Cluster: 0094 mmp; resid: 0.25; r/c: 18/40
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min % -0.82 — -thymidine phosphorylase: MMP0327

IMR0276 t -0.69 hypothetical protein: MMP0O677

-0.36 Septum-formation-inhibitor—activating-ATPase: MMP1145
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