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Cluster: 0115 dvu; resid: 0.51; r/c: 26/362

x.range

upstream meme PSSM #1; e=740

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range
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upstream meme PSSM #2; e=1.1e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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panB

pgl

miaB

DVU2141

DVU1472

DVU0881

DVU3221
DVU3220

DVU0744

DVU0741

DVU2895
DVU2894

fliN

DVU0290

creA

DVU1012

DVU1438

DVU1980

DVU2360

DVU2630

DVUA0031

DVU1359

DVU1422

DVU1541

DVU2556
DVU3153

string
operons −200 −100 −1

hypothetical protein: DVU1359−0.24
hypothetical protein: DVU1541−0.36

sigma−54 dependent transcriptional regulator: DVU2894−0.58
hypothetical protein: DVU2895−0.58
hypothetical protein: DVU3153−0.58

creA protein: DVU0573−0.59
tRNA−i(6)A37 modification enzyme MiaB: DVU0984−0.62

hypothetical protein: DVU1980−0.66
3−methyl−2−oxobutanoate hydroxymethyltransferase: DVU2446−0.69

OmpA family protein: DVU1422−1.35
lipoprotein, putative: DVU0290−1.58
elongation factor G: DVU0881−3.08
hypothetical protein: DVU0741−3.30

pendent transcriptional regulator/response regulator: DVU0744−3.30
hypothetical protein: DVUA0031−3.41

flagellar motor switch protein FliN: DVU0046−3.41
ATP−dependent protease, putative: DVU1472−3.80

lipoprotein, putative: DVU2630−3.82
pendent transcriptional regulator/response regulator: DVU3220−3.93

sensor histidine kinase: DVU3221−3.93
hemolysin−type calcium−binding repeat protein: DVU1012−3.93

6−phosphogluconolactonase: DVU2313−3.97
cobyrinic acid a,c−diamide synthase family protein: DVU1438−4.52

oxidoreductase, FAD/NAD−binding family: DVU2360−5.04
hypothetical protein: DVU2556−7.23

nucleic acid−binding protein, putative: DVU2141−9.83
log10(P) upstream meme1 2 log10(P.clust)=−2.86; 26 seqs; 23 uniq

c(0.5, 2.5)
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