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Cluster: 0109 mmp; resid: 0.20; r/c: 14/39
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upstream meme PSSM #1; e=220
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MMP1115
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MMP0604
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MMP0568

MMP0566

MMP0248
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rpoB2
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MMP0707

MMP0694

MMP0033

string
operons −200 −100 −1

Pentose−5−phosphate 3−epimerase: MMP1114−0.01

Transketolase, N terminal half: MMP1115−0.01

Na+/H+ exchanger: MMP0707−0.22

translation initiation factor IF−1A: MMP0603−0.40

hypothetical protein: MMP0604−0.40

DNA−directed RNA polymerase subunit F: MMP0092−1.01

Beta−lactamase−like:KH domain: MMP0694−1.02

DNA−directed RNA polymerase subunit beta'': MMP1361−1.23

transcriptional regulator related protein: MMP0568−1.94

acyl−CoA synthetase: MMP0566−1.94

hypothetical protein: MMP0246−2.11

ribosomal biogenesis protein: MMP0247−2.11

DNA−directed RNA polymerase related protein: MMP0248−2.11

LysR family member: MMP0033−3.35

log10(P) upstream meme1 2 log10(P.clust)=−1.28; 14 seqs; 9 uniq
c(0.5, 2.5)
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