putative glutamine ABC transporter permease protein GInP (IMGEHKCB_00055)
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putative D-xylose utilization operon transcriptional rebressor (GGAMMOCG_00109)
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Slderophore dependent iron uptake system (VF0738) (GGAMMOCG_00114)
Ferrous iron transport (VF0985) (GGAMMOCG 00113)

Putative amino-acid ABC transporter-binding protein YhdW (GGAM OCG,OOld7) EfaA (VF0354) (GGAMMOCG_00115)
| 106 Cystathionine beta-lyase MetC (GGAMMOCG_00108) 112 | 116 117 118

¢ K K H H DD G G GRS G O O o K
IMGPR _plasmid 2847278401 _000003: 115,111-132,516 (+)

} 6000 nt {

defence (DefenseFinder) virulence (VFDB)

s




