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Cluster: 0147 mmp; resid: 0.32 0.39 0.44 0.24; r/c: 16/57
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string
operons −200 −100 −1

tyrosyl−tRNA synthetase: MMP0263NA

hypothetical protein: MMP0594−0.01

hypothetical protein: MMP1344−0.02

CoA−binding domain protein: MMP0253−0.03

UDP−N−acetylglucosamine 2−epimerase: MMP0357−0.03

glycosyl transferase family protein: MMP0359−0.03

Pentose−5−phosphate 3−epimerase: MMP1114−0.03

imidazole glycerol phosphate synthase subunit HisF: MMP1722−0.12

phosphoserine phosphatase SerB: MMP0541−0.15

hypothetical protein: MMP1117−0.15

hypothetical protein: MMP1202−0.15

 region of ABC−type glycine betaine transport system: MMP0866−0.19

hypothetical protein: MMP1210−0.19

hypothetical protein: MMP1211−0.19

acetyl−CoA acetyltransferase: MMP1212−0.19

hypothetical protein: MMP1213−0.19
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