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Cluster: 0006 mmp; resid: 0.32 0.14 0.40 0.40; r/c: 17/56
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upstream meme PSSM #1; e=490

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.5e+03
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operons −200 −100 −1

amino acid carrier protein: MMP1511−0.01

DNA repair and recombination protein RadB: MMP0617−0.02

tyl−CoA decarbonylase/synthase complex subunit gamma: MMP0980−0.02

acetyl−CoA synthetase, AMP−forming: MMP0148−0.04

hypothetical protein: MMP1502−0.19

pyruvate oxidoreductase−associated: MMP1503−0.19

pyruvate oxidoreductase (synthase) subunit alpha: MMP1505−0.19

pyruvate oxidoreductase (synthase) subunit delta: MMP1506−0.19

pyruvate ferredoxin oxidoreductase subunit gamma: MMP1507−0.19

y conserving hydrogenase B integral membrane subunit: MMP1621−0.21

energy conserving hydrogenase B small subunit: MMP1622−0.21

ferredoxin: MMP1623−0.21

polyferredoxin: MMP1624−0.21

hypothetical protein: MMP1625−0.21

putative monovalent cation/H+ antiporter subunit B: MMP1626−0.21

hypothetical protein: MMP1627−0.21

hypothetical protein: MMP1275−0.38

log10(P) upstream meme1 2 log10(P.clust)=NA; 17 seqs; 7 uniq
c(0.5, 2.5)
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