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Cluster: 0010 mmp; resid: 0.23; r/c: 25/42

x.range

upstream meme PSSM #1; e=0.0042

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.2e+03

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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ehbJ

string
operons −200 −100 −1

hypothetical protein: MMP1502−5.31
thetical protein, pyruvate oxidoreductase−associated: MMP1503−5.31

pyruvate ferredoxin oxidoreductase subunit beta: MMP1504−5.31
pyruvate oxidoreductase (synthase) subunit alpha: MMP1505−5.31
pyruvate oxidoreductase (synthase) subunit delta: MMP1506−5.31

pyruvate ferredoxin oxidoreductase subunit gamma: MMP1507−5.31
l−CoA decarbonylase/synthase complex subunit epsilon: MMP0984−5.79
tyl−CoA decarbonylase/synthase complex subunit alpha: MMP0985−5.79

hypothetical protein: MMP1152−6.10
energy conserving hydrogenase B large subunit: MMP1153−6.10

putative monovalent cation/H+ antiporter subunit E: MMP1469−6.46
y conserving hydrogenase B integral membrane subunit: MMP1621−8.05

energy conserving hydrogenase B small subunit: MMP1622−8.05
ferredoxin: MMP1623−8.05

polyferredoxin: MMP1624−8.05
hypothetical protein: MMP1625−8.05

putative monovalent cation/H+ antiporter subunit B: MMP1626−8.05
hypothetical protein: MMP1627−8.05

hydrogenase subunit F: MMP1628−8.05
putative monovalent cation/H+ antiporter subunit C: MMP1629−8.05

2−oxoisovalerate oxidoreductase subunit alpha: MMP1271−8.33
2−ketoisovalerate ferredoxin reductase: MMP1272−8.33

2−oxoisovalerate oxidoreductase subunit gamma: MMP1273−8.33
acetyl−CoA synthetase, AMP−forming−related: MMP1274−8.33

hypothetical protein: MMP1275−8.33
log10(P) upstream meme1 2 log10(P.clust)=−7.05; 25 seqs; 6 uniq

c(0.5, 2.5)
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