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Cluster: 0147 mmp; resid: 0.19; r/c: 14/39

x.range

upstream meme PSSM #1; e=240

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.6e+03

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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ehbM

ehbN

ehbF
MMP1626

ehbE

vorC

vorB

ehbL

ehbO

ehbK

MMP1275

MMP1152

ehbG
ehbJ string

operons −200 −100 −1

hypothetical protein: MMP1152−0.51

energy conserving hydrogenase B large subunit: MMP1153−0.51

2−ketoisovalerate ferredoxin reductase: MMP1272−3.07

2−oxoisovalerate oxidoreductase subunit gamma: MMP1273−3.07

hypothetical protein: MMP1275−3.07

y conserving hydrogenase B integral membrane subunit: MMP1621−3.67

energy conserving hydrogenase B small subunit: MMP1622−3.67

ferredoxin: MMP1623−3.67

polyferredoxin: MMP1624−3.67

hypothetical protein: MMP1625−3.67

putative monovalent cation/H+ antiporter subunit B: MMP1626−3.67

hypothetical protein: MMP1627−3.67

hydrogenase subunit F: MMP1628−3.67

putative monovalent cation/H+ antiporter subunit C: MMP1629−3.67

log10(P) upstream meme1 2 log10(P.clust)=−3.09; 14 seqs; 3 uniq
c(0.5, 2.5)
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