Cluster: 0088 mmp; resid: 0.82 0.54 0.57 0.30; r/c: 26/57
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-0.15 hyputhct;\,al plUtC;ll: MMP1521
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-0.15 hypothetical protein: MMP0055
-0.15 hypothetical protein: MMP0053

0.08 indolepyruvate oxidoreductase subunit alpha 2: MMP0713
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