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Cluster: 0124 mmp; resid: 0.88 0.51 0.74 0.44; r/c: 25/56

x.range

upstream meme PSSM #1; e=5.6e+03

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=7e+03

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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MMP0220

MMP0590

MMP0018

MMP0023

MMP0039

MMP0095

III

MMP0329

rimK

MMP0442

MMP0525

MMP0549

iorA2

MMP0827

nifI2

MMP0932

MMP1052

MMP1080

MMP1229

MMP1252

MMP1262

MMP1280

MMP1285

MMP1598

MMP1642

−200 −100 −1
hypothetical protein: MMP1262−0.00
hypothetical protein: MMP0039−0.01
hypothetical protein: MMP0549−0.01

−type iron(III) transport system, permease component: MMP0197−0.01
RimK domain protein ATP−grasp: MMP0436−0.01

FUN14 family protein: MMP1229−0.01
indolepyruvate oxidoreductase subunit alpha 2: MMP0713−0.02

hypothetical protein: MMP0329−0.02
hypothetical protein: MMP1598−0.03

nitrogen regulatory protein P−II: MMP0855−0.04
hypothetical protein: MMP0442−0.05
hypothetical protein: MMP0525−0.07

glycosyl transferase, group 1: MMP1080−0.11
glycosyl transferase family protein: MMP0590−0.12

hypothetical protein: MMP0095−0.14
CheC, inhibitor of MCP methylation: MMP0932−0.14

hypothetical protein: MMP1052−0.20
hypothetical protein: MMP1280−0.20

Sodium/proline symporter−related: MMP0220−0.25
hypothetical protein: MMP0023−0.37

ATP/GTP−binding motif−containing protein: MMP1642−0.38
CBS domain−containing protein: MMP1252−0.39

hypothetical protein: MMP0827−0.60
LysR family transcriptional regulator: MMP0018−0.72

hypothetical protein: MMP1285−2.33
log10(P) upstream meme1 2 log10(P.clust)=NA; 25 seqs; 25 uniq
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