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Cluster: 0110 mmp; resid: 0.22; r/c: 17/39

x.range

upstream meme PSSM #1; e=690

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e+03

1 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 9
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MMP0752

MMP0751

MMP0805

MMP0804

and some other nucleotide

MMP0741
MMP0781

MMP1309

MMP1572

MMP0090

MMP0114

rimK

modB

MMP0551
dsbD

and some other nucleotide

MMP1631

string −200 −100 −1
hypothetical protein: MMP0804−0.20

hypothetical protein: MMP0114−0.29

 nucleotide) binding motif:Generic methyltransferase: MMP1179−0.31

hypothetical protein: MMP1309−0.34

hypothetical protein: MMP0805−0.50

Molybdenum ABC transporter, permease protein: MMP0515−0.75

dependent transport systems inner membrane component: MMP0551−2.78

tative SSU ribosomal protein S6 modification protein: MMP0436−3.14

hypothetical protein: MMP0751−3.22

hypothetical protein: MMP0752−3.22

hypothetical protein: MMP0741−3.39

hypothetical protein: MMP0957−3.48

Glycosyl transferase: MMP0090−3.56

hypothetical protein: MMP0781−3.70

PA−phosphatase related phosphoesterase: MMP1631−4.23

tide) binding motif:Family of unknown function Met10: MMP0560−6.22

hypothetical protein: MMP1572−7.34

log10(P) upstream meme1 2 log10(P.clust)=−2.74; 17 seqs; 17 uniq
c(0.5, 2.5)
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