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Cluster: 0054 mmp; resid: 0.25; r/c: 17/40

x.range

upstream meme PSSM #1; e=9.4
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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

●

●

●

●

●

●

●

●

●
●

●

●

●

●

●

●

●

MMP1552

LigT

MMP1605
MMP1234

MMP1641

MMP0638

MMP0621

MMP0483

MMP0482
MMP0027

MMP0070

MMP0215
MMP0455

MMP0672

MMP0693

MMP0863

MMP0903 string
operons −200 −100 −1

xylase, 3−octaprenyl−4−hydroxybenzoate carboxy−lyase: MMP1552−0.16

hypothetical protein: MMP0482−0.31

hypothetical protein: MMP0483−0.31

soluble P−type ATPase: MMP1641−0.55

hypothetical protein: MMP0638−0.78

Probable amino−acid ABC transporter: MMP0455−1.12

hypothetical protein: MMP0903−1.16

Aminoacyl−tRNA synthetase, class II: MMP0693−1.49

CBS domain: MMP0863−1.53

ethanofruran dehydrogenase subunit C−related protein: MMP0070−2.49

hypothetical protein: MMP1234−2.57

2'−5' RNA ligase: MMP0612−2.79

putative potassium channel protein: MMP0027−2.86

Pyruvate kinase: MMP1605−2.88

hypothetical protein: MMP0621−4.40

hypothetical protein: MMP0215−4.81

 membrane component:Ketopantoate reductase ApbA/PanE: MMP0672−5.11

log10(P) upstream meme1 2 log10(P.clust)=−2.08; 17 seqs; 16 uniq
c(0.5, 2.5)
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