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Cluster: 0093 mmp; resid: 0.54 0.40 0.58 0.31; r/c: 19/56
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string
operons −200 −100 −1

tyrosyl−tRNA synthetase: MMP0263NA
S−adenosyl−L−homocysteine hydrolase: MMP0920NA

imidazole glycerol phosphate synthase subunit HisF: MMP1722NA
Pentose−5−phosphate 3−epimerase: MMP1114−0.00

hypothetical protein: MMP0175−0.00
DNA directed RNA polymerase; subunit L: MMP0261−0.00

hypothetical protein: MMP1112−0.00
hypothetical protein: MMP1117−0.02
hypothetical protein: MMP0122−0.02

2−phosphosulfolactate phosphatase: MMP0161−0.02
cell division protein CDC48: MMP0176−0.02

hypothetical protein: MMP0265−0.02
30S ribosomal protein S2: MMP0667−0.02

hypothetical protein: MMP1530−0.02
sodium:neurotransmitter symporter: MMP0419−0.12

 region of ABC−type glycine betaine transport system: MMP0866−0.24
dependent transport systems inner membrane component: MMP0867−0.24

Holliday junction resolvase: MMP0336−0.66
nuclease: MMP1201−1.25
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