
APR76956.1
CP016211.1:2632864-2637730                           
Minicystis rosea                                     

CR-ATPase4   ?  PG_binding_1 PTSEIIA1* Phage_GPD VgrG STox-42   ?  

APR81316.1
CP016211.1:7687984-7695104                           
Minicystis rosea                                     

PG-binding Peptidase_M23 Phage_GPD VgrG PG_binding_1 Peptidase_M23*   ?    ?  

BCD99351.1
AP023086.1:4519490-4524105                           
Marinagarivorans cellulosilyticus                    

DUF3859   ?  PG_binding_1 Peptidase_M23*   ?  DOC DUF4172

DAW34123.1
BK036430.1:33170-39427                               
Caudoviricetes sp.                                   

Phage_lysozyme2 NLPC Ribosom_S12_S23 NLPC DUF6484 Peptidase_M23*   ?    ?  

EBD3762827.1
AAEYKB010000030.1:21370-26815                        
Salmonella enterica                                  

ClpABC-AAA ClpABN-AAA Clp_N   ?  Transposase_mut Peptidase_M23*   ?    ?  

EHF4933386.1
AAZLAW010000040.1:1-3285                             
Enterobacter hormaechei                              

  ?    ?  Peptidase_M23 Phage_lysozyme*

EKV2779564.1
ABDOGE020000355.1:1-949                              
Acinetobacter baumannii                              

PTSEIIA1* LPAM_1

ELY6254194.1
ABPEIA010000009.1:77-4083                            
Cronobacter sakazakii                                

Phage_lysozyme Peptidase_M23* T6SS_VipA   ?  

GJD66498.1
BPQJ01000067.1:8055-12799                            
Methylobacterium frigidaeris                         

rve_3   ?  Peptidase_M23 SH3 SH3 Lysozyme* Imm55 HTH_Tnp_1

GJD72340.1
BPQL01000015.1:3622-9216                             
Methylobacterium goesingense                         

SDF   ?  Peptidase_M23* Catalase PLDc_N HKD HKD

GJH18794.1
BPUR01000011.1:62084-73329                           
Caballeronia novacaledonica                          

Yip1 IcmF-related_N IcmF-related IcmF_C Phage_GPD VgrG T6SS_Vgr DUF2345 LysM Peptidase_M23 Phage_lysozyme*   ?    ?  

HAO32471.1
DMQI01000130.1:1-1472                                
Candidatus Competibacteraceae bacterium              

PTSEIIA1*   ?    ?  

HBH34943.1
DNQC01000017.1:18071-25210                           
Gammaproteobacteria bacterium                        

ab-Hydrolase ab-Hydrolase TPR-S Caspase RNaseH-CATRA PTSEIIA1 SH3 SH3 Lysozyme*

HBP37601.1
DOFA01000073.1:1109-5677                             
Clostridiales bacterium                              

Y_phosphatase3 Lactonase PTSEIIA1* DUF386 GalKase_gal_bdg GHMP_kinases_N

HBY62223.1
DOSZ01000392.1:2281-7871                             
Bryobacterales bacterium                             

  ?  PEPCK_ATP Peptidase_M23*   ?  BNR_2

HHS13432.1
DSAB01000098.1:988-6229                              
bacterium Bacteria.                                  

  ?  Cation_efflux ZT_dimer PTSEIIA1* Beta-Prop Peptidase_S9   ?  

HIR60626.1
DVHA01000114.1:461-4060                              
Candidatus Faecivivens stercoravium                  

Helicase_C RNA-Helicase RecG_wedge PG_binding_1 PG_binding_1 PTSEIIA1*

HIT94496.1
DVLW01000128.1:1129-8298                             
Candidatus Faecivivens stercoripullorum              

Mur_ligase_C Mur_ligase_M Mur_ligase RecG_dom3_C RNA-Helicase RecG_wedge PG_binding_1 PG_binding_1 PTSEIIA1* MatE MatE DUF975

KAA1246859.1
VTZU01000010.1:12882-18920                           
Aquimarina sp. RZ0                                   

LuxR-HTH ParA DUF6402 DUF4280 Peptidase_M23*

KAF5407230.1
JAALOD010000083.1:12868-15167                        
Candidatus Udaeobacter sp.                           

Beta-Prop   ?  PG_binding_1 PTSEIIA1*

KQN63819.1
LMLJ01000007.1:151-8298                              
Serratia sp. Leaf51                                  

  ?    ?  Peptidase_M23 Phage_lysozyme*   ?  Phage_GPD VgrG T6SS_Vgr DUF2345

MAF77994.1
NZBJ01000116.1:12047-16803                           
Halobacteriovoraceae bacterium                       

  ?    ?  Peptidase_M23* Receiver Receiver ANK

MAV89851.1
PAHM01000004.1:1-4410                                
Bdellovibrionaceae bacterium                         

  ?  SH3 PTSEIIA1*   ?    ?  

MAZ48692.1
PAMZ01000013.1:129937-134734                         
Halobacteriovoraceae bacterium                       

Gemin6_C Peptidase_M48 RADICAL-SAM PTSEIIA1*   ?  SM

MBC97156.1
PASP01000005.1:111030-116478                         
Halobacteriovoraceae bacterium                       

  ?    ?  PTSEIIA1* MgtEN MgtE HODM_asu-like

MBC98356.1
PASP01000012.1:112993-118811                         
Halobacteriovoraceae bacterium                       

  ?    ?  Peptidase_M23* Receiver Receiver ANK HDGYP

MBD3322040.1
WJKA01000521.1:3-2963                                
Chitinivibrionales bacterium                         

SH3 Peptidase_M23* CarboxypepD-reg-IG

MBD65149.1
PAVS01000011.1:20881-26119                           
Halobacteriovoraceae bacterium                       

QRPTase_C QRPTase_N   ?  Peptidase_M23* TRAM RADICAL-SAM UPF0004   ?  

MBE7031939.1
SVJR01000011.1:4268-9270                             
Oscillospiraceae bacterium                           

DUF4432 Malic_M malic RHS SH3 Peptidase_M23* LPAM_1 Y1_Tnp

MBI4952743.1
JACRDA010000148.1:11004-15323                        
Myxococcales bacterium                               

Thioredoxin_4   ?  PTSEIIA1* CarboxypepD-reg-IG DUF2345 VgrG Phage_GPD   ?  

MBK5211320.1
JAENWW010000006.1:3360-11398                         
Coriobacteriia bacterium                             

CLP_protease zf-C4_ClpX HslUClpX-AAA Big_2 PTSEIIA1* tRNA-synt_1 Anticodon_1 Val_tRNA-synt_C Mur_ligase_M Mur_ligase_C

MBK6520660.1
JADJAJ010000084.1:146539-153286                      
Polyangiaceae bacterium                              

SbcC Phage_GPD VgrG PTSEIIA1* Phage_GPD VgrG   ?  

MBK6653800.1
JADJBR010000007.1:874100-878633                      
Zoogloea sp.                                         

  ?    ?  PG-binding PTSEIIA1* Cytochrom_C SAM-methylase

MBK9262709.1
JADJXL010000018.1:515667-522402                      
Polyangiaceae bacterium                              

  ?  Peptidase_C25 LysM PTSEIIA1* Phage_GPD VgrG PAAR_motif Glucosaminidase

MBL1255164.1
JAERTV010000018.1:8366-12342                         
Salmonella enterica subsp. enterica serovar Ceyco    

  ?    ?  PG_binding_1 PTSEIIA1* Imm-ColE7 PyocinS Col-Pyo_DNase

MBL8258784.1
JAEUPW010000047.1:16222-21202                        
Candidatus Competibacteraceae bacterium              

HlyD_D23 OEP OEP Peptidase_M23*   ?    ?  

MBL8762145.1
JAEUJA010000278.1:12941-17681                        
Phycisphaerae bacterium                              

  ?    ?  Peptidase_M23* Sulfatase T2SSE

MBM3621470.1
VGCZ01000020.1:8549-14361                            
Alphaproteobacteria bacterium                        

TauD Bac_luciferase Peptidase_M23* Amidohydro_3 Amidase

MBN1183843.1
JAFGOZ010000303.1:1-2201                             
Bacteroidales bacterium                              

RHS Peptidase_M23*   ?  OmpH

MBN2695763.1
JAFGXH010000365.1:1-6142                             
bacterium Bacteria.                                  

Amidase_2 Big_7 Kazal_3 Peptidase_M23* DAC   ?  

MBP5645756.1
JAGCSU010000284.1:1-4308                             
Bacteroidales bacterium                              

RHS   ?  RHS Peptidase_M23*   ?  DALR_2 tRNA-synt_1e

MBP6045407.1
JAGOAE010000059.1:1-3337                             
Candidatus Woesebacteria bacterium                   

VipB VipB_2 T6SS_HCP Peptidase_M23*   ?    ?  

MBP7552704.1
JAGOCL010000076.1:1514-8408                          
Spirochaetes bacterium                               

DUF6819 DUF4954 GGDEF PG-binding PG_binding_1 PTSEIIA1* Pterin_bind CdaA_N DAC

MBP9682355.1
JAGOVS010000147.1:3743-6562                          
Bacteriovorax sp.                                    

DUF1924 Ni_hydr_CYTB PTSEIIA1*   ?  

MBQ2766279.1
JAFQVU010000177.1:1-3994                             
Clostridia bacterium                                 

GTP_EFTU GTP_EFTU_D2 EFG_C Filament PTSEIIA1* Hydrolase_like Hydrolase_6 S1

MBQ6795882.1
JAFSGW010000081.1:961-7718                           
Clostridia bacterium                                 

7TMR-DISMED1 Glyco_hydro_2 Glyco_hydro_2_C DUF4982 Glyco_hydro2_C5   ?  PTSEIIA1* Fer4_20 FAD-NAD-dep-oxidoreductase NAD-dep-oxidoreductase DHODB_Fe-S_bind

MBR3919837.1
JAFWZH010000298.1:11721-19454                        
Clostridia bacterium                                 

ABC-ATPase rve_2 rve HTH_21 HIN-HTH PG_binding_1 PG-binding Peptidase_M23* Sel1 Sel1 HEPN MORN MORN

MBS0315378.1
JAFEDD010000068.1:6075-12852                         
Proteobacteria bacterium                             

Patatin   ?  PG_binding_1 PTSEIIA1* ClpABN-AAA ClpABC-AAA T6SS_TssG

MBS1796489.1
JAFDVJ010000079.1:52883-56289                        
Acidobacteria bacterium                              

Sigma70_ECF   ?  Peptidase_M23*   ?  Methyltransf_25

MBS1797143.1
JAFDVJ010000103.1:1-4982                             
Acidobacteria bacterium                              

UvrD_C PcrA_UvrD_tudor PTSEIIA1* DUF4412   ?  

MBS1971321.1
JAFEAQ010000011.1:977496-984888                      
Bdellovibrionales bacterium                          

  ?  GDC-P GDC-P GcvP2_C PTSEIIA1*   ?  Glyco_transf_9

MBS2026230.1
JAFEBC010001061.1:178-3675                           
Deltaproteobacteria bacterium                        

Peptidase_C39_2 Peptidase_M23*   ?  

MBU1090952.1
JAHISZ010000146.1:7327-10723                         
Candidatus Omnitrophota bacterium                    

Adenosine_kin ZT_dimer Cation_efflux Peptidase_M23* LNT_N CN_hydrolase

MBU2510294.1
JAHJTV010000010.1:108648-114084                      
bacterium Bacteria.                                  

  ?    ?  PTSEIIA1* Tox-PAAR-like CarboxypepD-reg-IG ketoacyl-synt

MBV9290773.1
JAFARG010001064.1:73-2310                            
Hyphomicrobiales bacterium                           

Peptidase_M23* BPD_transp_2 ABC_tran

MBV9835829.1
JAFAZJ010000265.1:17383-21777                        
Alphaproteobacteria bacterium                        

Methyltransf_25 TIR PTSEIIA1*   ?  IMS_C IMS_HHH IMS

MBW2523346.1
JAFDBR010000083.1:3701-8850                          
Deltaproteobacteria bacterium                        

VgrG Phage_GPD Polyketide_cyc2 Peptidase_M23*   ?    ?  

MBX3040573.1
JAHBUU010000052.1:8019-13854                         
Bdellovibrionaceae bacterium                         

PSBP Tox-ALFMPTase Peptidase_M23*   ?  Peptidase_S13

MBX3176259.1
JAHBVV010000001.1:752021-758414                      
Candidatus Hydrogenedentota bacterium                

FHA NtrC-AAA HTH_8   ?  PG_binding_1 Peptidase_M23 Phage_lysozyme*   ?  Patatin

MBX3503726.1
JAHBYP010000015.1:2793-7778                          
Alphaproteobacteria bacterium                        

Acetylase Amidase Peptidase_M23* TauD ABC_sub_bind

MBX7105721.1
JAIBBI010000113.1:1-5578                             
Gemmataceae bacterium                                

HEAT Cation_ATPase_C Cation_ATPase E1-E2_ATPase Cation_ATPase_N Peptidase_M23* HIT Peptidase_M23* HIT Ribosomal_L32p

MBX7169442.1
JAIBCC010000001.1:134922-138735                      
Pyrinomonadaceae bacterium                           

ProRS-C_1 HGTP_anticodon tRNA-synt_2b   ?  Peptidase_M23*   ?  Globin

MBY0275555.1
JAIEPK010000168.1:3700-12484                         
Candidatus Binatia bacterium                         

TPR Spermine_synth GreA_GreB GreA_GreB_N PG_binding_1 Peptidase_M23* Fer4_10 DUF1566

MBY0316118.1
JAIEOS010000063.1:14437-18483                        
Bdellovibrionales bacterium                          

ab-Hydrolase Transgly_assoc PTSEIIA1*   ?    ?  

MBY0384467.1
JAIEOC010000215.1:523-4569                           
bacterium Bacteria.                                  

HTH   ?  PTSEIIA1* MFS_1 MFS_1

MCA9654023.1
JAGQIS010000309.1:77303-82797                        
Myxococcales bacterium                               

OPT Mbetalac Peptidase_M23* Radical_SAM SPASM   ?  

MCB0378199.1
JAGQZY010000029.1:26183-30838                        
Bdellovibrionales bacterium                          

Subtilisin LysR_substrate Peptidase_M23*

MCB0486662.1
JAGQYQ010000448.1:1-1743                             
Flavobacteriaceae bacterium                          

DUF416   ?  Peptidase_M23*   ?  

MCB1823342.1
JAGRHI010000020.1:10550-16181                        
Candidatus Competibacteraceae bacterium              

Putative_PNPOx PNP_phzG_C   ?  PG_binding_1 PTSEIIA1*   ?  N-OB tRNA-synt_2

MCC6137326.1
JADLEM010000065.1:1-5020                             
Bdellovibrionaceae bacterium                         

  ?  Peptidase_M23* OEP OEP ACR_tran

MCC6556016.1
JADLAG010000533.1:12114-16826                        
Polyangiaceae bacterium                              

Epimerase Acyltransferase PG_binding_1 Peptidase_M23* DUF2169

MCD2517390.1
JAJNOC010000004.1:137066-143756                      
Massilia phyllostachyos                              

Phage_GPD VgrG T6SS_Vgr DUF2345   ?  Peptidase_M23*   ?  Nitroreductase

MCD8213907.1
JAJQAF010000292.1:1-2052                             
Campylobacter sp.                                    

Peptidase_M23*   ?    ?  

MCE1168076.1
JAJTBW010000072.1:4380-7875                          
Sphingobacteriia bacterium                           

  ?  HTH Peptidase_M23*   ?  Por_Secre_tail

NCA70732.1
SACG01000060.1:1490-18615                            
Sphingobacteriia bacterium                           

RHOD-CDC25 dCache_1 PAS PAS GGDEF PTSEIIA1 SH3 Lysozyme* HTH HTH HTH HTH PG_binding_1 IONCHANNEL HAMP SHELIX PAS His-Kinase Receiver HPT

NCN39972.1
JAACVL010000045.1:2992-11238                         
bacterium Bacteria.                                  

  ?    ?  PTSEIIA1* Ribosomal_S4 S4 Omp85

NEP90784.1
JAAHGM010000080.1:117-1609                           
Okeania sp. SIO2C2                                   

PTSEIIA1* SnoaL_3 DUF1499

NLE02383.1
JAAZBH010000984.1:16-4369                            
Fibrobacter sp.                                      

  ?  Peptidase_M15_4 PTSEIIA1 SH3 SLT PG_binding_1 PTSEIIA1*   ?  

NLW33411.1
JAAYEB010000408.1:20-1959                            
Fibrobacter sp.                                      

  ?  HfIG Tlde1 PTSEIIA1*

NPV86088.1
JABLWW010000007.1:203504-207396                      
Anaerolineae bacterium                               

HSP90 ZnR ZnR PTSEIIA1* CoA_binding_2

NQZ01084.1
JABSOQ010000065.1:1-2419                             
Bdellovibrionales bacterium                          

Peptidase_M23*   ?    ?  

NRA65662.1
JABSRP010000020.1:118192-122957                      
Pseudobacteriovorax sp.                              

PBPII NAD_binding_11 NAD_binding_2 Peptidase_M23*   ?  AAA_33

NRA67534.1
JABSRP010000039.1:38353-45353                        
Pseudobacteriovorax sp.                              

Ribosomal_S4 S4   ?  Peptidase_M23* Trypsin Subtilisin

NRA69228.1
JABSRP010000108.1:57-5988                            
Pseudobacteriovorax sp.                              

  ?  Hpt His-Kinase PTSEIIA1*   ?    ?  

NUP04922.1
JABFXY010000006.1:228635-238353                      
Polyangiaceae bacterium                              

DUF2169 Phage_GPD VgrG Glucosaminidase PTSEIIA1* CytC SCP2 SCP2 SCP2 MaoC_dehydratas adh_short

NUP10788.1
JABFXY010000108.1:38362-45774                        
Polyangiaceae bacterium                              

PGM_PMM_IV PGM_PMM_III PGM_PMM_II PGM_PMM_I Phage_GPD VgrG Peptidase_M23* Phage_GPD VgrG SbcC

OHD05997.1
MIAN01000257.1:10450-16780                           
Spirochaetes bacterium GWB1_27_13                    

  ?  DUF6675 PG_binding_1 PG_binding_1 PTSEIIA1* Receiver Cons_hypoth95

OQB68071.1
MWDO01000020.1:24207-31130                           
Spirochaetes bacterium ADurb.Bin133                  

DUF6819 DUF4954 GGDEF PG-binding PG_binding_1 PTSEIIA1* Pterin_bind CdaA_N DAC

OUR98760.1
MAAO01000004.1:342297-347472                         
Halobacteriovorax marinus                            

DegT_DnrJ_EryC1   ?  SH3 PTSEIIA1*   ?  CapCone-DUF4056

PIP92524.1
PCTW01000094.1:12111-19122                           
Bdellovibrio sp. CG22_combo_CG10-13_8_21_14_all_39_27

  ?    ?  Peptidase_M23*   ?  HEPN

PQO91915.1
PUIP01000018.1:105432-117363                         
Massilia phosphatilytica                             

AI-2E_transport Imm-PA2201 Peptidase_M23* Phage_GPD VgrG T6SS_Vgr DUF2345 Radical_SAM_N Radical_SAM DUF3362

PYS86742.1
QHXS01000190.1:6613-10929                            
Acidobacteria bacterium                              

  ?  DUF2277 PTSEIIA1* Glyoxalase ANK TPR

PYS90561.1
QHXS01000047.1:1-6938                                
Acidobacteria bacterium                              

tRNA_NucTran2_2 DUF5122 DUF5122 DUF5122 DUF5122 DUF5122 DUF5122 Peptidase_M23* Receiver LuxR-HTH Ntox33 Y_Y_Y HisKA_3 His-Kinase

PYT32112.1
QHXV01000163.1:3074-7032                             
Acidobacteria bacterium                              

BetaPropeller BetaPropeller BBP2 Peptidase_M23*

PYX01229.1
QIAA01000017.1:2030-8233                             
Acidobacteria bacterium                              

  ?  PTSEIIA1* PG_binding_1 Beta-Prop LD-peptidase

PZO18822.1
QBMI01000002.1:129931-134113                         
Betaproteobacteria bacterium                         

adh_short_C2   ?  PTSEIIA1*   ?  TMDRHyd

QLN18533.1
CP055649.1:1459582-1467399                           
Escherichia coli                                     

DUF2517 Phage_GPD VgrG Gp5_C EFHAND PTSEIIA1 Phage_lysozyme*   ?  DUF1722

QLZ58520.1
CP056850.1:991683-1003143                            
Citrobacter freundii                                 

GDC-P Beta_elim_lyase GcvP2_C adh_short_C2 EF-hand_1 Peptidase_M23 Phage_lysozyme*   ?  Glyco_hydro_1

QZT38993.1
CP082230.1:2498714-2506999                           
Halosquirtibacter xylanolyticus                      

STox-56   ?  Peptidase_M23*   ?    ?  

RJP29547.1
QZKH01000002.1:100764-107719                         
Candidatus Omnitrophota bacterium                    

SecA SecA_SW LNT_N CN_hydrolase Peptidase_M23* MFS_1 ZT_dimer Cation_efflux

RKY32065.1
QNCD01000019.1:7205-11350                            
Candidatus Omnitrophota bacterium                    

  ?  LNT_N CN_hydrolase Peptidase_M23* ZT_dimer Cation_efflux Adenosine_kin

RMH35666.1
RFGC01000005.1:22029-27459                           
Acidobacteria bacterium                              

OEP OEP   ?  PTSEIIA1* GOLD Histidinol_dh

RWB21213.1
SAJJ01000011.1:142182-150116                         
Mesorhizobium sp.                                    

HH_signal DUF3616 Amidase_2 Peptidase_M23* TPR FlaToC wHTH-4stranded DegT_DnrJ_EryC1

RZA01513.1
SEEA01000718.1:1-1949                                
Proteobacteria bacterium                             

Peptidase_M23*   ?    ?  

RZJ38011.1
SEAM01000201.1:1-3108                                
Chryseobacterium sp.                                 

PTSEIIA1* HlyD_D23 OEP OEP

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

  ?    ?  LysM LysM Peptidase_M23 Tge2* SH3   ?  

SUC46777.1
UGUC01000002.1:1016391-1023631                       
Providencia stuartii                                 

Peptidase_M23 Phage_lysozyme   ?  Peptidase_M23 Phage_lysozyme*   ?  Phage_int_SAM_1 Phage_integrase

TAL44349.1
SCST01000591.1:1-4054                                
Methylovulum sp.                                     

Peptidase_M23 SLT* ab-Hydrolase REase

TDM09221.1
PTEU01000001.1:1564006-1571408                       
Ideonella sp. MAG2                                   

Phage_GPD Phage_base_V T6SS_Vgr DUF2345   ?  LysM PTSEIIA1*   ?  Subtilisin

TNF00524.1
SBGL01000206.1:1-5074                                
Deltaproteobacteria bacterium                        

  ?  DUF4416 SH3 Peptidase_M23*   ?  

TVQ90671.1
REDK01000084.1:26617-30842                           
Chromatiaceae bacterium                              

NiFeSe_Hases   ?  PTSEIIA1*

WP_005001622.1
NZ_BKSP01000018.1:48948-58506                        
Acinetobacter ursingii                               

malic Malic_M   ?  LysM Peptidase_M23 Phage_lysozyme* LprI STox-41

WP_007839365.1
NZ_AKJY01000002.1:15561-22448                        
Chryseobacterium populi                              

  ?  LysM DUF4280 Peptidase_M23 Phage_lysozyme*   ?    ?    ?  

WP_014086607.1
NC_016002.1:1430160-1437115                          
Pseudogulbenkiania sp. NH8B                          

OpuAC Phage_GPD VgrG T6SS_Vgr DUF2345 SpoIID LysM PTSEIIA1*   ?    ?  

WP_012404971.1
NC_010625.1:244652-250898                            
Paraburkholderia phymatum STM815                     

PAAR_motif LysM Peptidase_M23 Phage_lysozyme* Phage_GPD VgrG T6SS_Vgr DUF2345   ?  LprI

WP_083792147.1
NC_014657.1:410988-414379                            
Caldicellulosiruptor owensensis OL                   

  ?    ?  Amidohydro_2 Peptidase_M23*   ?  

WP_019013403.1
NZ_KB899913.1:17556-24576                            
Elioraea tepidiphila DSM 17972                       

DNA_pol3_beta_3 DNA_pol3_beta_2 DNA_pol3_beta Peptidase_M23* SbcC SbcC DNA_gyraseB_C GyrB_hook Toprim DNA_gyraseB His-Kinase DNAA-HTH Bac_DnaA DnaA_N

WP_020455207.1
NC_021500.1:2195806-2203579                          
Enterobacter sp. R4-368                              

Peptidase_M23 Phage_lysozyme* Phage_GPD VgrG T6SS_Vgr DUF2345 LprI   ?  PAAR_motif

WP_021275236.1
NZ_AUNI01000019.1:149649-153764                      
Bacteriovorax sp. Seq25_V                            

MTase   ?  RRM PTSEIIA1* Receiver

WP_024549785.1
NZ_AWFZ01000042.1:592180-598127                      
Siccibacter turicensis LMG 23730                     

Peptidase_M23 Phage_lysozyme* VgrG DUF2345   ?    ?  

WP_162150100.1
NZ_KI912107.1:4777739-4785168                        
Saccharicrinis fermentans DSM 9555 = JCM 21142       

  ?  Phage_base_V SH3 STox-56 TPR PTSEIIA1 Phage_lysozyme*

WP_114196535.1
NZ_CP024905.1:593156-601095                          
Paraburkholderia caledonica                          

MFS_1 Phage_GPD VgrG T6SS_Vgr DUF2345 MG4 LysM Peptidase_M23 Phage_lysozyme*   ?  ImpA_N

WP_108090449.1
NZ_PZPP01000014.1:151798-161688                      
Enterobacter cloacae                                 

Phage_GPD VgrG T6SS_Vgr DUF2345   ?    ?  PTSEIIA1 Phage_lysozyme* ClpABN-AAA ClpABC-AAA

WP_051303332.1
NZ_AUAM01000058.1:1-2056                             
Psychromonas aquimarina ATCC BAA-1526                

  ?    ?  PTSEIIA1*   ?  

WP_233715269.1
NZ_FZNF01000001.1:83-2694                            
Helicobacter trogontum                               

  ?    ?  Tox-PL3 Peptidase_M23*

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

DUF4280 TssR TssR_M TssR_VWA TssR_C PTSEIIA1 Tge2*   ?    ?  

WP_052456915.1
NZ_CDOD01000022.1:8332-13197                         
Capnocytophaga cynodegmi                             

EFHAND Peptidase_M23   ?    ?    ?  PTSEIIA1*

WP_175479112.1
NZ_CDBW01000028.1:42643-51375                        
Aeromonas sobria                                     

  ?    ?  Phage_GPD VgrG DUF2345 Pesticin EFHAND Peptidase_M23 Phage_lysozyme*

WP_053066754.1
NZ_CP011509.1:7149179-7155009                        
Archangium gephyra                                   

  ?    ?  LysM Tox-PL3 STox-42 Peptidase_M23*   ?    ?  

WP_050434204.1
NZ_CP012159.1:9265579-9269457                        
Chondromyces crocatus                                

PAP2-diffusible-family1 PG_binding_1 PTSEIIA1* Phage_T7_Gp13 Amidase_3   ?  

WP_080898091.1
NZ_FWLG01000001.1:1100406-1110100                    
Klebsiella variicola                                 

Phage_GPD VgrG T6SS_Vgr DUF2345   ?    ?  ClpABN-AAA ClpABC-AAA Peptidase_M23 Phage_lysozyme*

WP_056692432.1
NZ_LMQW01000008.1:67559-72932                        
Aureimonas sp. Leaf427                               

DEDD_Tnp_IS110 Transposase_20 Glucosaminidase 2TM-pepa PTSEIIA1* DUF1353   ?  

WP_060016599.1
NZ_CP013459.1:1059444-1067065                        
Burkholderia stagnalis                               

Seryl_tRNA_N tRNA-synt_2b BactIG LysM Peptidase_M23* PAAR_motif   ?  Phage_GPD VgrG T6SS_Vgr DUF2345

WP_061834942.1
NZ_LUKE01000001.1:2108237-2113457                    
Bdellovibrio bacteriovorus                           

HutD   ?  PTSEIIA1* MFS_1 DUF2239

WP_214582751.1
NZ_CP040788.1:2168669-2173323                        
Clavibacter tessellarius                             

Potass_KdpF KdpA Imm5_like TauE PTSEIIA1*

WP_065579402.1
NZ_LZGX01000005.1:314-6665                           
Gilliamella sp. Fer1-1                               

GNT-I Peptidase_M23*   ?  PG_binding_1 PTSEIIA1

WP_065602216.1
NZ_LZGJ01000023.1:1-8014                             
Gilliamella apicola                                  

Peptidase_M23* FAD_binding_4 Lact-deh-memb MutS_V MutS_III MutS_II MutS_I T6SS_Vgr DUF2345

WP_065617633.1
NZ_LZGM01000009.1:25652-33204                        
Gilliamella sp. wkB108                               

  ?    ?  Peptidase_M23*   ?    ?  

WP_141675016.1
NZ_LZHC01000031.1:1-5029                             
Gilliamella sp. Bif1-4                               

HIN-HTH   ?    ?  rve HTH_21 Peptidase_M23*

WP_068328284.1
NZ_LVHF01000012.1:679108-684725                      
Photobacterium jeanii                                

  ?    ?  PTSEIIA1* DUF1129 MFS_1

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

HAD   ?  Peptidase_M23 Tge2* DUF4280   ?  

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

  ?    ?  Peptidase_M23 Tge2*

WP_139379450.1
NZ_MWUM01000005.1:56706-62145                        
Zoogloea sp. LCSB751                                 

  ?  NAD_binding_3 Homoserine_dh ACT FG-GAP Peptidase_M23* Aminotran_1_2

WP_175453149.1
NZ_FNFH01000008.1:76946-84962                        
Microbulbifer yueqingensis                           

  ?  DTW   ?  NtrC-AAA PG_binding_1 PTSEIIA1 PG-binding*

WP_175533642.1
NZ_FOSQ01000001.1:64083-68056                        
Falsiroseomonas stagni DSM 19981                     

Glyoxalase_3 Methyltransf_21 YjbF Glycos_transf_4 Peptidase_M23*

WP_096908458.1
NZ_CP017414.1:434854-440220                          
Halobacteriovorax marinus                            

  ?  Peptidase_M23* PBPB DegT_DnrJ_EryC1   ?  

WP_232657666.1
NZ_JAJQXK010000087.1:1-2652                          
Tenacibaculum maritimum                              

  ?  STox-41 -*

WP_157798194.1
NZ_PGGC01000035.1:3102-5866                          
Aeromonas cavernicola                                

  ?    ?  Peptidase_M23 Pesticin*

WP_101018435.1
NZ_CP025117.1:2669338-2675077                        
Olleya sp. Bg11-27                                   

  ?    ?  PTSEIIA1* DUF4280 Ntox42-ColicinM-4   ?  

WP_193707856.1
NZ_JAAGBH010000022.1:18005-21540                     
Tenacibaculum finnmarkense                           

SH3   ?  Peptidase_M23*   ?  SH3

WP_102780607.1
NZ_PGGX01000002.1:221511-226266                      
Providencia stuartii                                 

  ?    ?  Peptidase_M23 Phage_lysozyme*   ?    ?  

WP_107929712.1
NZ_PIRH01000002.1:40706-48950                        
Campylobacter concisus                               

  ?    ?  Peptidase_M23*   ?  Phage_GPD Phage_base_V

WP_233707869.1
NZ_FZMI01000043.1:1-2039                             
Helicobacter cinaedi                                 

  ?  SH3 Peptidase_M23*

WP_105693686.1
NZ_NROM01000010.1:126890-133075                      
Cronobacter dublinensis                              

  ?    ?    ?  Peptidase_M23 Phage_lysozyme*   ?  

WP_109038031.1
NZ_CP029210.1:3775993-3783507                        
Aquabacterium olei                                   

Gln-synt_C Gln-synt_N LysM Peptidase_M23 Phage_lysozyme* DUF4177 Phage_GPD VgrG T6SS_Vgr DUF2345   ?  

WP_111376205.1
NZ_CP043612.1:468942-477550                          
Flavobacterium nitrogenifigens                       

  ?    ?  IG PTSEIIA1 Phage_lysozyme*   ?  Acetylase MarR-HTH

WP_117015328.1
NZ_QVIL01000014.1:6-6956                             
Duganella sp. BJB489                                 

FCD GntR-HTH   ?  Lipase_bact_N LysM PTSEIIA1*   ?  Phage_GPD VgrG T6SS_Vgr DUF2345

WP_118866721.1
NZ_CP032057.1:95999-100936                           
Prevotella denticola                                 

DDE_Tnp_1 DUF4372 PTSEIIA1 Phage_lysozyme* DUF4280   ?    ?  

WP_170160993.1
NZ_AP017928.1:1827169-1831561                        
Methylocaldum marinum                                

DUF772 DDE_Tnp_1   ?  PG_binding_1 PTSEIIA1* PTS_2-RNA   ?  

WP_165922935.1
NZ_BHVT01000017.1:169154-171718                      
Sulfurirhabdus autotrophica                          

  ?  PTSEIIA1* MFS_1

WP_125021527.1
NZ_CP034159.1:74443-81465                            
Kaistella carnis                                     

  ?  DUF4280 PTSEIIA1*   ?    ?  

WP_133522780.1
NZ_SNVY01000006.1:13877-21623                        
Buttiauxella sp. JUb87                               

LprI Phage_GPD VgrG T6SS_Vgr DUF2345 Peptidase_M23 Phage_lysozyme*   ?    ?  

WP_161988421.1
NZ_VIKA01000114.1:1-3981                             
Elioraea sp. Yellowstone                             

DNA_pol3_beta_3 DNA_pol3_beta_2 DNA_pol3_beta DNAA-HTH Bac_DnaA DnaA_N PTSEIIA1* SbcC

WP_143377184.1
NZ_VJZS01000006.1:233787-240301                      
Flavobacterium sp. ZT3R18                            

ZetaToxin   ?  Peptidase_M23 Phage_lysozyme* DUF4280 LysM

WP_153822383.1
NZ_WJIE01000008.1:140635-149663                      
Polyangium spumosum                                  

Ceramidase_alk PG_binding_1 Peptidase_M23* DUF4139 STY-kinase   ?  

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

TPR   ?  Peptidase_M23 Tge2* DUF4280 LysM

WP_170055014.1
NZ_JABBKX010000005.1:266015-270929                   
Neoroseomonas marina                                 

  ?  BPL Peptidase_M23* DEAD TctC

WP_176809863.1
NZ_CP055306.1:1295508-1302747                        
Mannheimia pernigra                                  

HTH_Tnp_1 PTSEIIA1*   ?  Phage_GPD VgrG T6SS_Vgr DUF2345 HTH_21 rve

WP_182035655.1
NZ_CAJCKI010000061.1:1-6292                          
Enterobacter bugandensis                             

Phage_GPD VgrG T6SS_Vgr DUF2345 EF-hand_1 Peptidase_M23 Phage_lysozyme*   ?  

WP_192395368.1
NZ_CAJHIU010000003.1:365512-372969                   
Methylomonas fluvii                                  

  ?  Peptidase_M41 Classical-AAA FtsH_ext Amidase_2 PG-binding PTSEIIA1 STox-56*   ?    ?  

WP_194015631.1
NZ_JADBUN010000056.1:6837-14094                      
Microcystis sp. M049S2                               

  ?  PTSEIIA1 SH3 SH3 SH3*   ?  ab-Hydrolase His-Kinase HisKA GAF 8TMR-UT

WP_194109401.1
NZ_JADFBZ010000072.1:3699-9479                       
Moraxella sp. K127                                   

  ?    ?  DUF2345 LysM LysM PTSEIIA1*   ?  

WP_194139016.1
NZ_PRDM01000002.1:1093622-1101080                    
Flavobacterium hungaricum                            

  ?    ?  Peptidase_M23 Phage_lysozyme*   ?    ?  

WP_201538887.1
NZ_CAJHAZ010000001.1:63217-70271                     
Psychrobacter sp. 1044                               

  ?    ?  Peptidase_M23*   ?  Phage_GPD VgrG T6SS_Vgr DUF2345

WP_202704039.1
NZ_CAGKLC010000112.1:1-10827                         
Flavobacterium sp. UGB4466                           

  ?    ?  Peptidase_M23 Phage_lysozyme*   ?    ?  

WP_211881147.1
NZ_JAAGBC010000013.1:81618-86080                     
Plastoroseomonas hellenica                           

  ?  Amidohydro_1 Peptidase_M23* TctC CN_hydrolase

WP_214039324.1
NZ_CAWQBW010000003.1:410317-417530                   
Photorhabdus akhurstii                               

T6SS_HCP Phage_GPD VgrG T6SS_Vgr DUF2345 Peptidase_M23 Phage_lysozyme*   ?  Pesticin

WP_214877767.1
NZ_JAGGRG010000009.1:161950-171050                   
Paraburkholderia strydomiana                         

T6SS_TssG   ?  BactIG LysM Peptidase_M23 Phage_lysozyme* Phage_GPD VgrG T6SS_Vgr DUF2345 T6SS_TssF

WP_217943617.1
NZ_JAHTGR010000009.1:205402-212586                   
Duganella violaceipulchra                            

  ?  Peptidase_M23*   ?  CN_hydrolase Phage_GPD VgrG T6SS_Vgr DUF2345

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

  ?    ?  Peptidase_M23 Tge2*   ?  CHAP


