N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-acetylgalactosaminyltransferase (PGKIPCFE_00037)
Alginate biosynthesis protein AlgA (PGKIPCFE_00036)
26 27 28 29 30 31 3233 34 35 | Putative acetyltransferase (PGKIPCFE_00038)
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3233 34 35 Mannose-1-phosphate guanylyltransferase 1 (LNFNNEFL_00036)
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Mannose-1-phosphate guanylyltransferase 1 (HIBOBBPC_00026)
2324 25 Alginate biosynthesis protein AlgA (HIBOBBPC_00027)
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N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-acetylgalactosaminyltransferase (OAOKKLMB_00054)
Mannose-1-phosphate guanylyltransferase RfbM (OAOKKLMB_00053)
48 4950 5152 2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (OAOKKLMB_00055)
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N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-acetylgalactosaminyltransferase (KGAPCDPP_00002)
Mannose-1-phosphate guanylyltransferase RfbM (KGAPCDPP_00003)

76 5 4 | Putative acetyltransferase (KGAPCDPP_00001)
IMGPR_plasmid_3300014791 000007 144:9207(-)
Mannose-1-phosphate guanylyltransferase RfoM (FMPDOGEK_00024)
2021 2223 25
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AslA (VF0238) (OFIJDFOG_00035)
3233 34 36 TonB-dependent receptor P3 (OFIJDFOG_00037)
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N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-acetylgalactosaminyltransferase (ABBKOHNF_00006)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (ABBKOHNF_00002)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (ABBKOHNF_00004)
2,3,4,5-tetrahyd ropyridine—2,6—dicarBoxyIate N—acetyltransferasé (ABBKOHNF_00005)
Mannose-1-phosphate guanylyltransferase RfoM (ABBKOHNF_00007)
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Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (OEFEPKCP_00039)
2,3,4,5—tetrahydropyridine—2,6—dicarboxylate N—acetyltransferasé (OEFEPKCP_00038)
Mannose-1-phosphate guanylyltransferase beMﬁFEPKCP_OOQ%)
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2,3,4,5-tetrahydropyridine-2,6-d icarBoxyIate N—acetyltransferasé (CGHPJACO_00038)
Mannose-1-phosphate guanylyltransferase RfbM (CGH I5JACO_00036)
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2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (PENDFHLL_00009)
Mannose-1-phosphate guanylyltransferase RfbM (PENDFHLL_00011)
‘ ‘ Glycogen synthase (PENDFHLL_00004)
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N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-acetylgalactosaminyltransferase (GIBLCOBK_00009)
GDP-mannose-dependent alpha-(1-6)-phosphatidylinositol monomannoside mannosyltransferase (GIBLCOBK_00005)
Undecaprenyl-phosphate 4-deoxy-‘4-formamido-L-arabinose transferase (GIBLCOBK_00007)
2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferasé (GIBLCOBK_00008)
Mannose-1-phosphate guanylyltransferase RfbM (GIBLCOBK_00010)
‘ ‘ Glycogen synthase (GIBLCOBK_00003)
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IMGPR_plasmid_3300007804_000014 36:17468(-)
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2,3,4,5—tetrahydropyridine—Z,6—dicar50xylate N-acetyltransferase (HEKAAOOA_00031)
Mannose-1-phosphate guanylyltransferase RfbM (HEKAAOOA_00029)
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N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-acetylgalactosaminyltransferase (HLMPCEDP_00037)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (HLMPCEDP_00039)
2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (HLMPCEDP_00038)
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2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferasé (LPLKHAHF_00060) Tyrosine-protein phosphatase YwqE (LPLKHAHF_00072)
Mannose-1-phosphate guanylyltransferase RfoM (LPLKHAHF_00058) \ Hyaluronic acid (HA) capsule (VF0667) (LPLKHAHF_00070)
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N,N'-diacetylbacillosaminyl-diphospho-undecaprenol alpha-1,3-N-acetylgalactosaminyltransferase (DANNJHMB_00040)
2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase (DANNJHMB_00042)
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Putative fimbrium anchoring subunit Fim4B (BNIBIOPE_00002)
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Tyrosine recombinase XerC (NDAFCDIG_00036)
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Tyrosine recombinase XerC (NDGLIHNC_00031)
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1S4 family transposase ISBf13 (KIBNIKLA_00033)
Xylosidase/arabinosidase (KIBNIKLA_00036)
Glucan 1,4-alpha-glucosidase SusB (KIBNI KLA_00034) TonB-dependent receptor SusC (KIBNIKLA_00040)
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Thiol-disulfide oxidoreductase ResA (CIKDAEIL_00003)
Methionine--tRNA ligase (CIKDAEIL_00006)
1S110 family transposase ISCaa7 (CIKDAEIL_00007) 5 4 21
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Phosphomethylpyrimidine synthase (NDOHMCFA_00029)
NDOHMCFA 00022  NDOHMCFA 00025 | NDOHMCFA_ 00030
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Phosphomethylpyrimidine synthase (KEDGBMGJ_00040)
KEDGBMGJ_00041
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Phosphomethylpyrimidine synthase (POMIIIFE_00036)
Fur (VF0113) (POMIIIFE_00038)
| 37 39 40

E%

IMGPR_plasmid_3300006463_.000007 21445:31622(+)

CAI-1 (VF0405) (KEBMLACC_00002)
KEBMLACC_00003 15982 family transposase 15195 (KEBMLACC_00001)
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