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cMonkey Version 4.3.5 mmp

Cluster: 0054 mmp; resid: 0.37 0.53 0.68 0.38; r/c: 28/57
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-0.41 eirr: MIMIR0349
-0.40 E— hypothetical protem MMP0342

putative-phage-infection protem MMP0922

-0.34
-0. 34 ribosylaminoimidazole-carboxylase; catalytic subunit: MMP0282
-0.27 ; ion: MIMP0932
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