214460                                    
Acidobacteria bacterium AB60                                    

Phage_integrase   ?  RHS_repeat RHS RHS Tae2*   ?  Phage_integrase

KES10462.1
JAIK01000388.1:30767-31916                                      
Snodgrassella alvi SCGC AB-598-O11                              

  ?    ?  Tae2*

KQV49058.1
LMCY01000012.1:130086-133911                                    
Massilia sp. Root335                                            

Mur_ligase_C Mur_ligase_M   ?  Tae2*   ?  Trp_syntA

MBB1565060.1
JABCOD020000014.1:75914-79953                                   
Candidatus Gracilibacteria bacterium                            

HSP70   ?  Tae2*   ?    ?  

MBB4200748.1
JACIGC010000036.1:7065-10189                                    
Rhodoblastus sphagnicola                                        

CCDC90-like   ?  Tae2*   ?    ?  

MBC7503804.1
JACMPX010000029.1:9317-14698                                    
Candidatus Gracilibacteria bacterium                            

AI-2E_transport   ?  Tae2* T2SSE Thioredoxin_4

MBC7503988.1
JACMPX010000041.1:26574-31210                                   
Candidatus Gracilibacteria bacterium                            

Hydrolase_3 Acetyltransf_6 Tae2*   ?  Peptidase_M3

MBC9881793.1
JAANIH010000053.1:55501-62186                                   
Bradyrhizobium campsiandrae                                     

Synaptojanin Receiver His-Kinase PAS Rv2525c_GlyHyd-like Tae2*

MBD8543567.1
JACYUE010000002.1:563440-569201                                 
Oxalobacteraceae sp. CFBP 8761                                  

  ?    ?  Tae2* Asp_Glu_race Fumerase Fumerase_C

MBD8564469.1
JACYUC010000002.1:726549-730928                                 
Oxalobacteraceae sp. CFBP 8763                                  

Hydrolase_4   ?  Tae2* Peptidase_S51 Acetylase

MBE0661635.1
JACZJK010000016.1:314283-318958                                 
Bacteroidales bacterium                                         

Metallophos_3 Esterase Tae2* Trypsin   ?  

MBF0167103.1
JADGCC010000005.1:115704-121129                                 
Alphaproteobacteria bacterium                                   

ABC_tran ABC_tran BPD_transp_1 PG-binding Tae2*   ?    ?  

MBF0325687.1
JADGAI010000024.1:1-2698                                        
Alphaproteobacteria bacterium                                   

Tae2*   ?  GGDEF

MBF0355533.1
JADFZV010000021.1:22888-27677                                   
Alphaproteobacteria bacterium                                   

Glyco_transf_41 TPR   ?  Tae2*   ?  IONCHANNEL cNMPBD

MBF0355664.1
JADFZV010000024.1:15-3896                                       
Alphaproteobacteria bacterium                                   

  ?    ?  Tae2* DUF4424 DsbD_2

MBF2020361.1
JACYLS010000041.1:1565-4501                                     
Hydrococcus sp. C42_A2020_068                                   

  ?    ?  Tae2*   ?  

MBI1245763.1
WGNX01000010.1:98516-102091                                     
Alphaproteobacteria bacterium                                   

  ?    ?  Tae2* DUF1194 Glycos_transf_1 Glyco_transf_4

MBI1907500.1
JACOUN010000116.1:28907-32911                                   
Rhodocyclales bacterium                                         

EamA EamA   ?  Tae2* EamA ParB

MBI3506771.1
JACQAH010000100.1:8894-13298                                    
Proteobacteria bacterium                                        

  ?    ?  PG-binding Tae2* DUF1194 Glycos_transf_1 Glyco_transf_4

MBI3676242.1
JACQDN010000027.1:18772-23182                                   
Proteobacteria bacterium                                        

  ?    ?  Tae2* Ribosomal_S9 Ribosomal_L13

MBI5162578.1
JACRFY010000021.1:6246-7883                                     
Magnetospirillum sp.                                            

  ?    ?  Tae2*

MBI5163356.1
JACRFY010000082.1:335-4036                                      
Magnetospirillum sp.                                            

PG-binding Tae2*   ?  HTH_3

MBI5758357.1
JACRIH010000200.1:4652-9369                                     
Planctomycetales bacterium                                      

  ?    ?  Tae2* N_methyl SBP_bac_10 SET

MBK6931720.1
JADJEJ010000005.1:326527-332587                                 
Saprospirales bacterium                                         

  ?    ?  Tae2* Ferredoxin-RRM Pyr_redox_2 Fer4_20 POR PFOR_II POR_N

MBK8149953.1
JADJQL010000016.1:168824-172672                                 
Acidobacteria bacterium                                         

RHS   ?  Tae2*

MBK8251826.1
JADJRH010000001.1:1075978-1079678                               
Polyangiaceae bacterium                                         

DUF1684   ?  Tae2* Urocanase_C Urocanase Urocanase_N SnoaL_3

MBK9362023.1
JADJYX010000020.1:59222-62460                                   
Rubrivivax sp.                                                  

TPP_enzyme_C PFO_beta_C 4HBT Tae2*   ?    ?  

MBL0028890.1
JADKGG010000005.1:233659-241277                                 
Rhodanobacteraceae bacterium                                    

Penicil_amidase   ?  RHS Tae2* STox-23   ?  

MBL0341132.1
JADKJB010000007.1:60357-63068                                   
Bacteroidetes bacterium                                         

PG_binding_1 Peptidase_C70   ?  Tae2* Imm55 Tox-SHH

MBL1152034.1
RBNA01000007.1:25358-31252                                      
Armatimonadota bacterium                                        

Met_synt_B12 B12-binding B12-binding_2   ?  Tae2* OsmC TIM

MBL8833525.1
JAEUKY010000281.1:5698-10604                                    
Rhodospirillales bacterium                                      

PG-binding   ?  PG-binding Tae2* Radical_SAM LAM_C tRNA-synt_2

MBM3996362.1
VGZI01000138.1:96-4445                                          
Planctomycetota bacterium                                       

DUF433 Phage_portal Tae2* Sugar-bind BirA-HTH Inositol_P

MBN1980511.1
JAFGEB010000088.1:879-4415                                      
Chitinivibrionales bacterium                                    

Receiver   ?  Tae2* Sigma70_r4_2 Sigma70_r2   ?  

MBN8889729.1
JAFKLE010000239.1:1-2285                                        
Rhodospirillales bacterium                                      

Tae2*   ?  DUF5625

MBN9436581.1
JAFKFZ010000021.1:67426-71116                                   
Bosea sp. (in: a-proteobacteria)                                

TPR   ?  Tae2* cobW CobW_C   ?  

MBN9495245.1
JAFKFM010000006.1:100732-106408                                 
Alphaproteobacteria bacterium                                   

Abhydrolase_1 Peptidase_M48 PSBP Tae2*   ?    ?  

MBO1047249.1
JAAVVT010000003.1:1123139-1128736                               
Dolichospermum sp. DEX182a                                      

  ?  TPR AP-ATPase BetaPropeller Tae2*   ?    ?  

MBO6883312.1
JAEPMO010000032.1:18351-20844                                   
Marivita sp.                                                    

  ?  MmcB-like Tae2* DUF6324 Acetylase

MBP6563151.1
JAGNPU010000154.1:1062-5316                                     
Neisseriaceae bacterium                                         

Phage_GPD VgrG DUF2345 DUF2169 Tae2*   ?  

MBP6981331.1
JAGOMW010000008.1:6826-10734                                    
Candidatus Gracilibacteria bacterium                            

YggU OAntigen-ligase Tae2*   ?    ?  

MBP9779680.1
JAGOTC010000020.1:6038-11586                                    
Candidatus Gracilibacteria bacterium                            

Peptidase_M3   ?  Tae2* Acetyltransf_6 PGM_PMM_I PGM_PMM_II PGM_PMM_III PGM_PMM_IV

MBQ5950328.1
JAGPWC010000112.1:1-3237                                        
Massilia sp. ST3                                                

DctM Tae2*   ?  PAS HisKA His-Kinase

MBS0313506.1
JAFEDD010000011.1:35156-39795                                   
Proteobacteria bacterium                                        

Tox-MPTase1 DUF72 Tae2* STox-50   ?  

MBS1796053.1
JAFDVJ010000066.1:29072-32580                                   
Acidobacteria bacterium                                         

  ?  AhpC-TSA Tae2* Iron_traffic ZnR

MBS9775109.1
JAGYHL010000002.1:8581-14265                                    
Candidatus Gracilibacteria bacterium                            

YtxH ClpABN-AAA ClpABC-AAA Tae2*   ?    ?  

MBU0745298.1
JAHIYQ010000017.1:3762-7896                                     
Gammaproteobacteria bacterium                                   

HTH_18 Y_phosphatase3 Tae2* PG-binding Amidase_2   ?  

MBU4000098.1
JAHIGD010000101.1:1-2483                                        
Patescibacteria group bacterium Bacteria.                       

  ?  Tae2* polyprenyl_synt

MBU4231811.1
JAHIKF010000131.1:10447-13731                                   
Proteobacteria bacterium                                        

  ?  VanY Tae2*   ?    ?  

MBU4338018.1
JAHILZ010000006.1:7857-12155                                    
Patescibacteria group bacterium Bacteria.                       

F420_ligase DUF4015 Tae2*   ?    ?  

MBU4338838.1
JAHILZ010000070.1:1-2767                                        
Patescibacteria group bacterium Bacteria.                       

  ?  Tae2* PSBP Amidase_6

MBU4368877.1
JAHIMU010000082.1:535-3170                                      
Patescibacteria group bacterium Bacteria.                       

PSBP Tae2* S18-HTH SSB

MBU6257761.1
JAGWVB010000030.1:19456-22877                                   
Burkholderiales bacterium                                       

UreF   ?  Tae2* cobW CorA

MBU6303620.1
JAGWVU010000077.1:4249-12337                                    
Verrucomicrobia bacterium                                       

  ?  RHS_repeat RHS RHS RHS RHS Tae2*

MBV8492663.1
JAFALQ010000223.1:1-2564                                        
Alphaproteobacteria bacterium                                   

TPP_enzyme_C TPP_enzyme_M Tae2* Trypsin

MBV8634634.1
JAFANC010000485.1:1-3625                                        
Burkholderiaceae bacterium                                      

  ?  DUF1579 Tae2*   ?  Cys_Met_Meta_PP

MBV8705322.1
JAFANT010000937.1:76-2749                                       
Acetobacteraceae bacterium                                      

rve_2 rve HTH_21 Tae2* DEDD_Tnp_IS110 Transposase_20

MBV8914112.1
JAFAST010000590.1:1-3098                                        
Acetobacteraceae bacterium                                      

Tae2* HAD E1-E2_ATPase HMA HMA HMA

MBV9116761.1
JAFARR010000272.1:373-3173                                      
Acetobacteraceae bacterium                                      

Tae2*   ?  RraA-like

MBW4620619.1
JAHHHA010000012.1:144121-147537                                 
Cyanosarcina radialis HA8281-LM2                                

  ?    ?  Tae2* Tae2 FA_hydroxylase

MBX3453931.1
JAHBYG010000007.1:99886-103559                                  
Ferrovibrio sp.                                                 

Iso_dh GST_N_3 GST_C_2 broken-hairpin Tae2*   ?    ?  

MBX3526474.1
JAHBYT010000048.1:9110-16097                                    
Rhodoblastus sp.                                                

Band-7   ?  Tae2 TrbL*   ?    ?  

MBX9751413.1
JAIEQY010000271.1:1-5373                                        
Roseococcus sp.                                                 

HAD E1-E2_ATPase HMA HMA Trypsin Tae2* Hydrolase_4 2-Hacid_dh 2-Hacid_dh_C

MBX9809243.1
JAIESH010000070.1:4573-9318                                     
Candidatus Gracilibacteria bacterium                            

Hydrolase_3 Acetyltransf_6 Tae2* Peptidase_M3_N Peptidase_M3 35exo

MBX9809547.1
JAIESH010000112.1:12094-16003                                   
Candidatus Gracilibacteria bacterium                            

Imm32   ?  Tae2 DUF572*   ?  tRNA-synt_2b

MBX9809798.1
JAIESH010000137.1:2146-9029                                     
Candidatus Gracilibacteria bacterium                            

N_methyl UvrC_RNaseH_dom GIY-YIG Tae2*   ?  MepB-like

MBY0397655.1
JAIENW010001448.1:1-1251                                        
Thermoleophilia bacterium                                       

Tae2*

MBY0398016.1
JAIENW010001652.1:1-2927                                        
Thermoleophilia bacterium                                       

FDX-ACB tRNA_synthFbeta SEC-C Tae2* TPR_MalT

MCA0451857.1
JAIUNH010000451.1:1908-3655                                     
Proteobacteria bacterium                                        

  ?    ?  Tae2*

MCA8993587.1
JAGQQN010000125.1:14120-17138                                   
Planctomycetaceae bacterium                                     

BD-FAE AXE1 Tae2*

MCB0183349.1
JAGRCH010000404.1:119-1006                                      
Caldilineaceae bacterium                                        

WXG Tae2*

MCB0257077.1
JAGRBR010000538.1:92-2582                                       
Anaerolineae bacterium                                          

WXG100 Tae2*   ?    ?  

MCB2261467.1
JAIZWN010000048.1:170-1274                                      
Candidatus Thiosymbion ectosymbiont of Robbea hypermnestra      

Tae2*   ?  

MCC6552848.1
JADLAG010000165.1:256-10561                                     
Polyangiaceae bacterium                                         

PUD Alpha-amylase DUF3459 DUF4379 DUF4379 DUF4379 DUF4379 DUF4379 DUF4379 Tae2* Cation_ATPase_C HAD Cation_ATPase E1-E2_ATPase Cation_ATPase_N PspA

MSU78511.1
SIAQ01000044.1:25399-31895                                      
Gemmataceae bacterium                                           

DUF433   ?  Tae2* Amino_oxidase   ?  

MTJ46695.1
VIKX01000014.1:73626-77404                                      
Dolichospermum sp. UHCC 0259                                    

UbiA BetaPropeller Tae2* DUF433 Aldolase

MVM37678.1
WPIM01000001.1:1977639-1981023                                  
Spirosoma telluris                                              

DUF4113 IMS_C IMS_HHH IMS LexA-protease Tae2*   ?    ?  

MYM71177.1
WWCR01000002.1:23295-26323                                      
Duganella margarita                                             

HTH_17   ?  Tae2* ADH_zinc_N ADH_N Rick-17kDa-Anti

MYN03802.1
WWCJ01000011.1:194338-199660                                    
Pseudoduganella guangdongensis                                  

halocin-C858 Mbetalac Tae2* Cys_Met_Meta_PP TRAM_2 RADICAL-SAM UPF0004

NEO28423.1
JAAHIB010001210.1:1-1279                                        
Kamptonema sp. SIO4C4                                           

  ?  Tectonin Tae2*

NHZ96170.1
WHJI01000009.1:59002-62496                                      
Massilia sp. CCM 8734                                           

  ?    ?  Tae2* FdhD-NarQ ParD_antitoxin

NJN73343.1
JAAUPR010000040.1:190-5746                                      
Limnothrix sp. RL_2_0                                           

S4 tRNA-synt_1b   ?  SH3 Tae2* BULBLECTIN PTSEIIA1 T2SSE

NLN43072.1
JAAYKR010000055.1:1-2530                                        
Methanosarcina sp.                                              

IG Tae2* Pyrophosphatase Diphthami_syn_2

NND81615.1
JABDKW010000017.1:53754-58458                                   
Gammaproteobacteria bacterium                                   

His-Kinase Trans_reg_C Receiver Tae2* His-Kinase HisKA HAMP OmpR-HTH

NRH20423.1
JABFSX010000002.1:93-5520                                       
Candidatus Gracilibacteria bacterium                            

Peptidase_M3 Glyco_hydro_25 Tae2* Acetyltransf_6 PGM_PMM_I PGM_PMM_II PGM_PMM_III PGM_PMM_IV

NRH21284.1
JABFSX010000012.1:11050-16523                                   
Candidatus Gracilibacteria bacterium                            

Polysacc_synt_C Polysacc_synt   ?  Tae2* DNA_pol_A   ?  

NRH21437.1
JABFSX010000015.1:18421-23889                                   
Candidatus Gracilibacteria bacterium                            

DUF2070   ?  Tae2* Beta_propel   ?  

NUO51452.1
JABFYI010000655.1:1452-5423                                     
Polyangiaceae bacterium                                         

AAA_23 Phage_GPD VgrG Gp5_C Tae2*   ?  MOG1

NVP17198.1
JABWCI010000001.1:105426-113750                                 
Candidatus Gracilibacteria bacterium                            

GTP_EFTU GTP_EFTU_D2 EFG_C BipA_C   ?  Tae2* UMPH-1 N-OB HHH_6 DNA_pol3_finger DNA_pol3_alpha PHP

OAN50031.1
LWQU01000141.1:79619-84755                                      
Magnetospirillum moscoviense                                    

Radical_SAM RlmN_N   ?  Tae2*   ?  PTSEIIA1

OAN55218.1
LWQT01000020.1:67412-72097                                      
Paramagnetospirillum marisnigri                                 

  ?  NADHdh Tae2*   ?  Proton_antipo_M

OBQ05737.1
LJOP01000088.1:23944-30267                                      
Anabaena sp. LE011-02                                           

Exonuc_VII_L N-OB Yae1_N GBD-PPC FG-GAP_3 Tae2* Aminotran_1_2 RuvA_C HHH_5 RuvA_N

OWK41897.1
NIDE01000005.1:385796-397162                                    
Fimbriiglobus ruber                                             

Toast-rack BetaPropeller Sigma70_r4_2 Tae2* STY-kinase   ?  

OYW59661.1
NCCO01000212.1:220-3613                                         
Bosea sp. 12-68-7                                               

PG_binding_1 Tae2* AFG1_ATPase PepSY_TM

PIT38880.1
MEIL01000029.1:554470-558861                                    
Snodgrassella alvi                                              

  ?  Peptidase_M15_4   ?    ?  Tae2*

PIT46942.1
MEIN01000004.1:456523-459761                                    
Snodgrassella alvi                                              

  ?  Peptidase_M15_4   ?    ?  Tae2*

PNE09602.1
PEFW01000177.1:1-2132                                           
Beijerinckiaceae bacterium                                      

  ?    ?  Tae2*   ?  

PTT85280.1
QAJF01000764.1:241-8393                                         
Pelomonas sp. HMWF004                                           

  ?    ?  Tae2*

PTT90512.1
QAJF01000276.1:1163-4569                                        
Pelomonas sp. HMWF004                                           

ABC2_membrane_3   ?  Tae2* DUF2061   ?  

PWT71706.1
PSQZ01000272.1:2107-5002                                        
Chloroflexi bacterium                                           

  ?    ?  Tae2 PG_binding_1*   ?    ?  

PYX43505.1
QIAK01000623.1:512-2826                                         
Acidobacteria bacterium                                         

DUF4280   ?  Tae2* Phage_GPD VgrG DUF2345

QYG02560.1
CP080379.1:814972-818671                                        
Massilia sp. NP310                                              

RnaseH 35exo Tae2*   ?  MTase

RAR82601.1
QLTA01000017.1:56242-60120                                      
Paracidovorax anthurii                                          

HTH Couple_hipA HipA_C Tae2*   ?  Chromate_transp

RJG07407.1
QYUN01000002.1:3539855-3545897                                  
Noviherbaspirillum cavernae                                     

His-Kinase GAF_3 DUF4118 KdpD PTSEIIA2 Tae2* DHDPS   ?  

RPI74453.1
RPPU01000512.1:1-3716                                           
Desulfobacteraceae bacterium                                    

CHASE2 broken-hairpin Tae2* Band-7 Band-7

RYE00749.1
SEFN01000145.1:85-2507                                          
Sphingobacteriales bacterium                                    

RHS Tae2*

RYF24142.1
SECT01000009.1:678-3173                                         
Oxalobacteraceae bacterium                                      

PG_binding_1 Tae2*   ?  Ntox42-ColicinM-5

RYG59547.1
SDYJ01000203.1:720-3977                                         
Alphaproteobacteria bacterium                                   

Tae2*   ?    ?  EFHAND

RYG59629.1
SDYJ01000193.1:3882-7116                                        
Alphaproteobacteria bacterium                                   

  ?    ?  FSIP1 Tae2* EF-hand_7

RYY08695.1
SDYE01001526.1:1-913                                            
Alphaproteobacteria bacterium                                   

MdoG Tae2*

RYY77061.1
SEBU01000001.1:1466182-1483555                                  
Gammaproteobacteria bacterium                                   

DUF5649 TPS Cystatin-FD IG PG_binding_1 Tae2*   ?  TonBC

SFK80986.1
FOSN01000023.1:16115-19446                                      
Methylocapsa palsarum                                           

Uma2   ?  Tae2*   ?    ?  

SFR93698.1
FOZE01000002.1:1431539-1436509                                  
Mitsuaria sp. PDC51                                             

Acyltransferase MFS_1   ?  Tae2*   ?  TGT

TIR16667.1
SUGA01000032.1:16638-19786                                      
Mesorhizobium sp.                                               

  ?    ?  Tae2*   ?    ?  

TLZ27533.1
VBMZ01000117.1:1084-3774                                        
Gammaproteobacteria bacterium                                   

Acyltransferase Ubie_methyltran Tae2*   ?  

TQF83789.1
VIKA01000007.1:18616-22935                                      
Elioraea sp. Yellowstone                                        

  ?  DUF533 Cas_Cas1 Tae2* CRISPR_Cas2

TWB34815.1
VITQ01000011.1:140572-146417                                    
Nitrospirillum viridazoti                                       

TPR AMIN   ?  Tae2*   ?  FliP

TXM72912.1
VRUZ01000038.1:3303-12058                                       
Methylobacterium sp. WL69                                       

  ?    ?  PhageMin_Tail Phage_lysozyme2 Tae2* HTH_62 GDResolvase   ?  

WP_000332237.1
NZ_AEJV01000217.1:3410-7082                                     
Escherichia sp. TW09276                                         

VipB VipB_2 T6SS_HCP Tae2* T6SS_VipA   ?  

WP_234012092.1
NZ_NRNO01000001.1:10857-16055                                   
Cronobacter dublinensis                                         

Fis-HTH Dus MHYT MHYT MHYT GGDEF EAL Tox-REase-7 Tae2*

WP_002730551.1
NZ_CAHP01000042.1:1-4617                                        
Magnetospirillum molischianum DSM 120                           

Tae2* DDE_Tnp_IS66   ?  DUF4141

WP_212182690.1
NZ_JAGSUG010000009.1:235989-239510                              
Burkholderia cenocepacia                                        

Pantoate_transf dNK   ?    ?  Tae2*

WP_226991913.1
NZ_CAKW01000091.1:7172-10340                                    
Cronobacter condimenti 1330                                     

  ?  YtfJ_HI0045 polyprenyl_synt   ?  Tae2*

WP_008277306.1
NZ_AAXW01000041.1:4177-7987                                     
Crocosphaera chwakensis CCY0110                                 

Spike_torovirin XisI BetaPropeller Tae2* HicA_toxin HicB_lk_antitox

WP_175982052.1
NZ_CADFFU010000010.1:150315-155119                              
Caballeronia zhejiangensis                                      

  ?  Sugar_tr Aldedh Tae2* LysR_substrate

WP_008452554.1
NZ_AMWD01000002.1:3694761-3697968                               
Janthinobacterium sp. HH01                                      

PFK Tae2* FA_hydroxylase HTH_3   ?  

WP_083878400.1
NZ_JH976207.1:282185-288176                                     
Acidocella sp. MX-AZ02                                          

PHP DNA_pol3_alpha DNA_pol3_finger HHH_6 N-OB TRUA Formyl_trans_N Formyl_trans_C Tae2*   ?  

WP_011492223.1
NC_007952.1:2214099-2218307                                     
Paraburkholderia xenovorans LB400                               

ABC_tran Porin_4 Tae2*   ?  Peripla_BP_4

WP_175701951.1
NZ_CADEQZ010000001.1:1181475-1184587                            
Burkholderia ambifaria                                          

Pantoate_transf dNK Tae2* Tae2   ?  

WP_012236298.1
NC_010162.1:5132429-5139696                                     
Sorangium cellulosum So ce56                                    

adh_short STox-35 Tae2*   ?    ?  

WP_013088666.1
NC_014117.1:745161-749721                                       
Paraburkholderia atlantica                                      

Peripla_BP_5 Tae2* RHOD-CDC25 PCMT   ?  

WP_168651080.1
NZ_VIKY01000103.1:10118-17559                                   
Dolichospermum sp. UHCC 0352                                    

ATP-sulfurylase PUA_2 PIN   ?  Beta-Roll He_PIG Lipase_GDSL He_PIG W_rich_C Calx-beta Tae2*

WP_015313866.1
NC_019972.1:139560-145572                                       
Methanomethylovorans hollandica DSM 15978                       

HTH CARF Glyco_hydro_39 Disaggr_repeat IG Disaggr_repeat Tae2*   ?    ?  

WP_176379163.1
NZ_VOMD01000004.1:302171-305379                                 
Paraburkholderia youngii                                        

RHOD-CDC25 PCMT LysM -*   ?  

WP_157618493.1
NZ_KB893553.1:38446-41675                                       
Spirosoma spitsbergense DSM 19989                               

  ?    ?    ?  IG Sde0182_C Tae2*

WP_081822236.1
NZ_JHYG01000008.1:88000-92549                                   
Acidocella facilis ATCC 35904                                   

TIMbarrel GGDEF HAMP His-Kinase Tae2*   ?  

WP_052754523.1
NZ_CAWLYP010000001.1:5438099-5444096                            
Calothrix sp. 336/3                                             

AAA AAA_lid_6 Uma2   ?  BetaPropeller Tae2*   ?  

WP_051328647.1
NZ_KE386572.1:467747-472268                                     
Geminicoccus roseus DSM 18922                                   

ISOCOT Tae2* adh_short_C2 AHSA1 DAO DAO_C

WP_036935763.1
NZ_JQKC01000001.1:477073-481786                                 
Pseudobacteroides cellulosolvens ATCC 35603 = DSM 2933          

Tae2* ABC_tran UPF0014 DUF3471 Beta-lactamase DUF2680 DUF2680

WP_096765424.1
NZ_NXEN01000024.1:71318-75212                                   
Snodgrassella alvi                                              

DUF441   ?  DUF1841 Tae2* Peptidase_M15_4

WP_052401533.1
NZ_JONP01000003.1:146884-152619                                 
Roseomonas aerilata DSM 19363                                   

MaoC_dehydratas Peptidase_M20 PLUG TonB_dep_Rec Tae2* ExoD

WP_147040768.1
NZ_AVFK01000012.1:2153-7165                                     
Skermanella aerolata KACC 11604                                 

S1COLD Pro_CA   ?  Tae2* Glyco_hydro_63

WP_169748917.1
NZ_CP007142.1:477942-483800                                     
Gynuella sunshinyii YC6258                                      

AdoHcyase MTHFR   ?  PALP Tae2*

WP_167724469.1
NZ_CP050440.1:5179045-5186259                                   
Tolypothrix sp. PCC 7910                                        

DUF4351 PEP-utilisers-C PEP-utilisers PPDK_N   ?  NLPC DUF4214 DUF4214 DUF4214 Tae2*   ?  

WP_045962851.1
NZ_JXXW01000017.1:80053-83545                                   
Pseudoalteromonas piscicida                                     

Tae2* Phage_int_SAM_4 Phage_integrase Phage_int_SAM_5 Phage_integrase

WP_082219545.1
NZ_CP012201.1:3753304-3756159                                   
Massilia sp. NR 4-1                                             

GreA_GreB Rnk_N ParA-Soj-NTPase Tae2*   ?  DUF4214

WP_050430011.1
NZ_CP012159.1:2426541-2431576                                   
Chondromyces crocatus                                           

Tae2*   ?    ?  Peptidase_M10   ?  

WP_050432492.1
NZ_CP012159.1:6366286-6378260                                   
Chondromyces crocatus                                           

Tae2* KELCH DUF5885 KELCH Kelch_4 KELCH KELCH Herpes_capsid Cation_efflux ZT_dimer AAA_33

WP_050529671.1
NZ_AQQZ01000002.1:240476-245816                                 
Pseudaestuariivita atlantica                                    

  ?  Tae2* Oxidored_FMN Pyr_redox_2 DJ-1_PfpI Glyco_transf_4

WP_156403958.1
NZ_LMEW01000008.1:45185-50414                                   
Massilia sp. Root133                                            

T6SS_HCP HTH_18 DJ-1_PfpI GAF PAS HisKA His-Kinase Receiver   ?  Tae2*

WP_056411227.1
NZ_LMLY01000001.1:957038-960595                                 
Acidovorax sp. Leaf76                                           

GDPD Y_phosphatase3 Tae2*   ?    ?  

WP_162251783.1
NZ_LMCY01000003.1:495117-498689                                 
Massilia sp. Root335                                            

T6SS_HCP GST_C_3 DUF535   ?  Tae2*

WP_056448729.1
NZ_LMCY01000048.1:100165-105932                                 
Massilia sp. Root335                                            

Tae2* T6SS_HCP FAD_binding_4 FAD-oxidase_C KAP_NTPase   ?  

WP_056873427.1
NZ_LMFP01000003.1:10074-17008                                   
Pelomonas sp. Root1444                                          

RHS RHS RHS Tae2* RHS   ?    ?  RHS

WP_061177317.1
NZ_FCOE02000018.1:144257-148505                                 
Caballeronia pedi                                               

Tae2*   ?    ?    ?    ?  

WP_063366533.1
NZ_AUYC01000012.1:83794-90210                                   
Pseudoalteromonas luteoviolacea CPMOR-1                         

Sigma70_ECF STY-kinase SLH Tae2* Receiver Trans_reg_C His-Kinase

WP_068428622.1
NZ_LN997848.1:303169-307124                                     
Magnetospirillum sp. XM-1                                       

DUF374   ?  Tae2* Glycos_transf_N LpxK

WP_227742035.1
NZ_CP062062.1:5575468-5578211                                   
Janthinobacterium sp. HH102                                     

PdxJ Imm18 GFA   ?  Tae2*

WP_084640669.1
NZ_LROM01000082.1:103303-108498                                 
Duganella phyllosphaerae                                        

Beta-helix SGL Tae2*   ?  Pectinesterase

WP_131541926.1
NZ_MNBL01000154.1:5576-11021                                    
Nioella sediminis                                               

EamA EamA Glyco_transf_4 Glycos_transf_1 Enolase_N Enolase_C Abhydrolase_1 Tae2*

WP_075173633.1
NZ_CAXPFL010000014.1:37415-40683                                
Neptunomonas phycophila                                         

Tae2* Pyrid_ox_like   ?    ?  Aminotran_1_2 GntR-HTH

WP_076721087.1
NZ_MIEQ01000078.1:126608-131073                                 
Motiliproteus sp. MSK22-1                                       

Tae2* DnaJ ATP-synt_B EamA   ?  Autoind_bind LuxR-HTH   ?  

WP_079433977.1
NZ_MWUM01000005.1:41830-47704                                   
Zoogloea sp. LCSB751                                            

AAA_13 Tae2*   ?  HAD   ?  

WP_082648078.1
NZ_CP011129.1:5649825-5656619                                   
Lysobacter antibioticus                                         

DUF6531 RHS_repeat RHS_repeat RHS_repeat RHS_repeat RHS_repeat RHS Tae2*   ?    ?    ?    ?  

WP_084092584.1
NZ_FWXD01000030.1:7559-13855                                    
Andreprevotia lacus DSM 23236                                   

Tae2* SecA P-loop_SecA SecA_SW SEC-C PTSEIIA1   ?  Trypsin

WP_085225919.1
NZ_BSQD01000003.1:253305-256607                                 
Trinickia caryophylli                                           

Na_sulph_symp Tae2* CM_2   ?  Ferredoxin-betagrasp

WP_086137572.1
NZ_JACYMJ010000002.1:463495-468798                              
Janthinobacterium sp. GW460W                                    

TonB_dep_Rec PLUG Tae2* Receiver   ?    ?  

WP_208463664.1
NZ_JADIEP010000033.1:10637-14302                                
Escherichia coli                                                

T6SS_HCP T6SS_VipA VipB VipB_2 Tae2*   ?  

WP_090314651.1
NZ_FODC01000001.1:1311517-1313690                               
Duganella sp. CF517                                             

  ?  Tae2*   ?    ?  DUF6527

WP_090808025.1
NZ_CADFGP010000002.1:171130-176341                              
Paraburkholderia tuberum STM678                                 

Iso_dh LysR_substrate Tae2* NMT1_3   ?  

WP_143079799.1
NZ_FOAN01000010.1:173114-176751                                 
Bosea lupini                                                    

NIPSNAP MFS_1   ?  Tae2* DUF1190

WP_092944471.1
NZ_FOAV01000002.1:428931-433106                                 
Roseateles sp. YR242                                            

DOC Tae2*   ?  Pur_DNA_glyco   ?  

WP_143748845.1
NZ_NNRI01000017.1:58331-76167                                   
Mesorhizobium sophorae                                          

  ?    ?    ?  Tae2*   ?  

WP_096597831.1
NZ_CAWNLA010000001.1:816916-825819                              
Calothrix sp. NIES-2100                                         

SBP_bac_8 Subtilisin BetaPropeller Tae2* DUF433 HlyD_3 OEP BLBD

WP_190692872.1
NZ_CAWPQQ010000058.1:10553-19144                                
Calothrix sp. FACHB-1219                                        

ArgJ DUF1501 Mut7-C Ub-Mut7C BetaPropeller Tae2* FHA GAF cNMP-cyclase

WP_218968434.1
NZ_BMHS01000001.1:166-3339                                      
Massilia psychrophila                                           

Peptidase_M41 Classical-AAA NTF2-EC Tae2*   ?  

WP_143752582.1
NZ_BMHS01000022.1:65790-75748                                   
Massilia psychrophila                                           

Peptidase_S9 Beta-Prop   ?  TamB Tae2*   ?  

WP_100090236.1
NZ_MDVB01000055.1:41697-45216                                   
Snodgrassella alvi                                              

Clc-like   ?  Tae2* VipB VipB_2 T6SS_VipA

WP_100123766.1
NZ_MEIU01000057.1:395923-399234                                 
Snodgrassella alvi                                              

  ?  Peptidase_M15_4 Tae2*   ?    ?  

WP_106286741.1
NZ_CAWNTC010000104.1:61118-67101                                
Merismopedia glauca CCAP 1448/3                                 

Aminotran_3 Rieske Tae2* PFK Aminotran_5

WP_113891867.1
NZ_QNRK01000035.1:2752-6445                                     
Roseiarcus fermentans                                           

Tae2*   ?  SSB   ?    ?  

WP_113953632.1
NZ_QNRT01000002.1:248966-253886                                 
Arenicella xantha                                               

His-Kinase Tae2* His-Kinase HAMP Trans_reg_C Receiver OmpR-HTH

WP_117015254.1
NZ_QVIL01000014.1:107038-109549                                 
Duganella sp. BJB489                                            

Peptidase_M74 Tae2* Gp49   ?    ?  

WP_117412273.1
NZ_CP031841.1:2084676-2089493                                   
Breoghania sp. L-A4                                             

YkuD Glyco_transf_4 Tae2* Leu_Phe_trans Biotin_carb_C CPSase_L_D2

WP_119860413.1
NZ_MIET01000011.1:320616-326249                                 
Pseudoalteromonas sp. MSK9-3                                    

STY-kinase SLH Tae2* gag-asp_proteas PDZ   ?  Sigma70_ECF

WP_158608464.1
NZ_RJVO01000002.1:381780-388079                                 
Stagnimonas aquatica                                            

MFS_3 DADA-Ligase LppC Tae2* TP_methylase

WP_124460770.1
NZ_QAJK01000088.1:20044-23588                                   
Variovorax sp. KBW07                                            

T6SS_HCP   ?  Tae2* VipB VipB_2 T6SS_VipA

WP_124795653.1
NZ_RQYC01000015.1:1-6117                                        
Conchiformibius steedae                                         

FAD_binding_4 Lact-deh-memb Epimerase Tae2* HTH_3 Anticodon_1 tRNA-synt_1g tRNA-synt_1_2 tRNA-synt_1

WP_129229732.1
NZ_QYBB01000064.1:355-6511                                      
Lichenibacterium minor                                          

Phage_Mu_Gp45 GpP-like_1st TMP_2 Phage_lysozyme2 Tae2* Phage_TAC_7   ?  

WP_133331071.1
NZ_SMYL01000015.1:46901-52072                                   
Sapientia aquatica                                              

Tae2* PALP   ?  zf-C4_Topoisom Mrr_cat   ?  

WP_135188786.1
NZ_SPUM01000036.1:57050-60778                                   
Massilia horti                                                  

TauE   ?  Tae2*   ?  Aminotran_1_2 GntR-HTH

WP_135190841.1
NZ_SPUM01000109.1:115246-120465                                 
Massilia horti                                                  

dCache_1 GGDEF EAL T6SS_HCP Tae2   ?    ?  

WP_135190841.1
NZ_SPUM01000109.1:63784-69003                                   
Massilia horti                                                  

dCache_1 GGDEF EAL T6SS_HCP Tae2*   ?    ?  

WP_135191723.1
NZ_SPUM01000140.1:3379-7876                                     
Massilia horti                                                  

RdgC   ?  Tae2* VIT1 Ferretin IMS IMS_HHH IMS_C

WP_135202017.1
NZ_SPVG01000134.1:13111-18146                                   
Duganella callida                                               

AA_permease_2   ?  Tae2*   ?  Pectate_lyase22

WP_135429123.1
NZ_RPEM01000002.1:275598-282609                                 
Pseudotabrizicola sediminis                                     

Transgly_assoc DUF772 DDE_Tnp_1 Tae2* DUF6538 Phage_integrase Mrr_cat

WP_136190483.1
NZ_CP039249.1:3059375-3066002                                   
Sphingomonas sp. PAMC26645                                      

POTRA_2 CdiB   ?  PG_binding_1 Tae2* Clp_N ClpABN-AAA ClpABC-AAA   ?  

WP_136419538.1
NZ_CP176528.1:2564037-2567823                                   
Noviherbaspirillum sp. ST 5-3                                   

ArdCN MPTase-PolyVal   ?  Tae2* T6SS_HCP   ?  

WP_136934359.1
NZ_JARZHI010000072.1:30245-35138                                
Polyangium sorediatum                                           

Tae2* DSBH   ?    ?  Amino_oxidase

WP_137935539.1
NZ_SCNN01000063.1:109-4125                                      
Mesorhizobium comanense                                         

Tae2*   ?    ?  

WP_185748426.1
NZ_VFNH01000001.1:187354-190650                                 
Herbaspirillum sp. SJZ107                                       

  ?    ?    ?  GGDEF EAL Tae2*

WP_143486707.1
NZ_VJOY01000002.1:52855-56052                                   
Pseudomonas mangiferae                                          

LEA_2 PhyH Tae2*   ?  Channel_Tsx

WP_143487879.1
NZ_VJOY01000005.1:122489-126582                                 
Pseudomonas mangiferae                                          

  ?  Tae2* GFO_IDH_MocA_C GFO_IDH_MocA PSYN   ?  

WP_210248286.1
NZ_BPQI01000004.1:20662-23792                                   
Methylobacterium dankookense                                    

  ?    ?  Acetyltransf_6   ?  Tae2*

WP_145749171.1
NZ_VITN01000003.1:220656-225147                                 
Nitrospirillum amazonense                                       

LAM_C Radical_SAM Tae2*   ?    ?  Peptidase_S9

WP_147851210.1
NZ_VDUZ01000052.1:42760-47644                                   
Vineibacter terrae                                              

Tae2*   ?    ?  MPTase-PVC Ntox41   ?  

WP_191968569.1
NZ_CP031728.1:4800411-4803423                                   
Cellvibrio sp. KY-GH-1                                          

DUF6445   ?  Tae2* RelE-ParE Exop_C

WP_154356428.1
NZ_WKJL01000002.1:38271-41152                                   
Duganella aquatilis                                             

GATase   ?  Tae2*   ?  MODE-HTH

WP_155439966.1
NZ_WNLA01000010.1:140300-148223                                 
Pseudoduganella ginsengisoli                                    

RNA_pol_Rpb1_5 RNA_pol_Rpb1_4 RNA_pol_Rpb1_3 DDRP-betaprime RNA_pol_Rpb1_1 Tae2* GBD-PPC Peptidase_M64 Peptidase_S9   ?  

WP_170300240.1
NZ_BMKG01000036.1:11525-15915                                   
Pseudoduganella buxea                                           

SHOCT STY-kinase Radial_spoke_3 FGS Multi_Drug_Res   ?  Acetylase Tae2*

WP_216851345.1
NZ_LMUY01000151.1:28434-33561                                   
Acidisphaera sp. L21                                            

adh_short_C2 SBP_bac_11 KdgT SBP_bac_5 Tae2*

WP_158953729.1
NZ_CP046914.1:1742059-1744073                                   
Paraburkholderia acidisoli                                      

DUF4461   ?  Tae2*   ?    ?  

WP_159712638.1
NZ_WUJP01000327.1:678-3804                                      
Geminicoccus flavidas                                           

  ?    ?  Tae2*

WP_161016333.1
NZ_WWCK01000007.1:165528-170214                                 
Duganella rivi                                                  

EamA EamA AlcRN HTH_18 Tae2* HRDC RQC RNA-Helicase   ?  

WP_161027236.1
NZ_WWCJ01000015.1:56977-60356                                   
Pseudoduganella guangdongensis                                  

Aldo_ket_red PBPII Tae2*   ?  Acetylase

WP_161036672.1
NZ_WWCL01000004.1:592199-595845                                 
Duganella fentianensis                                          

ABM   ?  Tae2* PAAR_motif Lysozyme

WP_228895632.1
NZ_CP086370.1:2376177-2383763                                   
Pseudoduganella aquatica                                        

PLUG TonB_dep_Rec DUF748 DUF748 DUF748 Tae2*   ?  DUF1778

WP_161074731.1
NZ_CP086370.1:5218423-5221481                                   
Pseudoduganella aquatica                                        

DNA_alkylation Tae2* T6SS_HCP UPF0029 DUF1949   ?  

WP_228893459.1
NZ_CP086370.1:5262048-5266696                                   
Pseudoduganella aquatica                                        

  ?  DUF1800 DUF1501 Tae2*   ?  

WP_161086316.1
NZ_BPWJ01000005.1:11891-14586                                   
Duganella caerulea                                              

  ?  PAAR_motif Tae2*   ?    ?  

WP_161097618.1
NZ_WWCW01000050.1:25273-29731                                   
Duganella vulcania                                              

LolA AAA_assoc_2 MgsA_C Tae2* Nramp   ?  

WP_166875093.1
NZ_WHJH01000012.1:50514-53841                                   
Massilia mucilaginosa                                           

  ?  Tae2* T6SS_HCP DUF1801 Sel1 Sel1 Sel1 Sel1 TonB_C

WP_167223132.1
NZ_VUYU01000004.1:201813-204293                                 
Massilia rubra                                                  

T6SS_HCP   ?  Tae2*   ?  Sel1 Sel1

WP_167223832.1
NZ_VUYU01000005.1:266556-269706                                 
Massilia rubra                                                  

  ?    ?  Tae2*   ?  pAdhesive_15

WP_168027198.1
NZ_JAAVNE010000002.1:48163-51117                                
Falsiroseomonas selenitidurans                                  

  ?  Ribosomal_S4 Tae2* Abhydrolase_11 Glutaredoxin

WP_173979176.1
NZ_CACVCG010000052.1:50256-55833                                
Magnetospirillum sp. UT-4                                       

  ?  Glycos_transf_2 Glyco_hydro_17 Tae2*   ?  

WP_173979610.1
NZ_CACVCG010000061.1:20301-23997                                
Magnetospirillum sp. UT-4                                       

  ?    ?  Tae2*   ?  broken-hairpin Tae2

WP_174292376.1
NZ_CAHJXA010000129.1:2349-6220                                  
Sphingomonas bacterium                                          

YidC_periplas 60KD_IMP MMR_HSR1 Tae2*   ?  GST_N_2 GST_C_2

WP_176345897.1
NZ_JABWEB010000002.1:438859-442890                              
Massilia sp. BJB1822                                            

Cys_Met_Meta_PP   ?  Tae2* DHOR   ?  

WP_176349742.1
NZ_JABWEB010000030.1:223-3265                                   
Massilia sp. BJB1822                                            

Cytochrom_C   ?  Tae2* LysR_substrate   ?  

WP_183103341.1
NZ_JACJUG010000004.1:151449-156170                              
Mitsuaria sp. WAJ17                                             

PIN PhoH Hydrolase_3 Tae2*   ?  ApbA_C ApbA

WP_183439797.1
NZ_JACHXD010000002.1:287142-291964                              
Pseudoduganella violacea                                        

MTase MshEN T2SSE Tae2*   ?  HTH_18 AraC_binding_2

WP_183441346.1
NZ_JACHXD010000006.1:156410-160420                              
Pseudoduganella violacea                                        

T6SS_Tdi1_C Tae2*   ?    ?    ?  

WP_183442383.1
NZ_JACHXD010000010.1:209550-213475                              
Pseudoduganella violacea                                        

RAMA   ?  Tae2* DctP Peptidase_M14 Pepdidase_M14_N

WP_183739532.1
NZ_JACHCH010000004.1:72515-77645                                
Janthinobacterium sp. S3M3                                      

MS_channel_3rd SM-MscS   ?  Tae2* Metallopeptidase Acetylase

WP_183743388.1
NZ_JACHCH010000012.1:37558-48535                                
Janthinobacterium sp. S3M3                                      

Alginate_lyase CarboxypepD_reg Tae2* Glyco_hydro_64 I-set SUN I-set Discoidin Ig_3 Ig_3 DUF1566 Discoidin Ig_3 Ig_3 I-set Glyco_hydro2_C5 DUF4982 Glyco_hydro_2_C Glyco_hydro_2 7TMR-DISMED1 PBP

WP_184416371.1
NZ_JACHCN010000004.1:3206-6983                                  
Rhodanobacter sp. MP7CTX1                                       

DUF1428   ?  Tae2* T6SS_HCP HTH

WP_184800401.1
NZ_JACIIZ010000005.1:368275-372324                              
Nitrospirillum iridis                                           

  ?    ?  Tae2* Terminase-LS PAIREDC-HTH

WP_184802220.1
NZ_JACIIZ010000008.1:225040-230099                              
Nitrospirillum iridis                                           

  ?  Tae2* LAM_C Radical_SAM   ?  Peptidase_S9

WP_189046417.1
NZ_BMJQ01000006.1:184065-188661                                 
Aliidongia dinghuensis                                          

M20_dimer   ?  Tae2* LeuA_dimer HMGL-like   ?  

WP_192553948.1
NZ_JACZZA010000001.1:369630-373051                              
Dyella acidiphila                                               

  ?  confTPR Beta-lactamase Tae2*   ?    ?  

WP_229084125.1
NZ_JADNIA010000017.1:8337-13318                                 
Citrobacter farmeri                                             

35exo RnaseH ImpA_N TagF_N Tae2*

WP_198120043.1
NZ_JADKYX010000023.1:25100-30245                                
Massilia rhizosphaerae                                          

  ?  T6SS_HCP Tae2*   ?  7TMR-DISMED1 Glyco_hydro2_C5 DUF4982 Glyco_hydro_2_C Glyco_hydro_2 7TMR-DISMED1

WP_199388096.1
NZ_JAEMHL010000002.1:371681-377300                              
Geomonas anaerohicana                                           

TrwC AAA_30 SH3_13   ?  Tae2* DUF1778   ?  

WP_199762774.1
NZ_JAEMNU010000172.1:707-5367                                   
Rugamonas sp. CCM 8940                                          

  ?  Tae2* GGDEF EAL HDOD

WP_203076350.1
NZ_JAERQN010000011.1:213557-217686                              
Roseomonas ponticola                                            

  ?  Tae2* AstE_AspA ECH_1 DUF2254

WP_204110170.1
NZ_CP069535.1:165710-172618                                     
Rhodanobacter sp. FDAARGOS 1247                                 

Y1_Tnp FN3 RHS Tae2* 7TMR-DISMED2 TPR Sulfotransfer_3

WP_207348879.1
NZ_JAFMPY010000001.1:269039-273160                              
Jiella sonneratiae                                              

  ?  Tae2* adh_short FAD_binding_4 FAD-oxidase_C MarR-HTH

WP_229224646.1
NZ_JAHTGR010000003.1:46112-50189                                
Duganella violaceipulchra                                       

  ?  Ferredoxin-betagrasp PAS HAMP MA HicB Tae2*

WP_217944881.1
NZ_JAHTGR010000014.1:54753-57251                                
Duganella violaceipulchra                                       

AlcRN HTH_18 Tae2*   ?  DUF1993 DUF1993

WP_219882287.1
NZ_CP080378.1:671783-675572                                     
Massilia sp. PAMC28688                                          

  ?  DUF4349 Tae2*   ?    ?  

WP_223467605.1
NZ_JAFBIL020000003.1:8912-14700                                 
Massilia soli                                                   

TonB_dep_Rec PLUG HTH_1 LysR_substrate Tae2* FemAB_like   ?  

WP_223468310.1
NZ_JAFBIL020000004.1:228236-233408                              
Massilia soli                                                   

DctP Pepdidase_M14_N Peptidase_M14 Tae2* DctP   ?  

WP_224947105.1
NZ_JAIWIA010000034.1:142543-143663                              
Massilia sp. MS-15                                              

  ?  Tae2*   ?  

WP_227245139.1
NZ_CP065404.1:2624976-2628527                                   
Paraburkholderia caribensis                                     

T6SS_VipA VipB VipB_2 Tae2*   ?  Tlde1

WP_229433910.1
NZ_JAJHPV010000020.1:412603-417130                              
Massilia agrisoli                                               

tRNA-synt_2b Seryl_tRNA_N   ?  Tae2* Receiver His-Kinase

WP_231766342.1
NZ_CP088952.1:3681165-3687245                                   
Massilia endophytica                                            

DUF3458_C DUF3458 Peptidase_M1 Peptidase_M1_N DUF4136 Tae2* Tox-RES   ?  

WP_231767547.1
NZ_CP088952.1:5079499-5085423                                   
Massilia endophytica                                            

RE_endonuc SF2-DUF3427A ResIII   ?  Tae2*   ?  LuxR-HTH HD_5 HDGYP


