
IMGPR_plasmid_2593338795_000003: 297,127-323,382 (+)

Type VII secretion system (VF0403) (PGMOPMKJ_00260)

265
266

putative formate transporter 1 (PGMOPMKJ_00267)

Branched-chain amino acid transport system 2 carrier protein (PGMOPMKJ_00268)

Lipoprotein E (PGMOPMKJ_00269)

putative ABC transporter permease (PGMOPMKJ_00270)

HitABC (VF0268) (PGMOPMKJ_00271)

272

Ribokinase (PGMOPMKJ_00273)

Pseudouridine-5'-phosphate glycosidase (PGMOPMKJ_00274)

Nucleoside permease NupC (PGMOPMKJ_00275)
Sodium/glucose cotransporter (PGMOPMKJ_00276)

N-acetylneuraminate lyase (PGMOPMKJ_00277)
Beta-glucoside kinase (PGMOPMKJ_00278)

putative HTH-type transcriptional regulator YbbH (PGMOPMKJ_00279)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (PGMOPMKJ_00280)

281
Lipase (VF0012) (PGMOPMKJ_00282)

Tyrosine recombinase XerC (PGMOPMKJ_00283)

284

IMGPR_plasmid_2568526646_000006: 273,285-298,791 (+)

241
242

putative formate transporter 1 (GOBBNPAK_00243)

Branched-chain amino acid transport system 2 carrier protein (GOBBNPAK_00244)

Lipoprotein E (GOBBNPAK_00245)

putative ABC transporter permease (GOBBNPAK_00246)

HitABC (VF0268) (GOBBNPAK_00247)

248

Ribokinase (GOBBNPAK_00249)

Pseudouridine-5'-phosphate glycosidase (GOBBNPAK_00250)

Nucleoside permease NupC (GOBBNPAK_00251)
Sodium/glucose cotransporter (GOBBNPAK_00252)

N-acetylneuraminate lyase (GOBBNPAK_00253)
Beta-glucoside kinase (GOBBNPAK_00254)

putative HTH-type transcriptional regulator YbbH (GOBBNPAK_00255)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (GOBBNPAK_00256)

257
Lipase (VF0012) (GOBBNPAK_00258)

Tyrosine recombinase XerC (GOBBNPAK_00259)

IMGPR_plasmid_2568526369_000005: 271,416-292,225 (+)

240
241

putative formate transporter 1 (CEIFDKGB_00242)

Branched-chain amino acid transport system 2 carrier protein (CEIFDKGB_00243)

Lipoprotein E (CEIFDKGB_00244)

putative ABC transporter permease (CEIFDKGB_00245)

HitABC (VF0268) (CEIFDKGB_00246)

247

Ribokinase (CEIFDKGB_00248)

Pseudouridine-5'-phosphate glycosidase (CEIFDKGB_00249)

Nucleoside permease NupC (CEIFDKGB_00250)
Sodium/glucose cotransporter (CEIFDKGB_00251)

N-acetylneuraminate lyase (CEIFDKGB_00252)

Beta-glucoside kinase (CEIFDKGB_00253)

putative HTH-type transcriptional regulator YbbH (CEIFDKGB_00254)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (CEIFDKGB_00255)

256

IMGPR_plasmid_2568526600_000006: 273,244-301,687 (+)

240
241

putative formate transporter 1 (OKDIGHDO_00242)

Branched-chain amino acid transport system 2 carrier protein (OKDIGHDO_00243)

Lipoprotein E (OKDIGHDO_00244)

putative ABC transporter permease (OKDIGHDO_00245)

HitABC (VF0268) (OKDIGHDO_00246)

247

Ribokinase (OKDIGHDO_00248)

Pseudouridine-5'-phosphate glycosidase (OKDIGHDO_00249)

Nucleoside permease NupC (OKDIGHDO_00250)
Sodium/glucose cotransporter (OKDIGHDO_00251)

N-acetylneuraminate lyase (OKDIGHDO_00252)
Beta-glucoside kinase (OKDIGHDO_00253)

putative HTH-type transcriptional regulator YbbH (OKDIGHDO_00254)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (OKDIGHDO_00255)

256

Lipase (VF0012) (OKDIGHDO_00257)

Tyrosine recombinase XerC (OKDIGHDO_00258)

FS_Sma__Sma (OKDIGHDO_00259)

LexA repressor (OKDIGHDO_00260)

retron_type_VI_hth_cluster2_1 (OKDIGHDO_00261)

262
263

retron_type_VI_hth_cluster2_1 (OKDIGHDO_00264)

IMGPR_plasmid_2593338915_000007: 313,541-342,978 (+)

279
280

putative formate transporter 1 (NEKLHCJB_00281)

Branched-chain amino acid transport system 2 carrier protein (NEKLHCJB_00282)

Lipoprotein E (NEKLHCJB_00283)

putative ABC transporter permease (NEKLHCJB_00284)

HitABC (VF0268) (NEKLHCJB_00285)

286

Ribokinase (NEKLHCJB_00287)

Pseudouridine-5'-phosphate glycosidase (NEKLHCJB_00288)

Nucleoside permease NupC (NEKLHCJB_00289)
Sodium/glucose cotransporter (NEKLHCJB_00290)

N-acetylneuraminate lyase (NEKLHCJB_00291)
Beta-glucoside kinase (NEKLHCJB_00292)

putative HTH-type transcriptional regulator YbbH (NEKLHCJB_00293)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (NEKLHCJB_00294)

295

Lipase (VF0012) (NEKLHCJB_00296)

Tyrosine recombinase XerC (NEKLHCJB_00297)

FS_Sma__Sma (NEKLHCJB_00298)
299

LexA repressor (NEKLHCJB_00300)

301

302

303

304
retron_type_VI_hth_cluster2_1 (NEKLHCJB_00305)

IMGPR_plasmid_2590828515_000005: 299,976-330,712 (+)

259
260

putative formate transporter 1 (KDMPKGKC_00261)

Branched-chain amino acid transport system 2 carrier protein (KDMPKGKC_00262)

Lipoprotein E (KDMPKGKC_00263)

putative ABC transporter permease (KDMPKGKC_00264)

HitABC (VF0268) (KDMPKGKC_00265)

266

Ribokinase (KDMPKGKC_00267)

Pseudouridine-5'-phosphate glycosidase (KDMPKGKC_00268)

Nucleoside permease NupC (KDMPKGKC_00269)
Sodium/glucose cotransporter (KDMPKGKC_00270)

N-acetylneuraminate lyase (KDMPKGKC_00271)
Beta-glucoside kinase (KDMPKGKC_00272)

putative HTH-type transcriptional regulator YbbH (KDMPKGKC_00273)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (KDMPKGKC_00274)

275

Lipase (VF0012) (KDMPKGKC_00276)

Tyrosine recombinase XerC (KDMPKGKC_00277)

278
279

280

anti-SOS response (APIS132) (KDMPKGKC_00281)

capH (KDMPKGKC_00282)

283

284

285

286

retron_type_VI_hth_cluster2_1 (KDMPKGKC_00287)

anti-SOS response (APIS178) (KDMPKGKC_00288)

289

290

IMGPR_plasmid_2590828270_000004: 300,426-330,869 (+)

259
260

putative formate transporter 1 (ONBLLBMM_00261)

Branched-chain amino acid transport system 2 carrier protein (ONBLLBMM_00262)

Lipoprotein E (ONBLLBMM_00263)

putative ABC transporter permease (ONBLLBMM_00264)

HitABC (VF0268) (ONBLLBMM_00265)

266

Ribokinase (ONBLLBMM_00267)

Pseudouridine-5'-phosphate glycosidase (ONBLLBMM_00268)

Nucleoside permease NupC (ONBLLBMM_00269)
Sodium/glucose cotransporter (ONBLLBMM_00270)

N-acetylneuraminate lyase (ONBLLBMM_00271)
Beta-glucoside kinase (ONBLLBMM_00272)

putative HTH-type transcriptional regulator YbbH (ONBLLBMM_00273)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (ONBLLBMM_00274)

275

Lipase (VF0012) (ONBLLBMM_00276)

Tyrosine recombinase XerC (ONBLLBMM_00277)

278
279

280

anti-SOS response (APIS132) (ONBLLBMM_00281)

capH (ONBLLBMM_00282)

283

284

285

286

retron_type_VI_hth_cluster2_1 (ONBLLBMM_00287)

anti-SOS response (APIS178) (ONBLLBMM_00288)

289

IMGPR_plasmid_2590828405_000003: 300,394-329,994 (+)

259
260

putative formate transporter 1 (FBDMBJJF_00261)

Branched-chain amino acid transport system 2 carrier protein (FBDMBJJF_00262)

Lipoprotein E (FBDMBJJF_00263)

putative ABC transporter permease (FBDMBJJF_00264)

HitABC (VF0268) (FBDMBJJF_00265)

266

Ribokinase (FBDMBJJF_00267)

Pseudouridine-5'-phosphate glycosidase (FBDMBJJF_00268)

Nucleoside permease NupC (FBDMBJJF_00269)
Sodium/glucose cotransporter (FBDMBJJF_00270)

N-acetylneuraminate lyase (FBDMBJJF_00271)
Beta-glucoside kinase (FBDMBJJF_00272)

putative HTH-type transcriptional regulator YbbH (FBDMBJJF_00273)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (FBDMBJJF_00274)

275

Lipase (VF0012) (FBDMBJJF_00276)

Tyrosine recombinase XerC (FBDMBJJF_00277)

278
279

280

anti-SOS response (APIS132) (FBDMBJJF_00281)

capH (FBDMBJJF_00282)

283

284

285

286

retron_type_VI_hth_cluster2_1 (FBDMBJJF_00287)

288

IMGPR_plasmid_2568526099_000005: 273,317-284,283 (+)

241
242

putative formate transporter 1 (ILIJFPOJ_00243)

Branched-chain amino acid transport system 2 carrier protein (ILIJFPOJ_00244)

Lipoprotein E (ILIJFPOJ_00245)

putative ABC transporter permease (ILIJFPOJ_00246)

HitABC (VF0268) (ILIJFPOJ_00247)

248

IMGPR_plasmid_2663763177_000003: 29-108,941 (-)

RM__Type_I_MTases_FAM_0 (EONMBDJI_00001)

SSLs (VF0990) (EONMBDJI_00002)
SSLs (VF0990) (EONMBDJI_00003)

SSLs (VF0990) (EONMBDJI_00004)
SSLs (VF0990) (EONMBDJI_00005)

SSLs (VF0990) (EONMBDJI_00006)

SSLs (VF0990) (EONMBDJI_00007)
SSLs (VF0990) (EONMBDJI_00008)

SSLs (VF0990) (EONMBDJI_00009)

SSLs (VF0990) (EONMBDJI_00010)
SSLs (VF0990) (EONMBDJI_00011)

Quinone oxidoreductase 2 (EONMBDJI_00012)

13

14
15

FS_Sma__Sma (EONMBDJI_00016)

17

GMP synthase [glutamine-hydrolyzing] (EONMBDJI_00018)

Inosine-5'-monophosphate dehydrogenase (EONMBDJI_00019)

Uric acid permease PucK (EONMBDJI_00020)

Xanthine phosphoribosyltransferase (EONMBDJI_00021)

22
23

putative protein (EONMBDJI_00024)

L-cystine uptake protein TcyP (EONMBDJI_00025)

NADPH-dependent oxidoreductase (EONMBDJI_00026)

AhpC (VF0306) (EONMBDJI_00027)

Alkyl hydroperoxide reductase subunit F (EONMBDJI_00028)

29

30
31

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (EONMBDJI_00032)

33
34

35
36

Enterotoxin-like toxin X (EONMBDJI_00037)

Tyrosine recombinase XerD (EONMBDJI_00038)

AbiD__AbiD (EONMBDJI_00039)

30S ribosomal protein S18 (EONMBDJI_00040)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (EONMBDJI_00041)

30S ribosomal protein S6 (EONMBDJI_00042)

43

Ribosome-binding ATPase YchF (EONMBDJI_00044)

45

Small-conductance mechanosensitive channel (EONMBDJI_00046)

Stage 0 sporulation protein J (EONMBDJI_00047)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (EONMBDJI_00048)

Cystathionine beta-lyase MetC (EONMBDJI_00049)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (EONMBDJI_00050)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (EONMBDJI_00051)

Isatin hydrolase (EONMBDJI_00052)

putative acetyl-CoA acyltransferase (EONMBDJI_00053)

54
55

Vitamin B12 import ATP-binding protein BtuD (EONMBDJI_00056)

57

Retron_VI__HTH (EONMBDJI_00058)

59

Sec-independent protein translocase protein TatAy (EONMBDJI_00060)
Sec-independent protein translocase protein TatCy (EONMBDJI_00061)

62

putative deferrochelatase/peroxidase EfeN (EONMBDJI_00063)

putative iron uptake system component EfeM (EONMBDJI_00064)
Putative ribosomal N-acetyltransferase YdaF (EONMBDJI_00065)

66

NAD(P)H-dependent FAD/FMN reductase (EONMBDJI_00067)

Alkanal monooxygenase alpha chain (EONMBDJI_00068)
Putative ring-cleaving dioxygenase MhqA (EONMBDJI_00069)

Hpt (VF0264) (EONMBDJI_00070)

71

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (EONMBDJI_00072)

Transcriptional regulator SlyA (EONMBDJI_00073)

AcpAB (VF0666) (EONMBDJI_00074)

Mannitol-specific cryptic phosphotransferase enzyme IIA component (EONMBDJI_00075)

76

Ascorbate-specific PTS system EIIC component (EONMBDJI_00077)

UDP-glucose 4-epimerase (EONMBDJI_00078)

LplA1 (VF0347) (EONMBDJI_00079)

Protein ADP-ribosyltransferase (EONMBDJI_00080)

Protein-ADP-ribose hydrolase (EONMBDJI_00081)

Glycine cleavage system H-like protein (EONMBDJI_00082)

83

putative oxidoreductase (EONMBDJI_00084)

85
Lipase (VF0012) (EONMBDJI_00086)

87

Putative N-acetylmannosamine-6-phosphate 2-epimerase (EONMBDJI_00088)

putative HTH-type transcriptional regulator YbbH (EONMBDJI_00089)

Beta-glucoside kinase (EONMBDJI_00090)

N-acetylneuraminate lyase (EONMBDJI_00091)

Sodium/glucose cotransporter (EONMBDJI_00092)
Nucleoside permease NupC (EONMBDJI_00093)

Pseudouridine-5'-phosphate glycosidase (EONMBDJI_00094)

Ribokinase (EONMBDJI_00095)

96

HitABC (VF0268) (EONMBDJI_00097)

putative ABC transporter permease (EONMBDJI_00098)

Lipoprotein E (EONMBDJI_00099)

Branched-chain amino acid transport system 2 carrier protein (EONMBDJI_00100)

putative formate transporter 1 (EONMBDJI_00101)

102
103

IMGPR_plasmid_2593338515_000004: 266,130-375,043 (+)

234
235

putative formate transporter 1 (ALKEECLD_00236)

Branched-chain amino acid transport system 2 carrier protein (ALKEECLD_00237)

Lipoprotein E (ALKEECLD_00238)

putative ABC transporter permease (ALKEECLD_00239)

HitABC (VF0268) (ALKEECLD_00240)

241

Ribokinase (ALKEECLD_00242)

Pseudouridine-5'-phosphate glycosidase (ALKEECLD_00243)

Nucleoside permease NupC (ALKEECLD_00244)
Sodium/glucose cotransporter (ALKEECLD_00245)

N-acetylneuraminate lyase (ALKEECLD_00246)

Beta-glucoside kinase (ALKEECLD_00247)

putative HTH-type transcriptional regulator YbbH (ALKEECLD_00248)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (ALKEECLD_00249)

250
Lipase (VF0012) (ALKEECLD_00251)

252

putative oxidoreductase (ALKEECLD_00253)

254

Glycine cleavage system H-like protein (ALKEECLD_00255)

Protein-ADP-ribose hydrolase (ALKEECLD_00256)

Protein ADP-ribosyltransferase (ALKEECLD_00257)

LplA1 (VF0347) (ALKEECLD_00258)

UDP-glucose 4-epimerase (ALKEECLD_00259)

Ascorbate-specific PTS system EIIC component (ALKEECLD_00260)

261

Mannitol-specific cryptic phosphotransferase enzyme IIA component (ALKEECLD_00262)

AcpAB (VF0666) (ALKEECLD_00263)

Transcriptional regulator SlyA (ALKEECLD_00264)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (ALKEECLD_00265)

266

Hpt (VF0264) (ALKEECLD_00267)

Putative ring-cleaving dioxygenase MhqA (ALKEECLD_00268)

Alkanal monooxygenase alpha chain (ALKEECLD_00269)

NAD(P)H-dependent FAD/FMN reductase (ALKEECLD_00270)

271

Putative ribosomal N-acetyltransferase YdaF (ALKEECLD_00272)
putative iron uptake system component EfeM (ALKEECLD_00273)

putative deferrochelatase/peroxidase EfeN (ALKEECLD_00274)

275

Sec-independent protein translocase protein TatCy (ALKEECLD_00276)
Sec-independent protein translocase protein TatAy (ALKEECLD_00277)

278

Retron_VI__HTH (ALKEECLD_00279)

280

Vitamin B12 import ATP-binding protein BtuD (ALKEECLD_00281)

282
283

putative acetyl-CoA acyltransferase (ALKEECLD_00284)

Isatin hydrolase (ALKEECLD_00285)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (ALKEECLD_00286)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (ALKEECLD_00287)

Cystathionine beta-lyase MetC (ALKEECLD_00288)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (ALKEECLD_00289)

Stage 0 sporulation protein J (ALKEECLD_00290)

Small-conductance mechanosensitive channel (ALKEECLD_00291)

292

Ribosome-binding ATPase YchF (ALKEECLD_00293)

294

30S ribosomal protein S6 (ALKEECLD_00295)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (ALKEECLD_00296)

30S ribosomal protein S18 (ALKEECLD_00297)

AbiD__AbiD (ALKEECLD_00298)

Tyrosine recombinase XerD (ALKEECLD_00299)

Enterotoxin-like toxin X (ALKEECLD_00300)

301
302

303
304

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (ALKEECLD_00305)

306
307

308

Alkyl hydroperoxide reductase subunit F (ALKEECLD_00309)

AhpC (VF0306) (ALKEECLD_00310)

NADPH-dependent oxidoreductase (ALKEECLD_00311)

L-cystine uptake protein TcyP (ALKEECLD_00312)

putative protein (ALKEECLD_00313)

314
315

Xanthine phosphoribosyltransferase (ALKEECLD_00316)

Uric acid permease PucK (ALKEECLD_00317)

Inosine-5'-monophosphate dehydrogenase (ALKEECLD_00318)

GMP synthase [glutamine-hydrolyzing] (ALKEECLD_00319)

320

FS_Sma__Sma (ALKEECLD_00321)

322
323

324

Quinone oxidoreductase 2 (ALKEECLD_00325)

SSLs (VF0990) (ALKEECLD_00326)

SSLs (VF0990) (ALKEECLD_00327)

SSLs (VF0990) (ALKEECLD_00328)
SSLs (VF0990) (ALKEECLD_00329)

SSLs (VF0990) (ALKEECLD_00330)

SSLs (VF0990) (ALKEECLD_00331)
SSLs (VF0990) (ALKEECLD_00332)

SSLs (VF0990) (ALKEECLD_00333)

SSLs (VF0990) (ALKEECLD_00334)
SSLs (VF0990) (ALKEECLD_00335)

RM__Type_I_MTases_FAM_0 (ALKEECLD_00336)

IMGPR_plasmid_2593338666_000005: 273,591-380,684 (+)

240
241

putative formate transporter 1 (COLCIFIN_00242)

Branched-chain amino acid transport system 2 carrier protein (COLCIFIN_00243)

Lipoprotein E (COLCIFIN_00244)

putative ABC transporter permease (COLCIFIN_00245)

HitABC (VF0268) (COLCIFIN_00246)

247

Ribokinase (COLCIFIN_00248)

Pseudouridine-5'-phosphate glycosidase (COLCIFIN_00249)

Nucleoside permease NupC (COLCIFIN_00250)
Sodium/glucose cotransporter (COLCIFIN_00251)

N-acetylneuraminate lyase (COLCIFIN_00252)

Beta-glucoside kinase (COLCIFIN_00253)

putative HTH-type transcriptional regulator YbbH (COLCIFIN_00254)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (COLCIFIN_00255)

256
Lipase (VF0012) (COLCIFIN_00257)

258

putative oxidoreductase (COLCIFIN_00259)

260

Glycine cleavage system H-like protein (COLCIFIN_00261)

Protein-ADP-ribose hydrolase (COLCIFIN_00262)

Protein ADP-ribosyltransferase (COLCIFIN_00263)

LplA1 (VF0347) (COLCIFIN_00264)

UDP-glucose 4-epimerase (COLCIFIN_00265)

Ascorbate-specific PTS system EIIC component (COLCIFIN_00266)

267

Mannitol-specific cryptic phosphotransferase enzyme IIA component (COLCIFIN_00268)

AcpAB (VF0666) (COLCIFIN_00269)

Transcriptional regulator SlyA (COLCIFIN_00270)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (COLCIFIN_00271)

272

Hpt (VF0264) (COLCIFIN_00273)

Putative ring-cleaving dioxygenase MhqA (COLCIFIN_00274)

Alkanal monooxygenase alpha chain (COLCIFIN_00275)

NAD(P)H-dependent FAD/FMN reductase (COLCIFIN_00276)

277

Putative ribosomal N-acetyltransferase YdaF (COLCIFIN_00278)
putative iron uptake system component EfeM (COLCIFIN_00279)

putative deferrochelatase/peroxidase EfeN (COLCIFIN_00280)

281

Sec-independent protein translocase protein TatCy (COLCIFIN_00282)
Sec-independent protein translocase protein TatAy (COLCIFIN_00283)

284

Retron_VI__HTH (COLCIFIN_00285)

286

Vitamin B12 import ATP-binding protein BtuD (COLCIFIN_00287)

288
289

putative acetyl-CoA acyltransferase (COLCIFIN_00290)

Isatin hydrolase (COLCIFIN_00291)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (COLCIFIN_00292)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (COLCIFIN_00293)

Cystathionine beta-lyase MetC (COLCIFIN_00294)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (COLCIFIN_00295)

Stage 0 sporulation protein J (COLCIFIN_00296)

Small-conductance mechanosensitive channel (COLCIFIN_00297)

298

Ribosome-binding ATPase YchF (COLCIFIN_00299)

300

30S ribosomal protein S6 (COLCIFIN_00301)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (COLCIFIN_00302)

30S ribosomal protein S18 (COLCIFIN_00303)

AbiD__AbiD (COLCIFIN_00304)

Tyrosine recombinase XerD (COLCIFIN_00305)

Enterotoxin-like toxin X (COLCIFIN_00306)

307
308

309
310

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (COLCIFIN_00311)

312
313

314

Alkyl hydroperoxide reductase subunit F (COLCIFIN_00315)

AhpC (VF0306) (COLCIFIN_00316)

NADPH-dependent oxidoreductase (COLCIFIN_00317)

L-cystine uptake protein TcyP (COLCIFIN_00318)

putative protein (COLCIFIN_00319)

320
321

Xanthine phosphoribosyltransferase (COLCIFIN_00322)

Uric acid permease PucK (COLCIFIN_00323)

Inosine-5'-monophosphate dehydrogenase (COLCIFIN_00324)

GMP synthase [glutamine-hydrolyzing] (COLCIFIN_00325)

326

FS_Sma__Sma (COLCIFIN_00327)

328
329

330

Quinone oxidoreductase 2 (COLCIFIN_00331)

SSLs (VF0990) (COLCIFIN_00332)

SSLs (VF0990) (COLCIFIN_00333)

SSLs (VF0990) (COLCIFIN_00334)
SSLs (VF0990) (COLCIFIN_00335)

SSLs (VF0990) (COLCIFIN_00336)

SSLs (VF0990) (COLCIFIN_00337)
SSLs (VF0990) (COLCIFIN_00338)

SSLs (VF0990) (COLCIFIN_00339)

SSLs (VF0990) (COLCIFIN_00340)
SSLs (VF0990) (COLCIFIN_00341)

IMGPR_plasmid_2571042816_000002: 272,091-379,941 (+)

236
241

242

putative formate transporter 1 (CHBPKGLG_00243)

Branched-chain amino acid transport system 2 carrier protein (CHBPKGLG_00244)

Lipoprotein E (CHBPKGLG_00245)

putative ABC transporter permease (CHBPKGLG_00246)

HitABC (VF0268) (CHBPKGLG_00247)

248

Ribokinase (CHBPKGLG_00249)

Pseudouridine-5'-phosphate glycosidase (CHBPKGLG_00250)

Nucleoside permease NupC (CHBPKGLG_00251)
Sodium/glucose cotransporter (CHBPKGLG_00252)

N-acetylneuraminate lyase (CHBPKGLG_00253)

Beta-glucoside kinase (CHBPKGLG_00254)

putative HTH-type transcriptional regulator YbbH (CHBPKGLG_00255)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (CHBPKGLG_00256)

257
Lipase (VF0012) (CHBPKGLG_00258)

259

putative oxidoreductase (CHBPKGLG_00260)

261

Glycine cleavage system H-like protein (CHBPKGLG_00262)

Protein-ADP-ribose hydrolase (CHBPKGLG_00263)

Protein ADP-ribosyltransferase (CHBPKGLG_00264)

LplA1 (VF0347) (CHBPKGLG_00265)

UDP-glucose 4-epimerase (CHBPKGLG_00266)

Ascorbate-specific PTS system EIIC component (CHBPKGLG_00267)

268

Mannitol-specific cryptic phosphotransferase enzyme IIA component (CHBPKGLG_00269)

AcpAB (VF0666) (CHBPKGLG_00270)

Transcriptional regulator SlyA (CHBPKGLG_00271)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CHBPKGLG_00272)

273

Hpt (VF0264) (CHBPKGLG_00274)

Putative ring-cleaving dioxygenase MhqA (CHBPKGLG_00275)
Alkanal monooxygenase alpha chain (CHBPKGLG_00276)

NAD(P)H-dependent FAD/FMN reductase (CHBPKGLG_00277)

278

Putative ribosomal N-acetyltransferase YdaF (CHBPKGLG_00279)
putative iron uptake system component EfeM (CHBPKGLG_00280)

putative deferrochelatase/peroxidase EfeN (CHBPKGLG_00281)

282

Sec-independent protein translocase protein TatCy (CHBPKGLG_00283)
Sec-independent protein translocase protein TatAy (CHBPKGLG_00284)

285

Retron_VI__HTH (CHBPKGLG_00286)

287

Vitamin B12 import ATP-binding protein BtuD (CHBPKGLG_00288)

289
290

putative acetyl-CoA acyltransferase (CHBPKGLG_00291)

Isatin hydrolase (CHBPKGLG_00292)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (CHBPKGLG_00293)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (CHBPKGLG_00294)

Cystathionine beta-lyase MetC (CHBPKGLG_00295)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (CHBPKGLG_00296)

Stage 0 sporulation protein J (CHBPKGLG_00297)

Small-conductance mechanosensitive channel (CHBPKGLG_00298)

299

Ribosome-binding ATPase YchF (CHBPKGLG_00300)

301

30S ribosomal protein S6 (CHBPKGLG_00302)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (CHBPKGLG_00303)

30S ribosomal protein S18 (CHBPKGLG_00304)

AbiD__AbiD (CHBPKGLG_00305)

Tyrosine recombinase XerD (CHBPKGLG_00306)

Enterotoxin-like toxin X (CHBPKGLG_00307)

308
309

310
311

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (CHBPKGLG_00312)

313
314

315

Alkyl hydroperoxide reductase subunit F (CHBPKGLG_00316)

AhpC (VF0306) (CHBPKGLG_00317)

NADPH-dependent oxidoreductase (CHBPKGLG_00318)

L-cystine uptake protein TcyP (CHBPKGLG_00319)

putative protein (CHBPKGLG_00320)

321
322

Xanthine phosphoribosyltransferase (CHBPKGLG_00323)

Uric acid permease PucK (CHBPKGLG_00324)

Inosine-5'-monophosphate dehydrogenase (CHBPKGLG_00325)

GMP synthase [glutamine-hydrolyzing] (CHBPKGLG_00326)

327

FS_Sma__Sma (CHBPKGLG_00328)

329
330

331

Quinone oxidoreductase 2 (CHBPKGLG_00332)

SSLs (VF0990) (CHBPKGLG_00333)

SSLs (VF0990) (CHBPKGLG_00334)

SSLs (VF0990) (CHBPKGLG_00335)
SSLs (VF0990) (CHBPKGLG_00336)

SSLs (VF0990) (CHBPKGLG_00337)

SSLs (VF0990) (CHBPKGLG_00338)

SSLs (VF0990) (CHBPKGLG_00339)
SSLs (VF0990) (CHBPKGLG_00340)

SSLs (VF0990) (CHBPKGLG_00341)
SSLs (VF0990) (CHBPKGLG_00342)

IMGPR_plasmid_2571042696_000001: 273,187-379,231 (+)

240
241

putative formate transporter 1 (HNAAKOJB_00242)

Branched-chain amino acid transport system 2 carrier protein (HNAAKOJB_00243)

Lipoprotein E (HNAAKOJB_00244)

putative ABC transporter permease (HNAAKOJB_00245)

HitABC (VF0268) (HNAAKOJB_00246)

247

Ribokinase (HNAAKOJB_00248)

Pseudouridine-5'-phosphate glycosidase (HNAAKOJB_00249)

Nucleoside permease NupC (HNAAKOJB_00250)
Sodium/glucose cotransporter (HNAAKOJB_00251)

N-acetylneuraminate lyase (HNAAKOJB_00252)

Beta-glucoside kinase (HNAAKOJB_00253)

putative HTH-type transcriptional regulator YbbH (HNAAKOJB_00254)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (HNAAKOJB_00255)

256
Lipase (VF0012) (HNAAKOJB_00257)

258

putative oxidoreductase (HNAAKOJB_00259)

260

Glycine cleavage system H-like protein (HNAAKOJB_00261)

Protein-ADP-ribose hydrolase (HNAAKOJB_00262)

Protein ADP-ribosyltransferase (HNAAKOJB_00263)

LplA1 (VF0347) (HNAAKOJB_00264)

UDP-glucose 4-epimerase (HNAAKOJB_00265)

Ascorbate-specific PTS system EIIC component (HNAAKOJB_00266)

267

Mannitol-specific cryptic phosphotransferase enzyme IIA component (HNAAKOJB_00268)

AcpAB (VF0666) (HNAAKOJB_00269)

Transcriptional regulator SlyA (HNAAKOJB_00270)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (HNAAKOJB_00271)

272

Hpt (VF0264) (HNAAKOJB_00273)

Putative ring-cleaving dioxygenase MhqA (HNAAKOJB_00274)
Alkanal monooxygenase alpha chain (HNAAKOJB_00275)

NAD(P)H-dependent FAD/FMN reductase (HNAAKOJB_00276)

277

Putative ribosomal N-acetyltransferase YdaF (HNAAKOJB_00278)
putative iron uptake system component EfeM (HNAAKOJB_00279)

putative deferrochelatase/peroxidase EfeN (HNAAKOJB_00280)

281

Sec-independent protein translocase protein TatCy (HNAAKOJB_00282)
Sec-independent protein translocase protein TatAy (HNAAKOJB_00283)

284

Retron_VI__HTH (HNAAKOJB_00285)

286

Vitamin B12 import ATP-binding protein BtuD (HNAAKOJB_00287)

288
289

putative acetyl-CoA acyltransferase (HNAAKOJB_00290)

Isatin hydrolase (HNAAKOJB_00291)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (HNAAKOJB_00292)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (HNAAKOJB_00293)

Cystathionine beta-lyase MetC (HNAAKOJB_00294)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (HNAAKOJB_00295)

Stage 0 sporulation protein J (HNAAKOJB_00296)

Small-conductance mechanosensitive channel (HNAAKOJB_00297)

298

Ribosome-binding ATPase YchF (HNAAKOJB_00299)

300

30S ribosomal protein S6 (HNAAKOJB_00301)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (HNAAKOJB_00302)

30S ribosomal protein S18 (HNAAKOJB_00303)

AbiD__AbiD (HNAAKOJB_00304)

Tyrosine recombinase XerD (HNAAKOJB_00305)

Enterotoxin-like toxin X (HNAAKOJB_00306)

307
308

309
310

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (HNAAKOJB_00311)

312
313

314

Alkyl hydroperoxide reductase subunit F (HNAAKOJB_00315)

AhpC (VF0306) (HNAAKOJB_00316)

NADPH-dependent oxidoreductase (HNAAKOJB_00317)

L-cystine uptake protein TcyP (HNAAKOJB_00318)

putative protein (HNAAKOJB_00319)

320
321

Xanthine phosphoribosyltransferase (HNAAKOJB_00322)

Uric acid permease PucK (HNAAKOJB_00323)

Inosine-5'-monophosphate dehydrogenase (HNAAKOJB_00324)

GMP synthase [glutamine-hydrolyzing] (HNAAKOJB_00325)

326

FS_Sma__Sma (HNAAKOJB_00327)

328
329

330

Quinone oxidoreductase 2 (HNAAKOJB_00331)

SSLs (VF0990) (HNAAKOJB_00332)

SSLs (VF0990) (HNAAKOJB_00333)

SSLs (VF0990) (HNAAKOJB_00334)
SSLs (VF0990) (HNAAKOJB_00335)

SSLs (VF0990) (HNAAKOJB_00336)

SSLs (VF0990) (HNAAKOJB_00337)
SSLs (VF0990) (HNAAKOJB_00338)

SSLs (VF0990) (HNAAKOJB_00339)

SSLs (VF0990) (HNAAKOJB_00340)

IMGPR_plasmid_2593338872_000005: 273,996-379,972 (+)

242
243

putative formate transporter 1 (AAIJKLHI_00244)

Branched-chain amino acid transport system 2 carrier protein (AAIJKLHI_00245)

Lipoprotein E (AAIJKLHI_00246)

putative ABC transporter permease (AAIJKLHI_00247)

HitABC (VF0268) (AAIJKLHI_00248)

249

Ribokinase (AAIJKLHI_00250)

Pseudouridine-5'-phosphate glycosidase (AAIJKLHI_00251)

Nucleoside permease NupC (AAIJKLHI_00252)
Sodium/glucose cotransporter (AAIJKLHI_00253)

N-acetylneuraminate lyase (AAIJKLHI_00254)

Beta-glucoside kinase (AAIJKLHI_00255)

putative HTH-type transcriptional regulator YbbH (AAIJKLHI_00256)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (AAIJKLHI_00257)

258
Lipase (VF0012) (AAIJKLHI_00259)

260

putative oxidoreductase (AAIJKLHI_00261)

262

Glycine cleavage system H-like protein (AAIJKLHI_00263)

Protein-ADP-ribose hydrolase (AAIJKLHI_00264)

Protein ADP-ribosyltransferase (AAIJKLHI_00265)

LplA1 (VF0347) (AAIJKLHI_00266)

UDP-glucose 4-epimerase (AAIJKLHI_00267)

Ascorbate-specific PTS system EIIC component (AAIJKLHI_00268)

269

Mannitol-specific cryptic phosphotransferase enzyme IIA component (AAIJKLHI_00270)

AcpAB (VF0666) (AAIJKLHI_00271)

Transcriptional regulator SlyA (AAIJKLHI_00272)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (AAIJKLHI_00273)

274

Hpt (VF0264) (AAIJKLHI_00275)

Putative ring-cleaving dioxygenase MhqA (AAIJKLHI_00276)

Alkanal monooxygenase alpha chain (AAIJKLHI_00277)

NAD(P)H-dependent FAD/FMN reductase (AAIJKLHI_00278)

279

Putative ribosomal N-acetyltransferase YdaF (AAIJKLHI_00280)
putative iron uptake system component EfeM (AAIJKLHI_00281)

putative deferrochelatase/peroxidase EfeN (AAIJKLHI_00282)

283

Sec-independent protein translocase protein TatCy (AAIJKLHI_00284)
Sec-independent protein translocase protein TatAy (AAIJKLHI_00285)

286

Retron_VI__HTH (AAIJKLHI_00287)

288

Vitamin B12 import ATP-binding protein BtuD (AAIJKLHI_00289)

290
291

putative acetyl-CoA acyltransferase (AAIJKLHI_00292)

Isatin hydrolase (AAIJKLHI_00293)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (AAIJKLHI_00294)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (AAIJKLHI_00295)

Cystathionine beta-lyase MetC (AAIJKLHI_00296)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (AAIJKLHI_00297)

Stage 0 sporulation protein J (AAIJKLHI_00298)

Small-conductance mechanosensitive channel (AAIJKLHI_00299)

300

Ribosome-binding ATPase YchF (AAIJKLHI_00301)

302

30S ribosomal protein S6 (AAIJKLHI_00303)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (AAIJKLHI_00304)

30S ribosomal protein S18 (AAIJKLHI_00305)

AbiD__AbiD (AAIJKLHI_00306)

Tyrosine recombinase XerD (AAIJKLHI_00307)

Enterotoxin-like toxin X (AAIJKLHI_00308)

309
310

311
312

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (AAIJKLHI_00313)

314
315

316

Alkyl hydroperoxide reductase subunit F (AAIJKLHI_00317)

AhpC (VF0306) (AAIJKLHI_00318)

NADPH-dependent oxidoreductase (AAIJKLHI_00319)

L-cystine uptake protein TcyP (AAIJKLHI_00320)

putative protein (AAIJKLHI_00321)

322
323

Xanthine phosphoribosyltransferase (AAIJKLHI_00324)

Uric acid permease PucK (AAIJKLHI_00325)

Inosine-5'-monophosphate dehydrogenase (AAIJKLHI_00326)

GMP synthase [glutamine-hydrolyzing] (AAIJKLHI_00327)

328

FS_Sma__Sma (AAIJKLHI_00329)

330
331

332

Quinone oxidoreductase 2 (AAIJKLHI_00333)

SSLs (VF0990) (AAIJKLHI_00334)

SSLs (VF0990) (AAIJKLHI_00335)

SSLs (VF0990) (AAIJKLHI_00336)
SSLs (VF0990) (AAIJKLHI_00337)

SSLs (VF0990) (AAIJKLHI_00338)

SSLs (VF0990) (AAIJKLHI_00339)

SSLs (VF0990) (AAIJKLHI_00340)
SSLs (VF0990) (AAIJKLHI_00341)

SSLs (VF0990) (AAIJKLHI_00342)

IMGPR_plasmid_2590828793_000002: 273,204-384,048 (+)

241
242

putative formate transporter 1 (JLDDBIOF_00243)

Branched-chain amino acid transport system 2 carrier protein (JLDDBIOF_00244)

Lipoprotein E (JLDDBIOF_00245)

putative ABC transporter permease (JLDDBIOF_00246)

HitABC (VF0268) (JLDDBIOF_00247)

248

Ribokinase (JLDDBIOF_00249)

Pseudouridine-5'-phosphate glycosidase (JLDDBIOF_00250)

Nucleoside permease NupC (JLDDBIOF_00251)
Sodium/glucose cotransporter (JLDDBIOF_00252)

N-acetylneuraminate lyase (JLDDBIOF_00253)

Beta-glucoside kinase (JLDDBIOF_00254)

putative HTH-type transcriptional regulator YbbH (JLDDBIOF_00255)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (JLDDBIOF_00256)

257
Lipase (VF0012) (JLDDBIOF_00258)

259

putative oxidoreductase (JLDDBIOF_00260)

261

Glycine cleavage system H-like protein (JLDDBIOF_00262)

Protein-ADP-ribose hydrolase (JLDDBIOF_00263)

Protein ADP-ribosyltransferase (JLDDBIOF_00264)

LplA1 (VF0347) (JLDDBIOF_00265)

UDP-glucose 4-epimerase (JLDDBIOF_00266)

Ascorbate-specific PTS system EIIC component (JLDDBIOF_00267)

268

Mannitol-specific cryptic phosphotransferase enzyme IIA component (JLDDBIOF_00269)

AcpAB (VF0666) (JLDDBIOF_00270)

Transcriptional regulator SlyA (JLDDBIOF_00271)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (JLDDBIOF_00272)

273

Hpt (VF0264) (JLDDBIOF_00274)

Putative ring-cleaving dioxygenase MhqA (JLDDBIOF_00275)

Alkanal monooxygenase alpha chain (JLDDBIOF_00276)

NAD(P)H-dependent FAD/FMN reductase (JLDDBIOF_00277)

278

Putative ribosomal N-acetyltransferase YdaF (JLDDBIOF_00279)
putative iron uptake system component EfeM (JLDDBIOF_00280)

putative deferrochelatase/peroxidase EfeN (JLDDBIOF_00281)

282

Sec-independent protein translocase protein TatCy (JLDDBIOF_00283)
Sec-independent protein translocase protein TatAy (JLDDBIOF_00284)

285

Retron_VI__HTH (JLDDBIOF_00286)

287

Vitamin B12 import ATP-binding protein BtuD (JLDDBIOF_00288)

289
290

putative acetyl-CoA acyltransferase (JLDDBIOF_00291)

Isatin hydrolase (JLDDBIOF_00292)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (JLDDBIOF_00293)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (JLDDBIOF_00294)

Cystathionine beta-lyase MetC (JLDDBIOF_00295)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (JLDDBIOF_00296)

Stage 0 sporulation protein J (JLDDBIOF_00297)

Small-conductance mechanosensitive channel (JLDDBIOF_00298)

299

Ribosome-binding ATPase YchF (JLDDBIOF_00300)

301

30S ribosomal protein S6 (JLDDBIOF_00302)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (JLDDBIOF_00303)

30S ribosomal protein S18 (JLDDBIOF_00304)

AbiD__AbiD (JLDDBIOF_00305)

Tyrosine recombinase XerD (JLDDBIOF_00306)

Enterotoxin-like toxin X (JLDDBIOF_00307)

308
309

310
311

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (JLDDBIOF_00312)

313
314

315

Alkyl hydroperoxide reductase subunit F (JLDDBIOF_00316)

AhpC (VF0306) (JLDDBIOF_00317)

NADPH-dependent oxidoreductase (JLDDBIOF_00318)

L-cystine uptake protein TcyP (JLDDBIOF_00319)

putative protein (JLDDBIOF_00320)

321
322

Xanthine phosphoribosyltransferase (JLDDBIOF_00323)

Uric acid permease PucK (JLDDBIOF_00324)

Inosine-5'-monophosphate dehydrogenase (JLDDBIOF_00325)

GMP synthase [glutamine-hydrolyzing] (JLDDBIOF_00326)

327

FS_Sma__Sma (JLDDBIOF_00328)

329
330

331

Quinone oxidoreductase 2 (JLDDBIOF_00332)

SSLs (VF0990) (JLDDBIOF_00333)

SSLs (VF0990) (JLDDBIOF_00334)

SSLs (VF0990) (JLDDBIOF_00335)
SSLs (VF0990) (JLDDBIOF_00336)

SSLs (VF0990) (JLDDBIOF_00337)

SSLs (VF0990) (JLDDBIOF_00338)
SSLs (VF0990) (JLDDBIOF_00339)

SSLs (VF0990) (JLDDBIOF_00340)

SSLs (VF0990) (JLDDBIOF_00341)
SSLs (VF0990) (JLDDBIOF_00342)

RM__Type_I_MTases_FAM_0 (JLDDBIOF_00343)

Specificity_I_00114 Type (JLDDBIOF_00344)

SSLs (VF0990) (JLDDBIOF_00345)

IMGPR_plasmid_2574180280_000003: 266,255-375,165 (+)

234
235

putative formate transporter 1 (MPKJFGFI_00236)

Branched-chain amino acid transport system 2 carrier protein (MPKJFGFI_00237)

Lipoprotein E (MPKJFGFI_00238)

putative ABC transporter permease (MPKJFGFI_00239)

HitABC (VF0268) (MPKJFGFI_00240)

241

Ribokinase (MPKJFGFI_00242)

Pseudouridine-5'-phosphate glycosidase (MPKJFGFI_00243)

Nucleoside permease NupC (MPKJFGFI_00244)
Sodium/glucose cotransporter (MPKJFGFI_00245)

N-acetylneuraminate lyase (MPKJFGFI_00246)

N-acetylmannosamine kinase (MPKJFGFI_00247)

Beta-glucoside kinase (MPKJFGFI_00248)

putative HTH-type transcriptional regulator YbbH (MPKJFGFI_00249)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (MPKJFGFI_00250)

251
Lipase (VF0012) (MPKJFGFI_00252)

253

putative oxidoreductase (MPKJFGFI_00254)

255

Glycine cleavage system H-like protein (MPKJFGFI_00256)

Protein-ADP-ribose hydrolase (MPKJFGFI_00257)

Protein ADP-ribosyltransferase (MPKJFGFI_00258)

LplA1 (VF0347) (MPKJFGFI_00259)

UDP-glucose 4-epimerase (MPKJFGFI_00260)

Ascorbate-specific PTS system EIIC component (MPKJFGFI_00261)

262

Mannitol-specific cryptic phosphotransferase enzyme IIA component (MPKJFGFI_00263)

AcpAB (VF0666) (MPKJFGFI_00264)

Transcriptional regulator SlyA (MPKJFGFI_00265)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (MPKJFGFI_00266)

267

Hpt (VF0264) (MPKJFGFI_00268)

Putative ring-cleaving dioxygenase MhqA (MPKJFGFI_00269)

Alkanal monooxygenase alpha chain (MPKJFGFI_00270)

NAD(P)H-dependent FAD/FMN reductase (MPKJFGFI_00271)

272

Putative ribosomal N-acetyltransferase YdaF (MPKJFGFI_00273)
putative iron uptake system component EfeM (MPKJFGFI_00274)

putative deferrochelatase/peroxidase EfeN (MPKJFGFI_00275)

276

Sec-independent protein translocase protein TatCy (MPKJFGFI_00277)
Sec-independent protein translocase protein TatAy (MPKJFGFI_00278)

279

Retron_VI__HTH (MPKJFGFI_00280)

281

Vitamin B12 import ATP-binding protein BtuD (MPKJFGFI_00282)

283
284

putative acetyl-CoA acyltransferase (MPKJFGFI_00285)

Isatin hydrolase (MPKJFGFI_00286)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (MPKJFGFI_00287)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (MPKJFGFI_00288)

Cystathionine beta-lyase MetC (MPKJFGFI_00289)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (MPKJFGFI_00290)

Stage 0 sporulation protein J (MPKJFGFI_00291)

Small-conductance mechanosensitive channel (MPKJFGFI_00292)

293

Ribosome-binding ATPase YchF (MPKJFGFI_00294)

295

30S ribosomal protein S6 (MPKJFGFI_00296)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (MPKJFGFI_00297)

30S ribosomal protein S18 (MPKJFGFI_00298)

AbiD__AbiD (MPKJFGFI_00299)

Tyrosine recombinase XerD (MPKJFGFI_00300)

Enterotoxin-like toxin X (MPKJFGFI_00301)

302
303

304
305

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (MPKJFGFI_00306)

307
308

309

Alkyl hydroperoxide reductase subunit F (MPKJFGFI_00310)

AhpC (VF0306) (MPKJFGFI_00311)

NADPH-dependent oxidoreductase (MPKJFGFI_00312)

L-cystine uptake protein TcyP (MPKJFGFI_00313)

putative protein (MPKJFGFI_00314)

315
316

Xanthine phosphoribosyltransferase (MPKJFGFI_00317)

Uric acid permease PucK (MPKJFGFI_00318)

Inosine-5'-monophosphate dehydrogenase (MPKJFGFI_00319)

GMP synthase [glutamine-hydrolyzing] (MPKJFGFI_00320)

321

FS_Sma__Sma (MPKJFGFI_00322)

323
324

325

Quinone oxidoreductase 2 (MPKJFGFI_00326)

SSLs (VF0990) (MPKJFGFI_00327)

SSLs (VF0990) (MPKJFGFI_00328)

SSLs (VF0990) (MPKJFGFI_00329)
SSLs (VF0990) (MPKJFGFI_00330)

SSLs (VF0990) (MPKJFGFI_00331)

SSLs (VF0990) (MPKJFGFI_00332)
SSLs (VF0990) (MPKJFGFI_00333)

SSLs (VF0990) (MPKJFGFI_00334)

SSLs (VF0990) (MPKJFGFI_00335)
SSLs (VF0990) (MPKJFGFI_00336)

RM__Type_I_MTases_FAM_0 (MPKJFGFI_00337)

IMGPR_plasmid_2593338639_000002: 284,902-399,161 (+)

254
255

putative formate transporter 1 (KEODJOIK_00256)

Branched-chain amino acid transport system 2 carrier protein (KEODJOIK_00257)

Lipoprotein E (KEODJOIK_00258)

putative ABC transporter permease (KEODJOIK_00259)

HitABC (VF0268) (KEODJOIK_00260)

261

Ribokinase (KEODJOIK_00262)

Pseudouridine-5'-phosphate glycosidase (KEODJOIK_00263)

Nucleoside permease NupC (KEODJOIK_00264)
Sodium/glucose cotransporter (KEODJOIK_00265)

N-acetylneuraminate lyase (KEODJOIK_00266)

Beta-glucoside kinase (KEODJOIK_00267)

putative HTH-type transcriptional regulator YbbH (KEODJOIK_00268)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (KEODJOIK_00269)

270
Lipase (VF0012) (KEODJOIK_00271)

272

putative oxidoreductase (KEODJOIK_00273)

274

Glycine cleavage system H-like protein (KEODJOIK_00275)

Protein-ADP-ribose hydrolase (KEODJOIK_00276)

Protein ADP-ribosyltransferase (KEODJOIK_00277)

LplA1 (VF0347) (KEODJOIK_00278)

UDP-glucose 4-epimerase (KEODJOIK_00279)

Ascorbate-specific PTS system EIIC component (KEODJOIK_00280)

281

Mannitol-specific cryptic phosphotransferase enzyme IIA component (KEODJOIK_00282)

AcpAB (VF0666) (KEODJOIK_00283)

Transcriptional regulator SlyA (KEODJOIK_00284)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (KEODJOIK_00285)

286

Hpt (VF0264) (KEODJOIK_00287)

Putative ring-cleaving dioxygenase MhqA (KEODJOIK_00288)

Alkanal monooxygenase alpha chain (KEODJOIK_00289)

NAD(P)H-dependent FAD/FMN reductase (KEODJOIK_00290)

291

Putative ribosomal N-acetyltransferase YdaF (KEODJOIK_00292)
putative iron uptake system component EfeM (KEODJOIK_00293)

putative deferrochelatase/peroxidase EfeN (KEODJOIK_00294)

295

Sec-independent protein translocase protein TatCy (KEODJOIK_00296)
Sec-independent protein translocase protein TatAy (KEODJOIK_00297)

298

Retron_VI__HTH (KEODJOIK_00299)

300

Vitamin B12 import ATP-binding protein BtuD (KEODJOIK_00301)

302
303

putative acetyl-CoA acyltransferase (KEODJOIK_00304)

Isatin hydrolase (KEODJOIK_00305)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (KEODJOIK_00306)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (KEODJOIK_00307)

Cystathionine beta-lyase MetC (KEODJOIK_00308)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (KEODJOIK_00309)

Stage 0 sporulation protein J (KEODJOIK_00310)

Small-conductance mechanosensitive channel (KEODJOIK_00311)

312

Ribosome-binding ATPase YchF (KEODJOIK_00313)

314

30S ribosomal protein S6 (KEODJOIK_00315)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (KEODJOIK_00316)

30S ribosomal protein S18 (KEODJOIK_00317)

AbiD__AbiD (KEODJOIK_00318)

Tyrosine recombinase XerD (KEODJOIK_00319)

Enterotoxin-like toxin X (KEODJOIK_00320)

321
322

323
324

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (KEODJOIK_00325)

326
327

328

Alkyl hydroperoxide reductase subunit F (KEODJOIK_00329)

AhpC (VF0306) (KEODJOIK_00330)

NADPH-dependent oxidoreductase (KEODJOIK_00331)
L-cystine uptake protein TcyP (KEODJOIK_00332)

putative protein (KEODJOIK_00333)

334
335

Xanthine phosphoribosyltransferase (KEODJOIK_00336)

Uric acid permease PucK (KEODJOIK_00337)

Inosine-5'-monophosphate dehydrogenase (KEODJOIK_00338)

GMP synthase [glutamine-hydrolyzing] (KEODJOIK_00339)

340

FS_Sma__Sma (KEODJOIK_00341)

342
343

344

Quinone oxidoreductase 2 (KEODJOIK_00345)

SSLs (VF0990) (KEODJOIK_00346)

SSLs (VF0990) (KEODJOIK_00347)

SSLs (VF0990) (KEODJOIK_00348)
SSLs (VF0990) (KEODJOIK_00349)

SSLs (VF0990) (KEODJOIK_00350)

SSLs (VF0990) (KEODJOIK_00351)
SSLs (VF0990) (KEODJOIK_00352)

SSLs (VF0990) (KEODJOIK_00353)
SSLs (VF0990) (KEODJOIK_00354)

SSLs (VF0990) (KEODJOIK_00355)

RM__Type_I_MTases_FAM_0 (KEODJOIK_00356)

Specificity_I_00114 Type (KEODJOIK_00357)

SSLs (VF0990) (KEODJOIK_00358)

359
360

putative lipoprotein (KEODJOIK_00361)

IMGPR_plasmid_2593338704_000007: 253,385-368,913 (+)

222
223

putative formate transporter 1 (HBEPAJAO_00224)

Branched-chain amino acid transport system 2 carrier protein (HBEPAJAO_00225)

Lipoprotein E (HBEPAJAO_00226)

putative ABC transporter permease (HBEPAJAO_00227)

HitABC (VF0268) (HBEPAJAO_00228)

229

Ribokinase (HBEPAJAO_00230)

Pseudouridine-5'-phosphate glycosidase (HBEPAJAO_00231)

Nucleoside permease NupC (HBEPAJAO_00232)
Sodium/glucose cotransporter (HBEPAJAO_00233)

N-acetylneuraminate lyase (HBEPAJAO_00234)

Beta-glucoside kinase (HBEPAJAO_00235)

putative HTH-type transcriptional regulator YbbH (HBEPAJAO_00236)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (HBEPAJAO_00237)

238
Lipase (VF0012) (HBEPAJAO_00239)

240

putative oxidoreductase (HBEPAJAO_00241)

242

Glycine cleavage system H-like protein (HBEPAJAO_00243)

Protein-ADP-ribose hydrolase (HBEPAJAO_00244)

Protein ADP-ribosyltransferase (HBEPAJAO_00245)

LplA1 (VF0347) (HBEPAJAO_00246)

UDP-glucose 4-epimerase (HBEPAJAO_00247)

Ascorbate-specific PTS system EIIC component (HBEPAJAO_00248)

249

Mannitol-specific cryptic phosphotransferase enzyme IIA component (HBEPAJAO_00250)

AcpAB (VF0666) (HBEPAJAO_00251)

Transcriptional regulator SlyA (HBEPAJAO_00252)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (HBEPAJAO_00253)

254

Hpt (VF0264) (HBEPAJAO_00255)

Putative ring-cleaving dioxygenase MhqA (HBEPAJAO_00256)

Alkanal monooxygenase alpha chain (HBEPAJAO_00257)

NAD(P)H-dependent FAD/FMN reductase (HBEPAJAO_00258)

259

Putative ribosomal N-acetyltransferase YdaF (HBEPAJAO_00260)
putative iron uptake system component EfeM (HBEPAJAO_00261)

putative deferrochelatase/peroxidase EfeN (HBEPAJAO_00262)

263

Sec-independent protein translocase protein TatCy (HBEPAJAO_00264)
Sec-independent protein translocase protein TatAy (HBEPAJAO_00265)

266

Retron_VI__HTH (HBEPAJAO_00267)

268

Vitamin B12 import ATP-binding protein BtuD (HBEPAJAO_00269)

270
271

putative acetyl-CoA acyltransferase (HBEPAJAO_00272)

Isatin hydrolase (HBEPAJAO_00273)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (HBEPAJAO_00274)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (HBEPAJAO_00275)

Cystathionine beta-lyase MetC (HBEPAJAO_00276)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (HBEPAJAO_00277)

Stage 0 sporulation protein J (HBEPAJAO_00278)

Small-conductance mechanosensitive channel (HBEPAJAO_00279)

280

Ribosome-binding ATPase YchF (HBEPAJAO_00281)

30S ribosomal protein S6 (HBEPAJAO_00282)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (HBEPAJAO_00283)

30S ribosomal protein S18 (HBEPAJAO_00284)

AbiD__AbiD (HBEPAJAO_00285)

Tyrosine recombinase XerD (HBEPAJAO_00286)

Enterotoxin-like toxin X (HBEPAJAO_00287)

288
289

290
291

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (HBEPAJAO_00292)

293
294

295

Alkyl hydroperoxide reductase subunit F (HBEPAJAO_00296)

AhpC (VF0306) (HBEPAJAO_00297)

NADPH-dependent oxidoreductase (HBEPAJAO_00298)
L-cystine uptake protein TcyP (HBEPAJAO_00299)

putative protein (HBEPAJAO_00300)

301
302

Xanthine phosphoribosyltransferase (HBEPAJAO_00303)

Uric acid permease PucK (HBEPAJAO_00304)

Inosine-5'-monophosphate dehydrogenase (HBEPAJAO_00305)

GMP synthase [glutamine-hydrolyzing] (HBEPAJAO_00306)

307

FS_Sma__Sma (HBEPAJAO_00308)

309
310

311

Quinone oxidoreductase 2 (HBEPAJAO_00312)

SSLs (VF0990) (HBEPAJAO_00313)

SSLs (VF0990) (HBEPAJAO_00314)

SSLs (VF0990) (HBEPAJAO_00315)
SSLs (VF0990) (HBEPAJAO_00316)

SSLs (VF0990) (HBEPAJAO_00317)

SSLs (VF0990) (HBEPAJAO_00318)
SSLs (VF0990) (HBEPAJAO_00319)

SSLs (VF0990) (HBEPAJAO_00320)
SSLs (VF0990) (HBEPAJAO_00321)

SSLs (VF0990) (HBEPAJAO_00322)

RM__Type_I_MTases_FAM_0 (HBEPAJAO_00323)

Specificity_I_00114 Type (HBEPAJAO_00324)

SSLs (VF0990) (HBEPAJAO_00325)

326
327

putative lipoprotein (HBEPAJAO_00328)
putative lipoprotein (HBEPAJAO_00329)

putative lipoprotein (HBEPAJAO_00330)

IMGPR_plasmid_2590828763_000002: 285,072-407,080 (+)

256
257

putative formate transporter 1 (ECGNJMEB_00258)

Branched-chain amino acid transport system 2 carrier protein (ECGNJMEB_00259)

Lipoprotein E (ECGNJMEB_00260)

putative ABC transporter permease (ECGNJMEB_00261)

HitABC (VF0268) (ECGNJMEB_00262)

263

Ribokinase (ECGNJMEB_00264)

Pseudouridine-5'-phosphate glycosidase (ECGNJMEB_00265)

Nucleoside permease NupC (ECGNJMEB_00266)
Sodium/glucose cotransporter (ECGNJMEB_00267)

N-acetylneuraminate lyase (ECGNJMEB_00268)

Beta-glucoside kinase (ECGNJMEB_00269)

putative HTH-type transcriptional regulator YbbH (ECGNJMEB_00270)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (ECGNJMEB_00271)

272
Lipase (VF0012) (ECGNJMEB_00273)

274

putative oxidoreductase (ECGNJMEB_00275)

276

Glycine cleavage system H-like protein (ECGNJMEB_00277)

Protein-ADP-ribose hydrolase (ECGNJMEB_00278)

Protein ADP-ribosyltransferase (ECGNJMEB_00279)

LplA1 (VF0347) (ECGNJMEB_00280)

UDP-glucose 4-epimerase (ECGNJMEB_00281)

Ascorbate-specific PTS system EIIC component (ECGNJMEB_00282)

283

Mannitol-specific cryptic phosphotransferase enzyme IIA component (ECGNJMEB_00284)

AcpAB (VF0666) (ECGNJMEB_00285)

Transcriptional regulator SlyA (ECGNJMEB_00286)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (ECGNJMEB_00287)

288

Hpt (VF0264) (ECGNJMEB_00289)

Putative ring-cleaving dioxygenase MhqA (ECGNJMEB_00290)

Alkanal monooxygenase alpha chain (ECGNJMEB_00291)

NAD(P)H-dependent FAD/FMN reductase (ECGNJMEB_00292)

293

Putative ribosomal N-acetyltransferase YdaF (ECGNJMEB_00294)
putative iron uptake system component EfeM (ECGNJMEB_00295)

putative deferrochelatase/peroxidase EfeN (ECGNJMEB_00296)

297

Sec-independent protein translocase protein TatCy (ECGNJMEB_00298)
Sec-independent protein translocase protein TatAy (ECGNJMEB_00299)

300

Retron_VI__HTH (ECGNJMEB_00301)

302

Vitamin B12 import ATP-binding protein BtuD (ECGNJMEB_00303)

304
305

putative acetyl-CoA acyltransferase (ECGNJMEB_00306)

Isatin hydrolase (ECGNJMEB_00307)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (ECGNJMEB_00308)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (ECGNJMEB_00309)

Cystathionine beta-lyase MetC (ECGNJMEB_00310)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (ECGNJMEB_00311)

Stage 0 sporulation protein J (ECGNJMEB_00312)

Small-conductance mechanosensitive channel (ECGNJMEB_00313)

314

Ribosome-binding ATPase YchF (ECGNJMEB_00315)

316

30S ribosomal protein S6 (ECGNJMEB_00317)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (ECGNJMEB_00318)

30S ribosomal protein S18 (ECGNJMEB_00319)

AbiD__AbiD (ECGNJMEB_00320)

Tyrosine recombinase XerD (ECGNJMEB_00321)

Enterotoxin-like toxin X (ECGNJMEB_00322)

323
324

325
326

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (ECGNJMEB_00327)

328
329

330

Alkyl hydroperoxide reductase subunit F (ECGNJMEB_00331)

AhpC (VF0306) (ECGNJMEB_00332)

NADPH-dependent oxidoreductase (ECGNJMEB_00333)

L-cystine uptake protein TcyP (ECGNJMEB_00334)

putative protein (ECGNJMEB_00335)

336
337

Xanthine phosphoribosyltransferase (ECGNJMEB_00338)

Uric acid permease PucK (ECGNJMEB_00339)

Inosine-5'-monophosphate dehydrogenase (ECGNJMEB_00340)
GMP synthase [glutamine-hydrolyzing] (ECGNJMEB_00341)

342

FS_Sma__Sma (ECGNJMEB_00343)

344
345

346

Quinone oxidoreductase 2 (ECGNJMEB_00347)

SSLs (VF0990) (ECGNJMEB_00348)

SSLs (VF0990) (ECGNJMEB_00349)

SSLs (VF0990) (ECGNJMEB_00350)
SSLs (VF0990) (ECGNJMEB_00351)

SSLs (VF0990) (ECGNJMEB_00352)

SSLs (VF0990) (ECGNJMEB_00353)
SSLs (VF0990) (ECGNJMEB_00354)

SSLs (VF0990) (ECGNJMEB_00355)
SSLs (VF0990) (ECGNJMEB_00356)

SSLs (VF0990) (ECGNJMEB_00357)

RM__Type_I_MTases_FAM_0 (ECGNJMEB_00358)

Specificity_I_00114 Type (ECGNJMEB_00359)

SSLs (VF0990) (ECGNJMEB_00360)

361
362

putative lipoprotein (ECGNJMEB_00363)

putative lipoprotein (ECGNJMEB_00364)

putative lipoprotein (ECGNJMEB_00365)

putative lipoprotein (ECGNJMEB_00366)

putative lipoprotein (ECGNJMEB_00367)

putative protein (ECGNJMEB_00368)

putative protein (ECGNJMEB_00369)
putative lipoprotein (ECGNJMEB_00370)

putative lipoprotein (ECGNJMEB_00371)

IMGPR_plasmid_2590828239_000003: 296,344-411,997 (+)

257
258

putative formate transporter 1 (BMHGOOHH_00259)

Branched-chain amino acid transport system 2 carrier protein (BMHGOOHH_00260)

Lipoprotein E (BMHGOOHH_00261)

putative ABC transporter permease (BMHGOOHH_00262)

HitABC (VF0268) (BMHGOOHH_00263)

264

Ribokinase (BMHGOOHH_00265)

Pseudouridine-5'-phosphate glycosidase (BMHGOOHH_00266)

Nucleoside permease NupC (BMHGOOHH_00267)
Sodium/glucose cotransporter (BMHGOOHH_00268)

N-acetylneuraminate lyase (BMHGOOHH_00269)

Beta-glucoside kinase (BMHGOOHH_00270)

putative HTH-type transcriptional regulator YbbH (BMHGOOHH_00271)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (BMHGOOHH_00272)

273
Lipase (VF0012) (BMHGOOHH_00274)

275

putative oxidoreductase (BMHGOOHH_00276)

277

Glycine cleavage system H-like protein (BMHGOOHH_00278)

Protein-ADP-ribose hydrolase (BMHGOOHH_00279)

Protein ADP-ribosyltransferase (BMHGOOHH_00280)

LplA1 (VF0347) (BMHGOOHH_00281)

UDP-glucose 4-epimerase (BMHGOOHH_00282)

Ascorbate-specific PTS system EIIC component (BMHGOOHH_00283)

284

Mannitol-specific cryptic phosphotransferase enzyme IIA component (BMHGOOHH_00285)

AcpAB (VF0666) (BMHGOOHH_00286)

Transcriptional regulator SlyA (BMHGOOHH_00287)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (BMHGOOHH_00288)

289

Hpt (VF0264) (BMHGOOHH_00290)

Putative ring-cleaving dioxygenase MhqA (BMHGOOHH_00291)

Alkanal monooxygenase alpha chain (BMHGOOHH_00292)

NAD(P)H-dependent FAD/FMN reductase (BMHGOOHH_00293)

294

Putative ribosomal N-acetyltransferase YdaF (BMHGOOHH_00295)
putative iron uptake system component EfeM (BMHGOOHH_00296)

putative deferrochelatase/peroxidase EfeN (BMHGOOHH_00297)

298

Sec-independent protein translocase protein TatCy (BMHGOOHH_00299)
Sec-independent protein translocase protein TatAy (BMHGOOHH_00300)

301

Retron_VI__HTH (BMHGOOHH_00302)

303

Vitamin B12 import ATP-binding protein BtuD (BMHGOOHH_00304)

305
306

putative acetyl-CoA acyltransferase (BMHGOOHH_00307)

Isatin hydrolase (BMHGOOHH_00308)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (BMHGOOHH_00309)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (BMHGOOHH_00310)

Cystathionine beta-lyase MetC (BMHGOOHH_00311)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (BMHGOOHH_00312)

Stage 0 sporulation protein J (BMHGOOHH_00313)

Small-conductance mechanosensitive channel (BMHGOOHH_00314)

315

Ribosome-binding ATPase YchF (BMHGOOHH_00316)

317

30S ribosomal protein S6 (BMHGOOHH_00318)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (BMHGOOHH_00319)

30S ribosomal protein S18 (BMHGOOHH_00320)

AbiD__AbiD (BMHGOOHH_00321)

Enterotoxin-like toxin X (BMHGOOHH_00322)

323

324
325

326
327

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (BMHGOOHH_00328)

329

330

331

332

Alkyl hydroperoxide reductase subunit F (BMHGOOHH_00333)

AhpC (VF0306) (BMHGOOHH_00334)

NADPH-dependent oxidoreductase (BMHGOOHH_00335)
L-cystine uptake protein TcyP (BMHGOOHH_00336)

putative protein (BMHGOOHH_00337)

338
339

Xanthine phosphoribosyltransferase (BMHGOOHH_00340)

Uric acid permease PucK (BMHGOOHH_00341)

Inosine-5'-monophosphate dehydrogenase (BMHGOOHH_00342)

GMP synthase [glutamine-hydrolyzing] (BMHGOOHH_00343)

344

FS_Sma__Sma (BMHGOOHH_00345)

346
347

348

Quinone oxidoreductase 2 (BMHGOOHH_00349)

SSLs (VF0990) (BMHGOOHH_00350)

SSLs (VF0990) (BMHGOOHH_00351)

SSLs (VF0990) (BMHGOOHH_00352)
SSLs (VF0990) (BMHGOOHH_00353)

SSLs (VF0990) (BMHGOOHH_00354)

SSLs (VF0990) (BMHGOOHH_00355)

SSLs (VF0990) (BMHGOOHH_00356)
SSLs (VF0990) (BMHGOOHH_00357)

SSLs (VF0990) (BMHGOOHH_00358)

RM__Type_I_MTases_FAM_0 (BMHGOOHH_00359)

Specificity_I_00114 Type (BMHGOOHH_00360)

SSLs (VF0990) (BMHGOOHH_00361)

362
363

putative lipoprotein (BMHGOOHH_00364)

IMGPR_plasmid_2590828340_000003: 287,497-400,686 (+)

246
247

putative formate transporter 1 (OIEOJCLI_00248)

Branched-chain amino acid transport system 2 carrier protein (OIEOJCLI_00249)

Lipoprotein E (OIEOJCLI_00250)

putative ABC transporter permease (OIEOJCLI_00251)

HitABC (VF0268) (OIEOJCLI_00252)

253

Ribokinase (OIEOJCLI_00254)

Pseudouridine-5'-phosphate glycosidase (OIEOJCLI_00255)

Nucleoside permease NupC (OIEOJCLI_00256)
Sodium/glucose cotransporter (OIEOJCLI_00257)

N-acetylneuraminate lyase (OIEOJCLI_00258)

Beta-glucoside kinase (OIEOJCLI_00259)

putative HTH-type transcriptional regulator YbbH (OIEOJCLI_00260)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (OIEOJCLI_00261)

262
Lipase (VF0012) (OIEOJCLI_00263)

264

putative oxidoreductase (OIEOJCLI_00265)

266

Glycine cleavage system H-like protein (OIEOJCLI_00267)

Protein-ADP-ribose hydrolase (OIEOJCLI_00268)

Protein ADP-ribosyltransferase (OIEOJCLI_00269)

LplA1 (VF0347) (OIEOJCLI_00270)

UDP-glucose 4-epimerase (OIEOJCLI_00271)

Ascorbate-specific PTS system EIIC component (OIEOJCLI_00272)

273

Mannitol-specific cryptic phosphotransferase enzyme IIA component (OIEOJCLI_00274)

AcpAB (VF0666) (OIEOJCLI_00275)

Transcriptional regulator SlyA (OIEOJCLI_00276)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (OIEOJCLI_00277)

278

Hpt (VF0264) (OIEOJCLI_00279)

Putative ring-cleaving dioxygenase MhqA (OIEOJCLI_00280)

Alkanal monooxygenase alpha chain (OIEOJCLI_00281)

NAD(P)H-dependent FAD/FMN reductase (OIEOJCLI_00282)

283

Putative ribosomal N-acetyltransferase YdaF (OIEOJCLI_00284)
putative iron uptake system component EfeM (OIEOJCLI_00285)

putative deferrochelatase/peroxidase EfeN (OIEOJCLI_00286)

287

Sec-independent protein translocase protein TatCy (OIEOJCLI_00288)
Sec-independent protein translocase protein TatAy (OIEOJCLI_00289)

290

Retron_VI__HTH (OIEOJCLI_00291)

292

Vitamin B12 import ATP-binding protein BtuD (OIEOJCLI_00293)

294
295

putative acetyl-CoA acyltransferase (OIEOJCLI_00296)

Isatin hydrolase (OIEOJCLI_00297)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (OIEOJCLI_00298)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (OIEOJCLI_00299)

Cystathionine beta-lyase MetC (OIEOJCLI_00300)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (OIEOJCLI_00301)

Stage 0 sporulation protein J (OIEOJCLI_00302)

Small-conductance mechanosensitive channel (OIEOJCLI_00303)

304

Ribosome-binding ATPase YchF (OIEOJCLI_00305)

306

30S ribosomal protein S6 (OIEOJCLI_00307)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (OIEOJCLI_00308)

30S ribosomal protein S18 (OIEOJCLI_00309)

AbiD__AbiD (OIEOJCLI_00310)

Enterotoxin-like toxin X (OIEOJCLI_00311)

312
313

314
315

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (OIEOJCLI_00316)

317

318

319

320

Alkyl hydroperoxide reductase subunit F (OIEOJCLI_00321)

AhpC (VF0306) (OIEOJCLI_00322)

NADPH-dependent oxidoreductase (OIEOJCLI_00323)
L-cystine uptake protein TcyP (OIEOJCLI_00324)

putative protein (OIEOJCLI_00325)

326
327

Xanthine phosphoribosyltransferase (OIEOJCLI_00328)

Uric acid permease PucK (OIEOJCLI_00329)

Inosine-5'-monophosphate dehydrogenase (OIEOJCLI_00330)

GMP synthase [glutamine-hydrolyzing] (OIEOJCLI_00331)

332

FS_Sma__Sma (OIEOJCLI_00333)

334
335

336

Quinone oxidoreductase 2 (OIEOJCLI_00337)

SSLs (VF0990) (OIEOJCLI_00338)

SSLs (VF0990) (OIEOJCLI_00339)

SSLs (VF0990) (OIEOJCLI_00340)
SSLs (VF0990) (OIEOJCLI_00341)

SSLs (VF0990) (OIEOJCLI_00342)

SSLs (VF0990) (OIEOJCLI_00343)

SSLs (VF0990) (OIEOJCLI_00344)
SSLs (VF0990) (OIEOJCLI_00345)

SSLs (VF0990) (OIEOJCLI_00346)

RM__Type_I_MTases_FAM_0 (OIEOJCLI_00347)

Specificity_I_00114 Type (OIEOJCLI_00348)

SSLs (VF0990) (OIEOJCLI_00349)

350
351

putative lipoprotein (OIEOJCLI_00352)

IMGPR_plasmid_2568526337_000004: 299,765-405,798 (+)

258
259

putative formate transporter 1 (NFOELBPJ_00260)

Branched-chain amino acid transport system 2 carrier protein (NFOELBPJ_00261)

Lipoprotein E (NFOELBPJ_00262)

putative ABC transporter permease (NFOELBPJ_00263)

HitABC (VF0268) (NFOELBPJ_00264)

265

Ribokinase (NFOELBPJ_00266)

Pseudouridine-5'-phosphate glycosidase (NFOELBPJ_00267)

Nucleoside permease NupC (NFOELBPJ_00268)
Sodium/glucose cotransporter (NFOELBPJ_00269)

N-acetylneuraminate lyase (NFOELBPJ_00270)

Beta-glucoside kinase (NFOELBPJ_00271)

putative HTH-type transcriptional regulator YbbH (NFOELBPJ_00272)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (NFOELBPJ_00273)

274
Lipase (VF0012) (NFOELBPJ_00275)

276

putative oxidoreductase (NFOELBPJ_00277)

278

Glycine cleavage system H-like protein (NFOELBPJ_00279)

Protein-ADP-ribose hydrolase (NFOELBPJ_00280)

Protein ADP-ribosyltransferase (NFOELBPJ_00281)

LplA1 (VF0347) (NFOELBPJ_00282)

UDP-glucose 4-epimerase (NFOELBPJ_00283)

Ascorbate-specific PTS system EIIC component (NFOELBPJ_00284)

285

Mannitol-specific cryptic phosphotransferase enzyme IIA component (NFOELBPJ_00286)

AcpAB (VF0666) (NFOELBPJ_00287)

Transcriptional regulator SlyA (NFOELBPJ_00288)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (NFOELBPJ_00289)

290

Hpt (VF0264) (NFOELBPJ_00291)

Putative ring-cleaving dioxygenase MhqA (NFOELBPJ_00292)

Alkanal monooxygenase alpha chain (NFOELBPJ_00293)

NAD(P)H-dependent FAD/FMN reductase (NFOELBPJ_00294)

295

Putative ribosomal N-acetyltransferase YdaF (NFOELBPJ_00296)
putative iron uptake system component EfeM (NFOELBPJ_00297)

putative deferrochelatase/peroxidase EfeN (NFOELBPJ_00298)

299

Sec-independent protein translocase protein TatCy (NFOELBPJ_00300)
Sec-independent protein translocase protein TatAy (NFOELBPJ_00301)

302

Retron_VI__HTH (NFOELBPJ_00303)

304

Vitamin B12 import ATP-binding protein BtuD (NFOELBPJ_00305)

306
307

putative acetyl-CoA acyltransferase (NFOELBPJ_00308)

Isatin hydrolase (NFOELBPJ_00309)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (NFOELBPJ_00310)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (NFOELBPJ_00311)

Cystathionine beta-lyase MetC (NFOELBPJ_00312)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (NFOELBPJ_00313)

Stage 0 sporulation protein J (NFOELBPJ_00314)

Small-conductance mechanosensitive channel (NFOELBPJ_00315)

316

Ribosome-binding ATPase YchF (NFOELBPJ_00317)

318

30S ribosomal protein S6 (NFOELBPJ_00319)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (NFOELBPJ_00320)

30S ribosomal protein S18 (NFOELBPJ_00321)

AbiD__AbiD (NFOELBPJ_00322)

Enterotoxin-like toxin X (NFOELBPJ_00323)

324

325
326

327
328

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (NFOELBPJ_00329)

330

331

332

333

Alkyl hydroperoxide reductase subunit F (NFOELBPJ_00334)

AhpC (VF0306) (NFOELBPJ_00335)

NADPH-dependent oxidoreductase (NFOELBPJ_00336)

L-cystine uptake protein TcyP (NFOELBPJ_00337)

putative protein (NFOELBPJ_00338)

339
340

Xanthine phosphoribosyltransferase (NFOELBPJ_00341)

Uric acid permease PucK (NFOELBPJ_00342)

Inosine-5'-monophosphate dehydrogenase (NFOELBPJ_00343)

GMP synthase [glutamine-hydrolyzing] (NFOELBPJ_00344)

345

FS_Sma__Sma (NFOELBPJ_00346)

347
348

349

Quinone oxidoreductase 2 (NFOELBPJ_00350)

SSLs (VF0990) (NFOELBPJ_00351)
SSLs (VF0990) (NFOELBPJ_00352)

SSLs (VF0990) (NFOELBPJ_00353)
SSLs (VF0990) (NFOELBPJ_00354)

SSLs (VF0990) (NFOELBPJ_00355)

SSLs (VF0990) (NFOELBPJ_00356)

SSLs (VF0990) (NFOELBPJ_00357)
SSLs (VF0990) (NFOELBPJ_00358)

SSLs (VF0990) (NFOELBPJ_00359)

IMGPR_plasmid_2568526111_000004: 287,215-393,236 (+)

245
246

putative formate transporter 1 (EOCFBNJH_00247)

Branched-chain amino acid transport system 2 carrier protein (EOCFBNJH_00248)

Lipoprotein E (EOCFBNJH_00249)

putative ABC transporter permease (EOCFBNJH_00250)

HitABC (VF0268) (EOCFBNJH_00251)

252

Ribokinase (EOCFBNJH_00253)

Pseudouridine-5'-phosphate glycosidase (EOCFBNJH_00254)

Nucleoside permease NupC (EOCFBNJH_00255)
Sodium/glucose cotransporter (EOCFBNJH_00256)

N-acetylneuraminate lyase (EOCFBNJH_00257)

Beta-glucoside kinase (EOCFBNJH_00258)

putative HTH-type transcriptional regulator YbbH (EOCFBNJH_00259)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (EOCFBNJH_00260)

261
Lipase (VF0012) (EOCFBNJH_00262)

263

putative oxidoreductase (EOCFBNJH_00264)

265

Glycine cleavage system H-like protein (EOCFBNJH_00266)

Protein-ADP-ribose hydrolase (EOCFBNJH_00267)

Protein ADP-ribosyltransferase (EOCFBNJH_00268)

LplA1 (VF0347) (EOCFBNJH_00269)

UDP-glucose 4-epimerase (EOCFBNJH_00270)

Ascorbate-specific PTS system EIIC component (EOCFBNJH_00271)

272

Mannitol-specific cryptic phosphotransferase enzyme IIA component (EOCFBNJH_00273)

AcpAB (VF0666) (EOCFBNJH_00274)

Transcriptional regulator SlyA (EOCFBNJH_00275)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (EOCFBNJH_00276)

277

Hpt (VF0264) (EOCFBNJH_00278)

Putative ring-cleaving dioxygenase MhqA (EOCFBNJH_00279)

Alkanal monooxygenase alpha chain (EOCFBNJH_00280)

NAD(P)H-dependent FAD/FMN reductase (EOCFBNJH_00281)

282

Putative ribosomal N-acetyltransferase YdaF (EOCFBNJH_00283)
putative iron uptake system component EfeM (EOCFBNJH_00284)

putative deferrochelatase/peroxidase EfeN (EOCFBNJH_00285)

286

Sec-independent protein translocase protein TatCy (EOCFBNJH_00287)
Sec-independent protein translocase protein TatAy (EOCFBNJH_00288)

289

Retron_VI__HTH (EOCFBNJH_00290)

291

Vitamin B12 import ATP-binding protein BtuD (EOCFBNJH_00292)

293
294

putative acetyl-CoA acyltransferase (EOCFBNJH_00295)

Isatin hydrolase (EOCFBNJH_00296)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (EOCFBNJH_00297)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (EOCFBNJH_00298)

Cystathionine beta-lyase MetC (EOCFBNJH_00299)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (EOCFBNJH_00300)

Stage 0 sporulation protein J (EOCFBNJH_00301)

Small-conductance mechanosensitive channel (EOCFBNJH_00302)

303

Ribosome-binding ATPase YchF (EOCFBNJH_00304)

305

30S ribosomal protein S6 (EOCFBNJH_00306)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (EOCFBNJH_00307)

30S ribosomal protein S18 (EOCFBNJH_00308)

AbiD__AbiD (EOCFBNJH_00309)

Enterotoxin-like toxin X (EOCFBNJH_00310)

311
312

313
314

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (EOCFBNJH_00315)

316

317

318

319

Alkyl hydroperoxide reductase subunit F (EOCFBNJH_00320)

AhpC (VF0306) (EOCFBNJH_00321)

NADPH-dependent oxidoreductase (EOCFBNJH_00322)

L-cystine uptake protein TcyP (EOCFBNJH_00323)

putative protein (EOCFBNJH_00324)

325
326

Xanthine phosphoribosyltransferase (EOCFBNJH_00327)

Uric acid permease PucK (EOCFBNJH_00328)

Inosine-5'-monophosphate dehydrogenase (EOCFBNJH_00329)

GMP synthase [glutamine-hydrolyzing] (EOCFBNJH_00330)

331

FS_Sma__Sma (EOCFBNJH_00332)

333
334

335

Quinone oxidoreductase 2 (EOCFBNJH_00336)

SSLs (VF0990) (EOCFBNJH_00337)

SSLs (VF0990) (EOCFBNJH_00338)

SSLs (VF0990) (EOCFBNJH_00339)
SSLs (VF0990) (EOCFBNJH_00340)

SSLs (VF0990) (EOCFBNJH_00341)

SSLs (VF0990) (EOCFBNJH_00342)

SSLs (VF0990) (EOCFBNJH_00343)
SSLs (VF0990) (EOCFBNJH_00344)

SSLs (VF0990) (EOCFBNJH_00345)

IMGPR_plasmid_2568526415_000004: 273,342-361,410 (+)

242
243

putative formate transporter 1 (DCOPFDNL_00244)

Branched-chain amino acid transport system 2 carrier protein (DCOPFDNL_00245)

Lipoprotein E (DCOPFDNL_00246)

putative ABC transporter permease (DCOPFDNL_00247)

HitABC (VF0268) (DCOPFDNL_00248)

249

Ribokinase (DCOPFDNL_00250)

Pseudouridine-5'-phosphate glycosidase (DCOPFDNL_00251)

Nucleoside permease NupC (DCOPFDNL_00252)
Sodium/glucose cotransporter (DCOPFDNL_00253)

N-acetylneuraminate lyase (DCOPFDNL_00254)

Beta-glucoside kinase (DCOPFDNL_00255)

HTH-type transcriptional regulator RpiR (DCOPFDNL_00256)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (DCOPFDNL_00257)

258
Lipase (VF0012) (DCOPFDNL_00259)

260

putative oxidoreductase (DCOPFDNL_00261)

262

Glycine cleavage system H-like protein (DCOPFDNL_00263)

Protein-ADP-ribose hydrolase (DCOPFDNL_00264)

Protein ADP-ribosyltransferase (DCOPFDNL_00265)

LplA1 (VF0347) (DCOPFDNL_00266)

UDP-glucose 4-epimerase (DCOPFDNL_00267)

Ascorbate-specific PTS system EIIC component (DCOPFDNL_00268)

269

Mannitol-specific cryptic phosphotransferase enzyme IIA component (DCOPFDNL_00270)

AcpAB (VF0666) (DCOPFDNL_00271)

Transcriptional regulator SlyA (DCOPFDNL_00272)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (DCOPFDNL_00273)

274

Hpt (VF0264) (DCOPFDNL_00275)

Putative ring-cleaving dioxygenase MhqA (DCOPFDNL_00276)

Alkanal monooxygenase alpha chain (DCOPFDNL_00277)

NAD(P)H-dependent FAD/FMN reductase (DCOPFDNL_00278)

279

Putative ribosomal N-acetyltransferase YdaF (DCOPFDNL_00280)
putative iron uptake system component EfeM (DCOPFDNL_00281)

putative deferrochelatase/peroxidase EfeN (DCOPFDNL_00282)

283

Sec-independent protein translocase protein TatCy (DCOPFDNL_00284)
Sec-independent protein translocase protein TatAy (DCOPFDNL_00285)

286

Retron_VI__HTH (DCOPFDNL_00287)

288

Vitamin B12 import ATP-binding protein BtuD (DCOPFDNL_00289)

290
291

putative acetyl-CoA acyltransferase (DCOPFDNL_00292)

Isatin hydrolase (DCOPFDNL_00293)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (DCOPFDNL_00294)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (DCOPFDNL_00295)

Cystathionine beta-lyase MetC (DCOPFDNL_00296)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (DCOPFDNL_00297)

Stage 0 sporulation protein J (DCOPFDNL_00298)

Small-conductance mechanosensitive channel (DCOPFDNL_00299)

300

Ribosome-binding ATPase YchF (DCOPFDNL_00301)

302

30S ribosomal protein S6 (DCOPFDNL_00303)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (DCOPFDNL_00304)

30S ribosomal protein S18 (DCOPFDNL_00305)

AbiD__AbiD (DCOPFDNL_00306)

Tyrosine recombinase XerD (DCOPFDNL_00307)

Enterotoxin-like toxin X (DCOPFDNL_00308)

309

310
311

312
313

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (DCOPFDNL_00314)

315
316

317

Alkyl hydroperoxide reductase subunit F (DCOPFDNL_00318)

AhpC (VF0306) (DCOPFDNL_00319)

NADPH-dependent oxidoreductase (DCOPFDNL_00320)

L-cystine uptake protein TcyP (DCOPFDNL_00321)

putative protein (DCOPFDNL_00322)

323
324

Xanthine phosphoribosyltransferase (DCOPFDNL_00325)

Uric acid permease PucK (DCOPFDNL_00326)

IMGPR_plasmid_2703718907_000004: 322-128,042 (-)

1

Putative 8-oxo-dGTP diphosphatase YtkD (LCHDAMKP_00002)
Putative membrane protein insertion efficiency factor (LCHDAMKP_00003)

o-succinylbenzoate synthase (LCHDAMKP_00004)

Mycobactin (VF0299) (LCHDAMKP_00005)

6
78

9
10

11

12
13

14
15

16

17

18

Avs2_00002 (LCHDAMKP_00019)

Specificity_I_00114 Type (LCHDAMKP_00020)

RM__Type_I_MTases_FAM_0 (LCHDAMKP_00021)

SSLs (VF0990) (LCHDAMKP_00022)

SSLs (VF0990) (LCHDAMKP_00023)

SSLs (VF0990) (LCHDAMKP_00024)
SSLs (VF0990) (LCHDAMKP_00025)

SSLs (VF0990) (LCHDAMKP_00026)

SSLs (VF0990) (LCHDAMKP_00027)
SSLs (VF0990) (LCHDAMKP_00028)

SSLs (VF0990) (LCHDAMKP_00029)

SSLs (VF0990) (LCHDAMKP_00030)

SSLs (VF0990) (LCHDAMKP_00031)

Quinone oxidoreductase 2 (LCHDAMKP_00032)

33

34
35

FS_Sma__Sma (LCHDAMKP_00036)

37

GMP synthase [glutamine-hydrolyzing] (LCHDAMKP_00038)

Inosine-5'-monophosphate dehydrogenase (LCHDAMKP_00039)

Uric acid permease PucK (LCHDAMKP_00040)

Xanthine phosphoribosyltransferase (LCHDAMKP_00041)

42
43

putative protein (LCHDAMKP_00044)

L-cystine uptake protein TcyP (LCHDAMKP_00045)
NADPH-dependent oxidoreductase (LCHDAMKP_00046)

AhpC (VF0306) (LCHDAMKP_00047)

Alkyl hydroperoxide reductase subunit F (LCHDAMKP_00048)

49

50
51

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (LCHDAMKP_00052)

53
54

55
56

Enterotoxin-like toxin X (LCHDAMKP_00057)

Tyrosine recombinase XerD (LCHDAMKP_00058)

AbiD__AbiD (LCHDAMKP_00059)

30S ribosomal protein S18 (LCHDAMKP_00060)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (LCHDAMKP_00061)

30S ribosomal protein S6 (LCHDAMKP_00062)

63

Ribosome-binding ATPase YchF (LCHDAMKP_00064)

65

Small-conductance mechanosensitive channel (LCHDAMKP_00066)

Stage 0 sporulation protein J (LCHDAMKP_00067)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (LCHDAMKP_00068)

Cystathionine beta-lyase MetC (LCHDAMKP_00069)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (LCHDAMKP_00070)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (LCHDAMKP_00071)

Isatin hydrolase (LCHDAMKP_00072)

putative acetyl-CoA acyltransferase (LCHDAMKP_00073)

74
75

Vitamin B12 import ATP-binding protein BtuD (LCHDAMKP_00076)

77

Retron_VI__HTH (LCHDAMKP_00078)

79

Sec-independent protein translocase protein TatAy (LCHDAMKP_00080)
Sec-independent protein translocase protein TatCy (LCHDAMKP_00081)

82

putative deferrochelatase/peroxidase EfeN (LCHDAMKP_00083)

putative iron uptake system component EfeM (LCHDAMKP_00084)
Putative ribosomal N-acetyltransferase YdaF (LCHDAMKP_00085)

86

NAD(P)H-dependent FAD/FMN reductase (LCHDAMKP_00087)

Alkanal monooxygenase alpha chain (LCHDAMKP_00088)

Putative ring-cleaving dioxygenase MhqA (LCHDAMKP_00089)

Hpt (VF0264) (LCHDAMKP_00090)

91

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (LCHDAMKP_00092)

Transcriptional regulator SlyA (LCHDAMKP_00093)

AcpAB (VF0666) (LCHDAMKP_00094)

Mannitol-specific cryptic phosphotransferase enzyme IIA component (LCHDAMKP_00095)

96

Ascorbate-specific PTS system EIIC component (LCHDAMKP_00097)

UDP-glucose 4-epimerase (LCHDAMKP_00098)

LplA1 (VF0347) (LCHDAMKP_00099)

Protein ADP-ribosyltransferase (LCHDAMKP_00100)

Protein-ADP-ribose hydrolase (LCHDAMKP_00101)

Glycine cleavage system H-like protein (LCHDAMKP_00102)

103

putative oxidoreductase (LCHDAMKP_00104)

105
Lipase (VF0012) (LCHDAMKP_00106)

107

Putative N-acetylmannosamine-6-phosphate 2-epimerase (LCHDAMKP_00108)

putative HTH-type transcriptional regulator YbbH (LCHDAMKP_00109)

Beta-glucoside kinase (LCHDAMKP_00110)

N-acetylneuraminate lyase (LCHDAMKP_00111)

Sodium/glucose cotransporter (LCHDAMKP_00112)
Nucleoside permease NupC (LCHDAMKP_00113)

Pseudouridine-5'-phosphate glycosidase (LCHDAMKP_00114)

Ribokinase (LCHDAMKP_00115)

116

HitABC (VF0268) (LCHDAMKP_00117)

putative ABC transporter permease (LCHDAMKP_00118)

Lipoprotein E (LCHDAMKP_00119)

Branched-chain amino acid transport system 2 carrier protein (LCHDAMKP_00120)

putative formate transporter 1 (LCHDAMKP_00121)

122
123

IMGPR_plasmid_2703719361_000003: 270,718-398,437 (+)

240
241

putative formate transporter 1 (EDKILGIA_00242)

Branched-chain amino acid transport system 2 carrier protein (EDKILGIA_00243)

Lipoprotein E (EDKILGIA_00244)

putative ABC transporter permease (EDKILGIA_00245)

HitABC (VF0268) (EDKILGIA_00246)

247

Ribokinase (EDKILGIA_00248)

Pseudouridine-5'-phosphate glycosidase (EDKILGIA_00249)

Nucleoside permease NupC (EDKILGIA_00250)
Sodium/glucose cotransporter (EDKILGIA_00251)

N-acetylneuraminate lyase (EDKILGIA_00252)

Beta-glucoside kinase (EDKILGIA_00253)

putative HTH-type transcriptional regulator YbbH (EDKILGIA_00254)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (EDKILGIA_00255)

256
Lipase (VF0012) (EDKILGIA_00257)

258

putative oxidoreductase (EDKILGIA_00259)

260

Glycine cleavage system H-like protein (EDKILGIA_00261)

Protein-ADP-ribose hydrolase (EDKILGIA_00262)

Protein ADP-ribosyltransferase (EDKILGIA_00263)

LplA1 (VF0347) (EDKILGIA_00264)

UDP-glucose 4-epimerase (EDKILGIA_00265)

Ascorbate-specific PTS system EIIC component (EDKILGIA_00266)

267

Mannitol-specific cryptic phosphotransferase enzyme IIA component (EDKILGIA_00268)

AcpAB (VF0666) (EDKILGIA_00269)

Transcriptional regulator SlyA (EDKILGIA_00270)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (EDKILGIA_00271)

272

Hpt (VF0264) (EDKILGIA_00273)

Putative ring-cleaving dioxygenase MhqA (EDKILGIA_00274)

Alkanal monooxygenase alpha chain (EDKILGIA_00275)

NAD(P)H-dependent FAD/FMN reductase (EDKILGIA_00276)

277

Putative ribosomal N-acetyltransferase YdaF (EDKILGIA_00278)
putative iron uptake system component EfeM (EDKILGIA_00279)

putative deferrochelatase/peroxidase EfeN (EDKILGIA_00280)

281

Sec-independent protein translocase protein TatCy (EDKILGIA_00282)
Sec-independent protein translocase protein TatAy (EDKILGIA_00283)

284

Retron_VI__HTH (EDKILGIA_00285)

286

Vitamin B12 import ATP-binding protein BtuD (EDKILGIA_00287)

288
289

putative acetyl-CoA acyltransferase (EDKILGIA_00290)

Isatin hydrolase (EDKILGIA_00291)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (EDKILGIA_00292)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (EDKILGIA_00293)

Cystathionine beta-lyase MetC (EDKILGIA_00294)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (EDKILGIA_00295)

Stage 0 sporulation protein J (EDKILGIA_00296)

Small-conductance mechanosensitive channel (EDKILGIA_00297)

298

Ribosome-binding ATPase YchF (EDKILGIA_00299)

300

30S ribosomal protein S6 (EDKILGIA_00301)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (EDKILGIA_00302)

30S ribosomal protein S18 (EDKILGIA_00303)

AbiD__AbiD (EDKILGIA_00304)

Tyrosine recombinase XerD (EDKILGIA_00305)

Enterotoxin-like toxin X (EDKILGIA_00306)

307
308

309
310

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (EDKILGIA_00311)

312
313

314

Alkyl hydroperoxide reductase subunit F (EDKILGIA_00315)

AhpC (VF0306) (EDKILGIA_00316)

NADPH-dependent oxidoreductase (EDKILGIA_00317)
L-cystine uptake protein TcyP (EDKILGIA_00318)

putative protein (EDKILGIA_00319)

320
321

Xanthine phosphoribosyltransferase (EDKILGIA_00322)

Uric acid permease PucK (EDKILGIA_00323)

Inosine-5'-monophosphate dehydrogenase (EDKILGIA_00324)

GMP synthase [glutamine-hydrolyzing] (EDKILGIA_00325)

326

FS_Sma__Sma (EDKILGIA_00327)

328
329

330

Quinone oxidoreductase 2 (EDKILGIA_00331)

SSLs (VF0990) (EDKILGIA_00332)

SSLs (VF0990) (EDKILGIA_00333)

SSLs (VF0990) (EDKILGIA_00334)
SSLs (VF0990) (EDKILGIA_00335)

SSLs (VF0990) (EDKILGIA_00336)

SSLs (VF0990) (EDKILGIA_00337)
SSLs (VF0990) (EDKILGIA_00338)

SSLs (VF0990) (EDKILGIA_00339)

SSLs (VF0990) (EDKILGIA_00340)

SSLs (VF0990) (EDKILGIA_00341)

RM__Type_I_MTases_FAM_0 (EDKILGIA_00342)

Specificity_I_00114 Type (EDKILGIA_00343)

Avs2_00002 (EDKILGIA_00344)

345
346

347

348
349

350
351

352
353

354

355
356

357

Mycobactin (VF0299) (EDKILGIA_00358)

o-succinylbenzoate synthase (EDKILGIA_00359)

Putative membrane protein insertion efficiency factor (EDKILGIA_00360)
Putative 8-oxo-dGTP diphosphatase YtkD (EDKILGIA_00361)

362

IMGPR_plasmid_2703718937_000003: 269,398-398,415 (+)

238
239

putative formate transporter 1 (PNGEPILJ_00240)

Branched-chain amino acid transport system 2 carrier protein (PNGEPILJ_00241)

Lipoprotein E (PNGEPILJ_00242)

putative ABC transporter permease (PNGEPILJ_00243)

HitABC (VF0268) (PNGEPILJ_00244)

245

Ribokinase (PNGEPILJ_00246)

Pseudouridine-5'-phosphate glycosidase (PNGEPILJ_00247)

Nucleoside permease NupC (PNGEPILJ_00248)
Sodium/glucose cotransporter (PNGEPILJ_00249)

N-acetylneuraminate lyase (PNGEPILJ_00250)

Beta-glucoside kinase (PNGEPILJ_00251)

putative HTH-type transcriptional regulator YbbH (PNGEPILJ_00252)
Putative N-acetylmannosamine-6-phosphate 2-epimerase (PNGEPILJ_00253)

254
Lipase (VF0012) (PNGEPILJ_00255)

256

putative oxidoreductase (PNGEPILJ_00257)

258

Glycine cleavage system H-like protein (PNGEPILJ_00259)

Protein-ADP-ribose hydrolase (PNGEPILJ_00260)

Protein ADP-ribosyltransferase (PNGEPILJ_00261)

LplA1 (VF0347) (PNGEPILJ_00262)

UDP-glucose 4-epimerase (PNGEPILJ_00263)

Ascorbate-specific PTS system EIIC component (PNGEPILJ_00264)

265

Mannitol-specific cryptic phosphotransferase enzyme IIA component (PNGEPILJ_00266)

AcpAB (VF0666) (PNGEPILJ_00267)

Transcriptional regulator SlyA (PNGEPILJ_00268)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (PNGEPILJ_00269)

270

Hpt (VF0264) (PNGEPILJ_00271)

Putative ring-cleaving dioxygenase MhqA (PNGEPILJ_00272)

Alkanal monooxygenase alpha chain (PNGEPILJ_00273)

NAD(P)H-dependent FAD/FMN reductase (PNGEPILJ_00274)

275

Putative ribosomal N-acetyltransferase YdaF (PNGEPILJ_00276)
putative iron uptake system component EfeM (PNGEPILJ_00277)

putative deferrochelatase/peroxidase EfeN (PNGEPILJ_00278)

279

Sec-independent protein translocase protein TatCy (PNGEPILJ_00280)
Sec-independent protein translocase protein TatAy (PNGEPILJ_00281)

282

Retron_VI__HTH (PNGEPILJ_00283)

284

Vitamin B12 import ATP-binding protein BtuD (PNGEPILJ_00285)

286
287

putative acetyl-CoA acyltransferase (PNGEPILJ_00288)

Isatin hydrolase (PNGEPILJ_00289)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (PNGEPILJ_00290)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (PNGEPILJ_00291)

Cystathionine beta-lyase MetC (PNGEPILJ_00292)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (PNGEPILJ_00293)

Stage 0 sporulation protein J (PNGEPILJ_00294)

Small-conductance mechanosensitive channel (PNGEPILJ_00295)

296

Ribosome-binding ATPase YchF (PNGEPILJ_00297)

298

30S ribosomal protein S6 (PNGEPILJ_00299)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (PNGEPILJ_00300)

30S ribosomal protein S18 (PNGEPILJ_00301)

AbiD__AbiD (PNGEPILJ_00302)

Tyrosine recombinase XerD (PNGEPILJ_00303)

Enterotoxin-like toxin X (PNGEPILJ_00304)

305
306

307
308

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (PNGEPILJ_00309)

310
311

312

Alkyl hydroperoxide reductase subunit F (PNGEPILJ_00313)

AhpC (VF0306) (PNGEPILJ_00314)

NADPH-dependent oxidoreductase (PNGEPILJ_00315)
L-cystine uptake protein TcyP (PNGEPILJ_00316)

putative protein (PNGEPILJ_00317)

318
319

Xanthine phosphoribosyltransferase (PNGEPILJ_00320)

Uric acid permease PucK (PNGEPILJ_00321)

Inosine-5'-monophosphate dehydrogenase (PNGEPILJ_00322)

GMP synthase [glutamine-hydrolyzing] (PNGEPILJ_00323)

324

FS_Sma__Sma (PNGEPILJ_00325)

326
327

328

Quinone oxidoreductase 2 (PNGEPILJ_00329)

SSLs (VF0990) (PNGEPILJ_00330)

SSLs (VF0990) (PNGEPILJ_00331)

SSLs (VF0990) (PNGEPILJ_00332)
SSLs (VF0990) (PNGEPILJ_00333)

SSLs (VF0990) (PNGEPILJ_00334)

SSLs (VF0990) (PNGEPILJ_00335)

SSLs (VF0990) (PNGEPILJ_00336)
SSLs (VF0990) (PNGEPILJ_00337)

SSLs (VF0990) (PNGEPILJ_00338)

SSLs (VF0990) (PNGEPILJ_00339)

RM__Type_I_MTases_FAM_0 (PNGEPILJ_00340)

Specificity_I_00114 Type (PNGEPILJ_00341)

Avs2_00002 (PNGEPILJ_00342)

343
344

345

346
347

348
349

350
351

352

353
354

355

Mycobactin (VF0299) (PNGEPILJ_00356)

o-succinylbenzoate synthase (PNGEPILJ_00357)

Putative membrane protein insertion efficiency factor (PNGEPILJ_00358)
Putative 8-oxo-dGTP diphosphatase YtkD (PNGEPILJ_00359)

360

IMGPR_plasmid_2571042262_000004: 299,795-420,928 (+)

258
259

putative formate transporter 1 (BINFCLNE_00260)

Branched-chain amino acid transport system 2 carrier protein (BINFCLNE_00261)

Lipoprotein E (BINFCLNE_00262)

putative ABC transporter permease (BINFCLNE_00263)

HitABC (VF0268) (BINFCLNE_00264)

265

Ribokinase (BINFCLNE_00266)

Pseudouridine-5'-phosphate glycosidase (BINFCLNE_00267)

Nucleoside permease NupC (BINFCLNE_00268)
Sodium/glucose cotransporter (BINFCLNE_00269)

N-acetylneuraminate lyase (BINFCLNE_00270)

Beta-glucoside kinase (BINFCLNE_00271)

putative HTH-type transcriptional regulator YbbH (BINFCLNE_00272)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (BINFCLNE_00273)

274
Lipase (VF0012) (BINFCLNE_00275)

276

putative oxidoreductase (BINFCLNE_00277)

278

Glycine cleavage system H-like protein (BINFCLNE_00279)

Protein-ADP-ribose hydrolase (BINFCLNE_00280)

Protein ADP-ribosyltransferase (BINFCLNE_00281)

LplA1 (VF0347) (BINFCLNE_00282)

UDP-glucose 4-epimerase (BINFCLNE_00283)

Ascorbate-specific PTS system EIIC component (BINFCLNE_00284)

285

Mannitol-specific cryptic phosphotransferase enzyme IIA component (BINFCLNE_00286)

AcpAB (VF0666) (BINFCLNE_00287)

Transcriptional regulator SlyA (BINFCLNE_00288)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (BINFCLNE_00289)

290

Hpt (VF0264) (BINFCLNE_00291)

Putative ring-cleaving dioxygenase MhqA (BINFCLNE_00292)

Alkanal monooxygenase alpha chain (BINFCLNE_00293)

NAD(P)H-dependent FAD/FMN reductase (BINFCLNE_00294)

295

Putative ribosomal N-acetyltransferase YdaF (BINFCLNE_00296)
putative iron uptake system component EfeM (BINFCLNE_00297)

putative deferrochelatase/peroxidase EfeN (BINFCLNE_00298)

299

Sec-independent protein translocase protein TatCy (BINFCLNE_00300)
Sec-independent protein translocase protein TatAy (BINFCLNE_00301)

302

Retron_VI__HTH (BINFCLNE_00303)

304

Vitamin B12 import ATP-binding protein BtuD (BINFCLNE_00305)

306
307

putative acetyl-CoA acyltransferase (BINFCLNE_00308)

Isatin hydrolase (BINFCLNE_00309)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (BINFCLNE_00310)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (BINFCLNE_00311)

Cystathionine beta-lyase MetC (BINFCLNE_00312)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (BINFCLNE_00313)

Stage 0 sporulation protein J (BINFCLNE_00314)

Small-conductance mechanosensitive channel (BINFCLNE_00315)

316

Ribosome-binding ATPase YchF (BINFCLNE_00317)

318

30S ribosomal protein S6 (BINFCLNE_00319)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (BINFCLNE_00320)

30S ribosomal protein S18 (BINFCLNE_00321)

322

Tyrosine recombinase XerC (BINFCLNE_00323)

324

325

326

327
328

329
330

331
332

333
334

335

336

337

338

339

AbiD__AbiD (BINFCLNE_00340)

341

342

AbiD__AbiD (BINFCLNE_00343)

Enterotoxin-like toxin X (BINFCLNE_00344)

345

346
347

348
349

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (BINFCLNE_00350)

351

352

353

354

Alkyl hydroperoxide reductase subunit F (BINFCLNE_00355)

AhpC (VF0306) (BINFCLNE_00356)

NADPH-dependent oxidoreductase (BINFCLNE_00357)
L-cystine uptake protein TcyP (BINFCLNE_00358)

putative protein (BINFCLNE_00359)

360
361

Xanthine phosphoribosyltransferase (BINFCLNE_00362)

Uric acid permease PucK (BINFCLNE_00363)

Inosine-5'-monophosphate dehydrogenase (BINFCLNE_00364)

GMP synthase [glutamine-hydrolyzing] (BINFCLNE_00365)

366

FS_Sma__Sma (BINFCLNE_00367)

368
369

370

Quinone oxidoreductase 2 (BINFCLNE_00371)

SSLs (VF0990) (BINFCLNE_00372)

SSLs (VF0990) (BINFCLNE_00373)

SSLs (VF0990) (BINFCLNE_00374)
SSLs (VF0990) (BINFCLNE_00375)

SSLs (VF0990) (BINFCLNE_00376)

SSLs (VF0990) (BINFCLNE_00377)

SSLs (VF0990) (BINFCLNE_00378)
SSLs (VF0990) (BINFCLNE_00379)

SSLs (VF0990) (BINFCLNE_00380)

IMGPR_plasmid_2603879693_000005: 264,200-387,160 (+)

224
225

putative formate transporter 1 (IAOAKLHK_00226)

Branched-chain amino acid transport system 2 carrier protein (IAOAKLHK_00227)

Lipoprotein E (IAOAKLHK_00228)

putative ABC transporter permease (IAOAKLHK_00229)

HitABC (VF0268) (IAOAKLHK_00230)

231

Ribokinase (IAOAKLHK_00232)

Pseudouridine-5'-phosphate glycosidase (IAOAKLHK_00233)

Nucleoside permease NupC (IAOAKLHK_00234)
Sodium/glucose cotransporter (IAOAKLHK_00235)

N-acetylneuraminate lyase (IAOAKLHK_00236)

Beta-glucoside kinase (IAOAKLHK_00237)

putative HTH-type transcriptional regulator YbbH (IAOAKLHK_00238)

Putative N-acetylmannosamine-6-phosphate 2-epimerase (IAOAKLHK_00239)

240
Lipase (VF0012) (IAOAKLHK_00241)

242

putative oxidoreductase (IAOAKLHK_00243)

244

Glycine cleavage system H-like protein (IAOAKLHK_00245)

Protein-ADP-ribose hydrolase (IAOAKLHK_00246)

Protein ADP-ribosyltransferase (IAOAKLHK_00247)

LplA1 (VF0347) (IAOAKLHK_00248)

UDP-glucose 4-epimerase (IAOAKLHK_00249)

Ascorbate-specific PTS system EIIC component (IAOAKLHK_00250)

251

Mannitol-specific cryptic phosphotransferase enzyme IIA component (IAOAKLHK_00252)

AcpAB (VF0666) (IAOAKLHK_00253)

Transcriptional regulator SlyA (IAOAKLHK_00254)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (IAOAKLHK_00255)

256

Hpt (VF0264) (IAOAKLHK_00257)

Putative ring-cleaving dioxygenase MhqA (IAOAKLHK_00258)

Alkanal monooxygenase alpha chain (IAOAKLHK_00259)

NAD(P)H-dependent FAD/FMN reductase (IAOAKLHK_00260)

261

Putative ribosomal N-acetyltransferase YdaF (IAOAKLHK_00262)

263

Efem/EfeO family lipoprotein (IAOAKLHK_00264)

putative deferrochelatase/peroxidase EfeN (IAOAKLHK_00265)

266

Sec-independent protein translocase protein TatCy (IAOAKLHK_00267)
Sec-independent protein translocase protein TatAy (IAOAKLHK_00268)

269

Retron_VI__HTH (IAOAKLHK_00270)

271

Vitamin B12 import ATP-binding protein BtuD (IAOAKLHK_00272)

273
274

putative acetyl-CoA acyltransferase (IAOAKLHK_00275)

Isatin hydrolase (IAOAKLHK_00276)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (IAOAKLHK_00277)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (IAOAKLHK_00278)

Cystathionine beta-lyase MetC (IAOAKLHK_00279)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (IAOAKLHK_00280)

Stage 0 sporulation protein J (IAOAKLHK_00281)

Small-conductance mechanosensitive channel (IAOAKLHK_00282)

283

Ribosome-binding ATPase YchF (IAOAKLHK_00284)

285

30S ribosomal protein S6 (IAOAKLHK_00286)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (IAOAKLHK_00287)

30S ribosomal protein S18 (IAOAKLHK_00288)

289

Tyrosine recombinase XerC (IAOAKLHK_00290)

291

292

293

294
295

296
297

298

299
300

301
302

303

304

305

306

307

AbiD__AbiD (IAOAKLHK_00308)

309

310

AbiD__AbiD (IAOAKLHK_00311)

Enterotoxin-like toxin X (IAOAKLHK_00312)

313
314

315
316

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (IAOAKLHK_00317)

318

319

320

321

Alkyl hydroperoxide reductase subunit F (IAOAKLHK_00322)

AhpC (VF0306) (IAOAKLHK_00323)

NADPH-dependent oxidoreductase (IAOAKLHK_00324)
L-cystine uptake protein TcyP (IAOAKLHK_00325)

putative protein (IAOAKLHK_00326)

327
328

Xanthine phosphoribosyltransferase (IAOAKLHK_00329)

Uric acid permease PucK (IAOAKLHK_00330)

Inosine-5'-monophosphate dehydrogenase (IAOAKLHK_00331)

GMP synthase [glutamine-hydrolyzing] (IAOAKLHK_00332)

333

FS_Sma__Sma (IAOAKLHK_00334)

335
336

337

Quinone oxidoreductase 2 (IAOAKLHK_00338)

SSLs (VF0990) (IAOAKLHK_00339)

SSLs (VF0990) (IAOAKLHK_00340)

SSLs (VF0990) (IAOAKLHK_00341)
SSLs (VF0990) (IAOAKLHK_00342)

SSLs (VF0990) (IAOAKLHK_00343)

SSLs (VF0990) (IAOAKLHK_00344)

SSLs (VF0990) (IAOAKLHK_00345)
SSLs (VF0990) (IAOAKLHK_00346)

SSLs (VF0990) (IAOAKLHK_00347)

RM__Type_I_MTases_FAM_0 (IAOAKLHK_00348)

IMGPR_plasmid_2609459809_000001: 290-117,876 (-)

RM__Type_I_MTases_FAM_0 (LPMOMHGF_00001)

SSLs (VF0990) (LPMOMHGF_00002)

SSLs (VF0990) (LPMOMHGF_00003)

SSLs (VF0990) (LPMOMHGF_00004)
SSLs (VF0990) (LPMOMHGF_00005)

SSLs (VF0990) (LPMOMHGF_00006)
SSLs (VF0990) (LPMOMHGF_00007)

SSLs (VF0990) (LPMOMHGF_00008)

SSLs (VF0990) (LPMOMHGF_00009)
SSLs (VF0990) (LPMOMHGF_00010)

Quinone oxidoreductase 2 (LPMOMHGF_00011)

12

13
14

putative protein YjdF (LPMOMHGF_00015)

16

17
18

19
20

21

22

23
24

AbiD (LPMOMHGF_00025)

GMP synthase [glutamine-hydrolyzing] (LPMOMHGF_00026)

Inosine-5'-monophosphate dehydrogenase (LPMOMHGF_00027)

Uric acid permease PucK (LPMOMHGF_00028)

Xanthine phosphoribosyltransferase (LPMOMHGF_00029)

30
31

putative protein (LPMOMHGF_00032)

L-cystine uptake protein TcyP (LPMOMHGF_00033)

NADPH-dependent oxidoreductase (LPMOMHGF_00034)

AhpC (VF0306) (LPMOMHGF_00035)

Alkyl hydroperoxide reductase subunit F (LPMOMHGF_00036)

37

38
39

2,3-bisphosphoglycerate-dependent phosphoglycerate mutase (LPMOMHGF_00040)

41
42

43
44

45

Enterotoxin-like toxin X (LPMOMHGF_00046)

AbiD (LPMOMHGF_00047)

30S ribosomal protein S18 (LPMOMHGF_00048)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (LPMOMHGF_00049)

30S ribosomal protein S6 (LPMOMHGF_00050)

51

Ribosome-binding ATPase YchF (LPMOMHGF_00052)

53

Small-conductance mechanosensitive channel (LPMOMHGF_00054)

Stage 0 sporulation protein J (LPMOMHGF_00055)

Cystathionine gamma-synthase/O-acetylhomoserine (thiol)-lyase (LPMOMHGF_00056)

Cystathionine beta-lyase MetC (LPMOMHGF_00057)

Bifunctional homocysteine S-methyltransferase/5,10-methylenetetrahydrofolate reductase (LPMOMHGF_00058)

5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase (LPMOMHGF_00059)

Isatin hydrolase (LPMOMHGF_00060)

putative acetyl-CoA acyltransferase (LPMOMHGF_00061)

62
63

Vitamin B12 import ATP-binding protein BtuD (LPMOMHGF_00064)

65

Retron_VI__HTH (LPMOMHGF_00066)

67

Sec-independent protein translocase protein TatAy (LPMOMHGF_00068)
Sec-independent protein translocase protein TatCy (LPMOMHGF_00069)

70

putative deferrochelatase/peroxidase EfeN (LPMOMHGF_00071)

putative iron uptake system component EfeM (LPMOMHGF_00072)
Putative ribosomal N-acetyltransferase YdaF (LPMOMHGF_00073)

74
75

NAD(P)H-dependent FAD/FMN reductase (LPMOMHGF_00076)

Alkanal monooxygenase alpha chain (LPMOMHGF_00077)

Putative ring-cleaving dioxygenase MhqA (LPMOMHGF_00078)

Hpt (VF0264) (LPMOMHGF_00079)

80

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (LPMOMHGF_00081)

Transcriptional regulator SlyA (LPMOMHGF_00082)

AcpAB (VF0666) (LPMOMHGF_00083)

Ascorbate-specific PTS system EIIA component (LPMOMHGF_00084)

85

Ascorbate-specific PTS system EIIC component (LPMOMHGF_00086)
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