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Cluster: 0080 mmp; resid: 0.35; r/c: 23/37

x.range

upstream meme PSSM #1; e=18

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.1e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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MMP0352

MMP0350

aspB−like1

MMP0353

MMP1287

MMP1286

ahcY
metE

MMP0287

MMP0285

MMP0354wbpI

ppsA

MMP0381MMP1288
MMP0398

Component AMMP0356

MMP0393

korG

MMP0911

Antisense_1

MMP1587 string
operons −200 −100 −1

phosphoesterase−like protein: MMP0393−0.15
Antisense_4−0.18

S−adenosyl−L−homocysteine hydrolase: MMP0920−0.20
Glycosyl transferase, group 1: MMP0356−0.34

UDP−N−acetylglucosamine 2−epimerase: MMP0705−0.35
phoesterase, RecJ−like:TrkA−N:Phosphoesterase, DHHA1: MMP0285−0.38

hypothetical protein: MMP0287−0.38
phosphoenolpyruvate synthase: MMP1094−0.80

3−isopropylmalate dehydratase small subunit Related: MMP0381−1.02
oxoglutarate ferredoxin oxidoreductase subunit gamma: MMP1315−1.35

DNA primase: MMP1286−2.64
hypothetical protein: MMP1287−2.64
hypothetical protein: MMP1288−2.64

DP−glucose/GDP−mannose dehydrogenase Related protein: MMP0353−3.80
putative oligosaccharide transporter: MMP0354−3.80

hypothetical protein: MMP0398−4.10
methionine synthase: MMP0401−4.10

on−sulfur flavoprotein of Methanosarcina thermophila: MMP0911−4.33
hypothetical protein: MMP1587−11.42

Bacterial transferase hexapeptide repeat: MMP0350−13.72
Putative oxidoreductase: MMP0352−13.72

utaryl−CoA dehydratase (Component A) related protein: MMP0349−13.72
DegT/DnrJ/EryC1/StrS aminotransferase: MMP0351−13.72

log10(P) upstream meme1 2 log10(P.clust)=−4.33; 23 seqs; 16 uniq
c(0.5, 2.5)
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