
IMGPR_plasmid_2854666061_000002: 50,288-62,308 (+)

Hca operon transcriptional activator HcaR (IMGEHKCB_00048)
Flavin-dependent monooxygenase, oxygenase subunit HsaA (IMGEHKCB_00049)

Michele_2A_hits_grouped (IMGEHKCB_00050)

FMN reductase (NADH) RutF (IMGEHKCB_00051)
Fructosamine deglycase FrlB (IMGEHKCB_00052)

Argininosuccinate lyase (IMGEHKCB_00053)
54

putative glutamine ABC transporter permease protein GlnP (IMGEHKCB_00055)

L-cystine transport system permease protein YecS (IMGEHKCB_00056)

PEB1 (VF0327) (IMGEHKCB_00057)
HitABC (VF0268) (IMGEHKCB_00058)

putative L-asparaginase periplasmic (IMGEHKCB_00059)

IMGPR_plasmid_2740891827_000002: 135,041-146,748 (+); 1-1,155 (+)

putative L-asparaginase periplasmic (IKHEDOPB_00001)
HTH-type transcriptional repressor GamR (IKHEDOPB_00002)

Maltose/maltodextrin import ATP-binding protein MalK124 129

IMGPR_plasmid_2847278401_000003: 115,111-132,516 (+)

Inner membrane amino-acid ABC transporter permease protein YhdY (GGAMMOCG_00105)

106
Putative amino-acid ABC transporter-binding protein YhdW (GGAMMOCG_00107)

Cystathionine beta-lyase MetC (GGAMMOCG_00108)

putative D-xylose utilization operon transcriptional repressor (GGAMMOCG_00109)
Alpha-ketoglutaric semialdehyde dehydrogenase 1 (GGAMMOCG_00110)

4-(hydroxymethyl)benzenesulfonate dehydrogenase TsaD1 (GGAMMOCG_00111)

112

Ferrous iron transport (VF0985) (GGAMMOCG_00113)
Siderophore-dependent iron uptake system (VF0738) (GGAMMOCG_00114)

EfaA (VF0354) (GGAMMOCG_00115)
116 117 118 121

6000 nt

defence (DefenseFinder) virulence (VFDB)


