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Cluster: 0135 mmp; resid: 0.22; r/c: 16/40
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MMP1047

Unanno_1

string
operons −200 −100 −1

preprotein translocase subunit SecD: MMP1523−1.43

preprotein translocase subunit SecF: MMP1524−1.43

preprotein translocase subunit SecE: MMP1435−1.57

cell division protein FtsZ: MMP1436−1.57

A1A0 ATPase, subunit H: MMP1038−1.57

V−type ATP synthase subunit I: MMP1039−1.57

V−type ATP synthase subunit K: MMP1040−1.57

A1A0 ATPase, subunit IE: MMP1041−1.57

V−type ATP synthase subunit C: MMP1042−1.57

V−type ATP synthase subunit F: MMP1043−1.57

V−type ATP synthase subunit A: MMP1044−1.57

V−type ATP synthase subunit B: MMP1045−1.57

V−type ATP synthase subunit D: MMP1046−1.57

hypothetical protein: MMP1047−1.57

elongation factor 1−alpha: MMP1370−1.57

Unanno_1−1.57

log10(P) upstream meme log10(P.clust)=−1.55; 16 seqs; 5 uniq
c(0.5, 2.5)
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