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Cluster: 0098 mmp; resid: 0.32; r/c: 24/40

x.range

upstream meme PSSM #1; e=2.4e−05

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=3.3e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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cheY

cheA

cheB cheR

flaJ

flaIflaH

MCP
cheD MMP0932

MMP0931

MMP0413

MMP0924

dapB
MMP0922 MMP0487

hisE
ribH

MMP1231

MMP1230

cheW

MMP1719

MMP0342

MMP0945string
operons −200 −100 −1

glyceraldehyde−3−phosphate ferredoxin oxidoreductase: MMP0945−1.61
DNA polymerase, beta−like region: MMP1230−2.12

putative HAD family hydrolase, a fragment: MMP1231−2.12
hypothetical protein: MMP0487−2.57

chemotaxis protein CheR: MMP0930−3.30
probable chemotaxis−related protein: MMP0931−3.30
probable chemotaxis−related protein: MMP0932−3.30

chemotaxis protein CheY: MMP0933−3.30
hypothetical protein: MMP1719−3.49
hypothetical protein: MMP0413−3.86

flagella accessory protein I: MMP1675−4.74
flagellar accessory protein FlaH: MMP1674−4.74

flagellar assembly protein J: MMP1676−4.74
hypothetical protein: MMP0924−5.64

chemotaxis protein CheW: MMP0925−5.64
chemotaxis protein CheB: MMP0926−5.64

possible phage infection protein: MMP0922−5.64
dihydrodipicolinate reductase: MMP0923−5.64

chemotaxis protein CheD: MMP0928−5.64
Methyl−accepting chemotaxis protein (MCP): MMP0929−5.64

Chemotaxis protein CheA: MMP0927−5.64
riboflavin synthase subunit beta: MMP0050−5.90

phosphoribosyl−ATP pyrophosphatase: MMP0051−5.90
hypothetical protein: MMP0342−7.88

log10(P) upstream meme1 2 log10(P.clust)=−4.50; 24 seqs; 10 uniq
c(0.5, 2.5)
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