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Cluster: 0162 mmp; resid: 0.29; r/c: 19/37

x.range

upstream meme PSSM #1; e=420

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
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e

upstream meme PSSM #2; e=1.2e+04

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

●

●

●
●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

MMP1715

MMP1714

adkAMMP1030

MMP0101

MMP0100

hmdII

secY

ftsZ1

secE

MMP0702

MMP0701

aIF−1A

MMP0352

MMP1286

rpoH

MMP0681

MMP0568

MMP0567

string
operons −200 −100 −1

preprotein translocase subunit SecY: MMP1422−0.04
hypothetical protein: MMP0567−0.40

transcriptional regulator related protein: MMP0568−0.40
Xanthine/uracil permease family: MMP0681−0.63
translation initiation factor IF−1A: MMP0603−0.89

Putative oxidoreductase: MMP0352−1.23
hypothetical protein: MMP1714−1.45

putative GTPase: MMP1715−1.45
etrahydromethanopterin dehydrogenase−related protein: MMP1716−1.45

hypothetical protein: MMP0701−1.93
hypothetical protein: MMP0702−1.93

DNA−directed RNA polymerase subunit H: MMP1360−2.05
Na+/H+ exchanger family: MMP0100−2.72

hypothetical protein: MMP0101−2.72
DNA primase: MMP1286−2.89

preprotein translocase subunit SecE: MMP1435−3.23
cell division protein FtsZ: MMP1436−3.23

hypothetical protein: MMP1030−3.44
adenylate kinase: MMP1031−3.44

log10(P) upstream meme1 2 log10(P.clust)=−1.87; 19 seqs; 12 uniq
c(0.5, 2.5)
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