putative nicotinate-nucleotide pyrophosphorylase [carboxylating] (JHKKEMNO_00106)
Quinolinate synthase A (JHKKEMNO_00108)
L-aspartate oxidase (JHKKEMNO_00107)
100 101 102 103 104 105 \ \ 109 3-methyl-2-oxobutanoate hydroxymethyltransferase (JHKKEMNO_00110)
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IMGPR_plasmid_2516653047_000004: 109,420-119,916 (+)
23

IMGPR plasmid_251323/084_000007: 17,497-27,996 ()
144
aae K< O K K KK
IMGPR plasmid 2791355258 000007 147,062-158,296 ()
529
acic K< FHECK K KK
IMGPR _plasmid_2850814604_000003: 569,706-580,300 (+)
336 341

K 8 K

Riboflavin transport system permease protein RibX (CNAJIOPI_00402)
HTH-type transcriptional regulator GItC (CNAJIOPI_00404)
Pterin deaminase (CNAJIOPI1_00405) ABC transportér (VFO741) (CNAJIOPI_00401)
406 Validamycin‘A dioxygenase (CNAJ |OPI_00403) Putative thiamine biosynthesis protein (CNAJIOPI_00400)

& — FRC K KK < KK

IMGPR _plasmid_2630968330_000006: 432,926-450,323 (-)
Riboflavin transport system permease protein RibX (LKEJHGML_00226)
HTH-type transcriptional regulator GItC (LKEJHGML_00224) Putative thiamine biosynthesis protein (LKEJHGML_00228)
Validamycin A dioxygenase (LKEJ HGML_00225)
Pterin deaminase (LKEJHGML_00223) \ ABC transportér (VFO741) (LKEJHGML_00227)

GO =K KK K KK

IMGPR _plasmid_2936367885_000006: 230,565-247,582 (+)

IMGPR_plasmid_2842163707_000002: 374,099-384,073 (+)

Riboflavin transport system permease protein RibX (FFADKCKK_00617)
HTH-type transcriptional regulator GItC (FFADKCK}‘<_00615)
Putative thiamine biosynthesis protein (FFADKCKK_00619)

15110 family transposase ISRle1 (FFADKCKK_00613) ABC transporte‘r (VF0741) (FFADKCKK_00618)
Validamycin A dioxygenase (FFADKCKK706616)
terin deaminase (FFADKCKK_00614) \ | 620
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IMGPR_plasmid_639633055_000004: 653,330-672,091 (+)
Fos_GSH-NCBIFAM fosfomycin resistance glutathione transferase (NFO00496.1) (GOBJHPON_00370)
p-cumate 2,3-dioxygenase system, ferredoxin--NAD(+) reductase component (GOBJHPON_00383)
sn-glycerol-3-phosphate import ATP-binding protein UgpC (GOBJHPON_00374)
L- arabmose transport system permease protein KraQ (GOBJHPON_00373)

2,5-diketo-D- gluconlc acid reductase B (GOBJHPON _00371) 3-methyl-2-oxobutanoate hydroxymethyltransferase (GOBJHPON_00381)
BopD (VF0362) (GOBJHPON 00365) putatlve sugar-binding periplasmic protein (GOBJHPON_00375)
367 Trehalose- recyclmg ABC transporter(VF0842) (GOBJHPON700372) 375 381
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IMGPR _plasmid_2896569440_000003: 395,317-415,018 (+)
Fos_GSH-NCBIFAM fosfomycin resistance glutathione transferase (NFO00496.1) (JILHJAMH_00230)
—Fn glycerol-3-phosphate import ATP-binding protein UgpC (JILHJAMH_00234)
L- arablnose transport system permease protein AraQ (JILHJAMH_00233)
2,5-diketo-D-gluconic acid reductase B JILHJAMﬁ _00231) ‘

BopD (VF0362) (JILHJAMH_00229 putative sugar-binding periplasmic protein (JILHJAMH_00235)
228 Trehalose-recycling ABC transporter (VF0842) (JILHJAMH_00232) 236

€ E— HC KO L L f X KK

IMGPR_plasmid_2896557008_000004: 235,644-254,074 (+)
k 7000 nt {
virulence (VFDB) AMR (AMRFinderPlus)




