Cluster: 0002 mmp; resid: 0.63 0.28 0.52 0.51; r/c: 19/57
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-1.96 o hypothetical-protein: MMP1074
-0.60 ———HAD superfamily'(subfamily-1A) hydrolase: MMP0939
-0.60 hypothetical protein: MMP0478
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-0.07 €BS-domain—containing-protein: MMP0420
-0.05 formate/nitrite-transporter: MNMP1301
-0.05 isolelicyl-tRNA-synthetase refated: MMP0255
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-0.02 ~hypothetical-protein: MMPO657
-0.02 fibrillarin: MMP0597
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— hypothetical protein: MMP0579
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