Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit PhnG (GFEDCOFA_00240)
Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit PhnH (GFEDCOFA_00239)
Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit Phnl (GFEDCOFA_00238) Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (GFEDCOFA_00251)
Mannosyl-D-glycerate transpor{/metabollsm system repressor MngR (GFEDCOFA_00241)
chloram_CatB-NCBIFAM type B chloramphenicol O-acetyltransferase (NFO00490.1) (GFEDCOFA_00234) putative 3-hydroxyisobutyrate dehydrogenase (GFEDCOFA_00248)
Acétyl-/probion&/l-coenzyme A carboxylase alpha chain (GFEDCOFA_00243) —r Formate dehydrogehase, mitochondrial (GFEDCOFA_00253)
Alpha-D-ribose 1-methylphosphonate S»phospﬁate c-p |yasé (GFEDCOFA_00237) Michele_1A_hits_grouped (GFEDCOFA_00249)

HTH-type transcriptional repressor RspR (GFEDCOFA_00227) PonoI:NADP‘ oxidoreductase (GFEDCOFA_00250)
D-threonate 4-phosphate dehydrogenase (GFEDCbFA_00228) Propionyl-CoA carboxylase beta chain (GFEDCOFA_00244) ‘ Hexitol phosphatase A (GFEDCOFA_00254)
L-erythrulose kinase GFEDCOFA _00233) Methylmalonyl-CoA mutase ( GFEDCOFA 00242)Carn|t|ny| -CoA dehydratase (GFEDCOFA_00247) Glutamine synthétase?EDCOFA_OOZSé)
mads_8 (GFEDCOFA _00235) | Propionyl-CoA carboxylase regulator (GFEDCOFA 00245)  BopD (VF0362) (GFEDCOFA_00252)
229 230 231 232 | mads,sT@OFA,oozsé) \ FadE29 (VF0845) (GFEDCOFA_00246) | | | | 255 257

N E— K
IMGPR _plasmid_2839258317_000040: 243,502-278,498 (+)
Alpha-D-ribose 1-methylphosphonate 5-triphosphate synthase subunit PhnG (KAKKNAFM_00018)
Alpha-D-ribose 1-methylphosphonate 5-triphospha€synthase subunit PhnH (KAKKNAFM_00019)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (KAKKNAFM_00007)
Acetyl-/propionyl-coenzyme A carboxylase alpha chain (KAKKNAFM_00015)

chloram_CatB-NCBIFAM type B chloramphenicol O-acetyltransferase (NFOOO490.1 KAKKNAFM 000221) putative 3-hydroxyisobutyrate dehydrogenase (KAKKNAFM_00010)
Propionyl-CoA carboxylase beta chain (KAKKNAFM 00014)—r Formate dehydrogenase mitochondrial (KAKKNAFM_00005)
Alpha-D-ribose 1-methylphosphonate 5-triphosphate synthase subunit Phnl (KAKKNAFM_00020) Michele_1A_hits_grouped (KAKKNAFM_00009)
Mannosyl-D‘—egcerate transport/metébolism system repressor MnéR (KAKKNAFM_00017) Polyol:NADP‘oxicToTeductase (KAKKNAFM_00008)
Alpha-D-ribose 1-methylphosphonate 5-phosphate C-P lyase (KAKKNAFM_00021) Carnitinyl-CoA dehydratase (KAKKNAFM_00011) Hexitol phosphatase A (KAKKNAFM_00004)
L-erythrulose kinase (KAKKNAFM_00025) Methylmalonyl-CoA mutase (KAKKNAFM_00016) \ \ 4 Glutamine synthetase (KAKKNAFM_00002)
mads_8 (K KKNAFM_OOOZS)A Propionyl-CoA carboxylase regulator (KAKKNAFM_00013)  BopD (VF0362) (KAKKNAFM_00006)
| mads 8 (KAKKNAFM_00022 \ FadE29 (VF0845) (KAKKNAFM_ 00012) | | | | 3 1

N E—
IMGPR_plasmid_2915980308_000025: 633-35,477 (-)
Alpha-D-ribose 1-methylphosphonate 5-triphosphate synthase subunit PhnG (FDPONBOI_00018)
Alpha-D-ribose 1-methylphosphonate 5-triphospha¥synthase subunit PhnH (FDPONBOI_00019)

Alpha-D-ribose 1-methylphosphonate 5- trlphosphatgglr{thase subunit Phnl (FDPONBOI_00020) Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (FDPONBOI_00007)

chloram_CatB-NCBIFAM type B chloramphenicol O-acetyltransferase (NFOOO49O 1) (FDPONBOI_00024) putative 3-hydroxyisobutyrate dehydrogenase(FDPONBOI_OOOIO)
Acetyl /proplonyl coenzyme A carboxylase alpha chain (FDPONBOI_00015) —r Formate dehydrogenase, mitochondrial (FDPONBOI_00005)

Mannosyl-D-glycerate transport/metabollsm system repressor MngR(FDPONBOI 00017) Michele_1A hlts_grouped (FDPONBOI_ 00009)

Alpha-D-ribose 1- methylphosphonateS phosphateC P Iyase(FDPONBOI 00021) Polyol: NADP OX|doreductase (FDPONBOI 00008)
L-erythrulose 1-kinase (FDPONBOI 00026)—r ‘ Propionyl-CoA carboxylase beta chain (FDPONBOI_00014) Hexitol phosphatase A (FDPONBOI_00004)
L- erythrulose klnase (FDPONBOI 00025) Methylmalonyl-CoA mutase (FDPONBOI 00016) Carnitinyl-CoA dehydratase (F! PONBOI  00011)  Glutamine syntHetaseTﬁ)PONBOl_OOOOﬂ
mads_8 (FDPONBOI_00023) | Propionyl-CoA carboxylase regulator (FDPONBOI_00013)  BopD (VF0362) (FDPONBOI_00006)
| mads 8 (FDPONBOI_00022) | FadE29 (VF0845) (FDPONBOI_00012) | | | | 3 1
— —

L e e——
IMGPR_plasmid_2855804533_000026: 618-35,529 (-)
Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit PhnG (FDHIFLIJ_00244)
Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit PhnH (FDHIFLIJ_00243)
Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit Phnl (FDHIFLIJ_00242) Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (FDHIFLIJ_00256)
Mannosyl-D-glycerate transport/metabollsm system repressor MngR (FDHIFLIJ_00245)
Acetyl /propml -coenzyme A carboxylase alpha chain (FDHIFLIJ_00248)

chloram_CatB-NCBIFAM type B chloramphenicol O-acetyltransferase (NFO00490.1) (FDHIFLIJ_00238) putative 3-hydroxyisobutyrate dehydrogenase (FDHIFLIJ_00253)
'L ‘ Propionyl-CoA carboxylase beta chain (FDHIFLIJ_00249) —r Formate dehydrogenase, mitochondrial (FDHIFLIJ_00258)
Alpha-D-ribose 1-methylphosphonate 5-phosphate C-P lyase (FDHIFLIJ_00241) Michele_1A_hits_grouped (FDHIFLIJ_OO?54)
" Methylmalonyl-CoA mutase (FDHIFLIJ_00246) Polyol:NADP oxidoreductase (FDHIFLIJ_00255)
L-erythrulose kinase ( DHIFLIJ_00237) LA ‘ ‘ ‘ I PropiohyI-CoA carboxylase regulator(FDHIFLIJ,OO250) Hexitol phosphatase A (FDHIFLIJ_00259)
mads_8 (FDHIFLIJ_00239) Methylmalonyl-CoA mutase (FDHIFLIJ_00247) Carnitinyl-CoA dehydratase (FDHIFLIJ_00252) (LGIutamine synthetase (FDHIFLIJ_00261)
L-erythrulose 1-kinase (FDHIFLIJ_00235) 236mads_8 (FDHIFLIJ.00240) | | | | | | FadE29 (VF0845) (FDHIFLIJ_00251) | BopD (VF0362) (FDHIFLIJ_00257) 260 262

IMGPR _plasmid_2855855388_000014:243,543-278,552 (+)
Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit PhnG (FJBBJKBF_00020)
Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit PhnH (FJBBJKBF_00021)
Alpha-D-ribose 1-methylphosphonate 5- trlphosphate synthase subunit Phnl (FJBBJKBF_00022) Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (FJBBJKBF_00008)
‘ Acyl-CoA dehydrogenase, short-chain specific (FJBBJKBF_00014)
Acetyl-/propionyl-coenzyme A carboxylase alpha chain (FJBBJKB?OOON
chloram_CatB-NCBIFAM type B chloramphenicol O-acetyltransferase (NFO00490.1) (FJBBJKBF_00026) putative 3-hydroxyisobutyrate dehydrogenase (FJBBJKBF_00011)
\ \ \ Propionyl-CoA carboxylase beta chain (FJBBJKBF_00016) T Hydroxypyruvate reductase (FJBBJKBF_00005)
Mannosyl-D-glycerate transport/metabollsm system repressor MngR FJBBJRBF ~00019) Mlchele 1A hits grouped (FJBBJKBF_ 00010
Alpha-D-ribose 1- methylphosphonate 5-| phosphateC P Iyase(FJBBJKBF 00023)‘ L ‘ Polyol: NADF* oxidoreductase (FJBBJKBF 00009)
J Propionyl-CoA carboxylase regulator(FJBBJKBF 00015) Hexitol phosphataseA(FJBBJKBF 00004)
L-erythrulose kinase (FJBBJKBF_00027) Carnitinyl- -CoA dehydratase(FJBBJKBF_OOOlZ) Glutamine synthetase e (FJBBJKBF_00002)
mads_8 (FJBBJKBF_00025)Methylmalonyl-CoA mutase (FJBBJKBF_00018) \ J (L g BopD (VF0362) (FJBBJKBF_00007)
29 | mads_8(FJBBJKBF_ 00024) | | | | FadE29 (VFO845) (FJBBJKBF_00013) | | 6 | 3 1

KN

e e l—
IMGPR _plasmid 2858814198 _000034: 618-35,600 (-)

chloram_CatB-NCBIFAM type B chloramphenlcol O-acetyltransferase (NFO00490.1) (PJEIOBAE_00013)

Alpha-D-ribose 1- methylphosphonate 5- trlphosphate synthase subunit PhnG (PJEIOBAE_00007)
Alpha-D-ribose 1- methylphosphonate 5- trlphosphate synthase subunit PhnH (PJEIOBAE_00008)
Alpha-D-ribose 1- methylphosphonate 5- trlphosphate synthase subunit Phnl (PJEIOBAE_00009)

MannosyI—D-egcerate transport/me‘tabblism system repressor MngR (PJEIOBAE_00006)

Alpha-D-ribose 1-methylphosphonate 5-phosphate C-P lyase (PJEIOBAE_00010)

Aéetyl-)prépioﬁyl -coenzyme A carboxylase alpha chain (PJEIOBAE_00004)
Propionyl-CoA carboxylase beta chain (PJEIOBAE_00003)
L-erythrulose kinase (PJEIOBAE_00014) Proplonyl -CoA carBoxyIase regulator (PJEIOBAE_00002)
mads_8 (PJEIOBAE_00012)Methylmalonyl-CoA mutase (PJEIOBAE_00005)

| mads_8(PJEIOBAE 00011) | | | \ \ 1

THED—

N —
IMGPR _plasmid_3300033464_000053:41-22,330 (-)
Virginiamycin A acetyltransferase (ECBNHDAG_00002)
L-erythrulose kinase (ECBNHDAG_00003) TJS5 family transposase ISRm13 (ECBNHDAG_00001)

IMGPR _plasmid_251323708%_000028:88-8,559 (-)
p—————10000nt——mmm
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




