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Cluster: 0122 mmp; resid: 0.23; r/c: 14/37

x.range

upstream meme PSSM #1; e=7.5

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.
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upstream meme PSSM #2; e=710

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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MMP1086

MMP0131

MMP0291

MMP0329

MMP1521

MMP0222 MMP0910

string
operons −200 −100 −1

Chlorohydrolase: MMP1491−0.33

ridoxal phosphate−dependent amino acid decarboxylase: MMP0131−0.41

hypothetical protein: MMP1521−0.47

hypothetical protein: MMP0329−1.94

precorrin−8X methylmutase: MMP0330−1.94

tRNA−splicing endonuclease subunit alpha: MMP1132−2.07

dehydrogenase/(S)−hydroxyglutaric acid dehydrogenase: MMP1133−2.07

hypothetical protein: MMP0222−2.12

hypothetical protein: MMP1086−2.59

hydrogenase expression/formation protein related: MMP0291−2.72

cobalamin (5'−phosphate) synthase: MMP0938−3.51

5'−methylthioadenosine phosphorylase: MMP0185−4.34

aspartate carbamoyltransferase catalytic subunit: MMP1659−4.91

hypothetical protein: MMP0910−5.56

log10(P) upstream meme1 2 log10(P.clust)=−2.50; 14 seqs; 12 uniq
c(0.5, 2.5)
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