
	Gene family
	KEGG Ortholog (KO)
	Predicted function
	Functional category
	Genomes with the gene in both chromosomes

	VC009_ChrII_205
	K07080
	Uncharacterized protein
	Unknown function
	25

	VC009_ChrII_779
	K01495
	GTP cyclohydrolase IA (FolE)
	Cofactor biosynthesis
	26

	VC009_ChrII_801
	K00892
	Inosine kinase (Gsk)
	Nucleotide metabolism
	26

	VC009_ChrI_589
	K01784
	UDP-glucose 4-epimerase (GalE)
	Carbohydrate metabolism
	26

	VC009_ChrI_755
	K06879
	7-cyano-7-deazaguanine reductase (QueF)
	tRNA modification / Queuosine biosynthesis
	25

	VC009_ChrI_1461
	K09972
	General L-amino acid transport ATP-binding protein (AapP)
	Amino acid transport
	26

	VC009_ChrI_1857
	—
	Unannotated protein
	Unknown function
	26

	VC009_ChrI_1907
	K00626
	Acetyl-CoA C-acetyltransferase (AtoB)
	Central carbon metabolism
	26

	VC009_ChrI_2309
	K03406
	Methyl-accepting chemotaxis protein (Mcp)
	Chemotaxis / Signal transduction
	26

	VC009_ChrI_2411
	K07258
	D-Ala-D-Ala carboxypeptidase (PBP5/6)
	Cell wall biogenesis
	26

	VC009_ChrI_2499
	K00347
	Na+-transporting NADH:quinone oxidoreductase subunit B (NqrB)
	Energy metabolism
	26

	VC009_ChrI_2630
	K02031
	Peptide/Nickel transport ATP-binding protein (DdpD)
	Transport
	26

	VC009_ChrI_2735
	K00615
	Transketolase (TktA/TktB)
	Central carbon metabolism
	26

	VC070_ChrI_2521
	K03784
	Purine nucleoside phosphorylase (DeoD)
	Nucleotide metabolism
	26





