Glutathione-regulated potassium-efflux system ancillary protein KefG (AHCNJGPM_00065)
HTH-type transcriptional regulator DmIR (AHCNJGPM_00062)

Transcriptional repressor IcIR (AHCNJGPM_00059) HTH-type transcriptional regulator DmIR (A}‘—ICNJGPM700064)
Guanine deaminase (AHCNJGPM_00060) 4-hydroxybenzoyl-CoA reductase subunit alpha (AHCNJGPM_00067)
Glyoxylate carboligase (AHCNJGPM_00058) 61 63 \ 66 \ 68
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Octopine catabolism/uptake operon regulatory protein OccR (CNMNIBJO_00130)
Hydrogen cyanide synthase subunlt HcnA (CNMNIBJO_00133)
Octoplne transport system permease proteln OccM
Hydrogen cyanide synthase subunit HenC (CNMNIBJO_00134)
Octoplne binding periplasmic proteln CNMNIBJO  00135) Periplasmic dipeptide transport protein (CNMNIBJO_00129)
‘ Hydrogen cyanide productlon (VF0920) (CNMNIBJO_00132) Glycine oxidase (CNMNIBJO_00128)
FbpABC (VF0272) (CNMNIBJO_00136) 131 \ 127
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