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Cluster: 0074 mmp; resid: 0.17; r/c: 15/40

x.range

upstream meme PSSM #1; e=9

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
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ng
e

upstream meme PSSM #2; e=180

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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MMP0914
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MMP1156

MMP1160

MMP1159

MMP1163

MMP0963

MMP0962
MMP0961

MMP1161

MMP0912

MMP1158

string
operons −200 −100 −1

heterosulfide reductase, subunit C1: MMP1154−1.90

heterosulfide reductase, subunit B1: MMP1155−1.90

hypothetical protein: MMP1156−1.90

Desulfoferrodoxin, ferrous iron−binding site: MMP1157−1.90

hypothetical protein: MMP1158−1.90

Ferritin: MMP1159−1.90

hypothetical protein: MMP1161−1.90

CutA1 divalent ion tolerance protein Related Protein: MMP1163−1.90

hypothetical protein: MMP1160−1.90

hypothetical protein: MMP0961−3.19

zinc finger protein: MMP0962−3.19

aquaporin related: MMP0963−3.19

hypothetical protein: MMP0913−4.90

hypothetical protein: MMP0914−4.90

tautomerase related protein: MMP0912−4.90

log10(P) upstream meme1 2 log10(P.clust)=−2.76; 15 seqs; 3 uniq
c(0.5, 2.5)
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