
20 40 60 80 100

−
2

0
2

4

Cluster: 0069 mmp; resid: 0.66 0.54 0.61 0.62; r/c: 28/57

x.range

upstream meme PSSM #1; e=100
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x.range
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upstream meme PSSM #2; e=390
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MMP0134

MMP0328

MMP0565MMP0567

MMP1332

aroC

arsA

MMP0195

MMP0469

MMP0491

fmdC

MMP0735
MMP0741

MMP0752

MMP0765

MMP0832
MMP0887 cheR

glgP

tRNA−Arg1

MMP0005

rfcB

modC

MMP0652

MMP0787

MMP1130
MMP1184

tRNA−Met3

string
operons −200 −100 −1

hypothetical protein: MMP0005−0.02
hypothetical protein: MMP0741−0.04

alpha−glucan phosphorylase: MMP1220−0.04
hypothetical protein: MMP0752−0.05

stress responsive alpha−beta barrel domain protein: MMP0887−0.05
hypothetical protein: MMP0565−0.06
hypothetical protein: MMP0567−0.06

N6 adenine−specific DNA methyltransferase, D12 class: MMP0735−0.07
arsenite−activated ATPase ArsA: MMP0163−0.10

ferredoxin: MMP0832−0.10
hypothetical protein: MMP0765−0.10

chemotaxis protein CheR: MMP0930−0.10
hypothetical protein: MMP0134−0.11

MarR family transcriptional regulator: MMP0787−0.12
chorismate synthase: MMP1333−0.16

molybdenum ABC transporter ATP−binding protein: MMP0504−0.16
N−acetyltransferase related protein: MMP1184−0.17

endent pyridine nucleotide−disulphide oxidoreductase: MMP1332−0.17
hypothetical protein: MMP0328−0.18

MotA/TolQ/ExbB proton channel: MMP0491−0.24
hypothetical protein: MMP0469−0.27

replication factor C large subunit: MMP0322−0.29
tRNA−Met: RNA_33−0.36
tRNA−Arg: RNA_10−0.44

hypothetical protein: MMP0652−0.49
hypothetical protein: MMP0195−0.66
hypothetical protein: MMP1130−0.77

ontaining formylmethanofuran dehydrogenase subunit C: MMP0510−0.96
log10(P) upstream meme1 2 log10(P.clust)=NA; 28 seqs; 27 uniq
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