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Cluster: 0006 mmp; resid: 0.19; r/c: 17/38

x.range

upstream meme PSSM #1; e=3.9e+03
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upstream meme PSSM #2; e=5.8e+03
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MMP0437rimK

MMP0832

MMP1571
modB

MMP0110
MMP0195

MMP0339

MMP0461

MMP0519 resP

MMP0847

MMP1172

MMP1276

MMP0740

string
operons −200 −100 −1

hypothetical protein: MMP0519−0.29

Site−specific recombinase: MMP0766−0.50

tative SSU ribosomal protein S6 modification protein: MMP0436−0.66

n(III) transport system, periplasmic binding protein: MMP0196−0.84

−type iron(III) transport system, permease component: MMP0197−0.84

Molybdenum ABC transporter, permease protein: MMP0515−0.90

hypothetical protein: MMP1571−0.90

hypothetical protein: MMP0437−1.21

possible purine NTPase: MMP0740−1.32

NUDIX hydrolase: MMP0339−1.50

hypothetical protein: MMP0195−1.59

ABC transporter:AAA ATPase: MMP0110−2.27

hypothetical protein: MMP1276−2.31

hypothetical protein: MMP0832−2.44

hypothetical protein: MMP0461−3.30

hypothetical protein: MMP1172−3.91

hypothetical protein: MMP0847−4.46

log10(P) upstream meme1 2 log10(P.clust)=−1.72; 17 seqs; 16 uniq
c(0.5, 2.5)
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