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Cluster: 0113 mmp; resid: 0.16 0.32 0.38 0.15; r/c: 14/57
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string
operons −200 −100 −1

V−type ATP synthase subunit I: MMP1039−0.03

A1A0 ATPase, subunit IE: MMP1041−0.03

hypothetical protein: MMP1047−0.03

precorrin−3B C17−methyltransferase: MMP0953−0.03

V−type ATP synthase subunit K: MMP1040−0.03

V−type ATP synthase subunit C: MMP1042−0.03

V−type ATP synthase subunit D: MMP1046−0.03

etrahydromethanopterin S−methyltransferase subunit E: MMP1560−0.07

FO synthase subunit 2: MMP0056−0.07

metal dependent phosphohydrolase: MMP0230−0.07

hypothetical protein: MMP1305−0.07

etrahydromethanopterin S−methyltransferase subunit D: MMP1561−0.07

etrahydromethanopterin S−methyltransferase subunit H: MMP1567−0.07

hypothetical protein: MMP0490−0.21
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