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Cluster: 0042 mmp; resid: 0.59 0.60 0.49 0.23; r/c: 20/59
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string
operons −200 −100 −1

hypothetical protein: MMP0371−0.01
)me thylideneamino)imidazole−4−carboxamide isomerase: MMP0417−0.01

carbohydrate kinase, PfkB: MMP0418−0.01
hypothetical protein: MMP1112−0.01

ribulose−1,5−biphosphate synthetase: MMP1352−0.02
CBS domain−containing protein: MMP0420−0.02

hypothetical protein: MMP0421−0.02
hypothetical protein: MMP0422−0.02

sodium:neurotransmitter symporter: MMP0419−0.04
putative translaldolase: MMP1308−0.04

hypothetical protein: MMP0046−0.04
hypothetical protein: MMP1351−0.04

hexulose−6−phosphate synthase/ribonuclease regulator: MMP1270−0.07
hypothetical protein: MMP0423−0.14

NAD+ synthase related protein: MMP1349−0.14
hypothetical protein: MMP0210−0.21

phosphoglycerate mutase−related: MMP0598−0.28
NAD−dependent epimerase/dehydratase: MMP1090−0.28

hypothetical protein: MMP0425−0.55
nitroreductase family protein: MMP0426−0.55
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