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Cluster: 0057 mmp; resid: 0.19; r/c: 17/40

x.range

upstream meme PSSM #1; e=2.5e+03

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e+04

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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MMP0535

MMP0534

trxB

MMP0958

MMP1001

MMP0569

MMP0122

modC

MMP0621

MMP0425

MMP0027

MMP0121
MMP0426

MMP0465

tyrA

LigT

MMP1641 string
operons −200 −100 −1

hypothetical protein: MMP0569−0.00

putative potassium channel protein: MMP0027−0.01

hypothetical protein: MMP0958−0.02

thioredoxin reductase: MMP0959−0.02

hypothetical protein: MMP0465−0.04

prephenate dehydrogenase: MMP1514−0.14

hypothetical protein: MMP1001−0.21

2'−5' RNA ligase: MMP0612−0.43

hypothetical protein: MMP0425−0.80

Nitroreductase family: MMP0426−0.80

hypothetical protein: MMP0122−1.60

hypothetical protein: MMP0121−1.60

hypothetical protein: MMP0534−1.73

hypothetical protein: MMP0535−1.73

soluble P−type ATPase: MMP1641−1.85

Molybdenum transport ATP−binding protein modC: MMP0207−2.43

hypothetical protein: MMP0621−2.92

log10(P) upstream meme1 2 log10(P.clust)=−0.96; 17 seqs; 13 uniq
c(0.5, 2.5)
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