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Cluster: 0123 dvu; resid: 0.54; r/c: 26/362

x.range

upstream meme PSSM #1; e=6.1
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y.
ra

ng
e

upstream meme PSSM #2; e=510
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DVU3231

DVU3230

pgsA

miaB

motA−1

DVU2428aat

cheY−1

fabG DVU1597

DVU0970

DVU0960

pyrR

DVU3140

DVU3266DVU3393

DVU0884

DVU1243
DVU1358

DVU1419

DVU1436

DVU2312

DVU2474

moeA

DVU3254
DVU3342

string
operons −200 −100 −1

PDZ domain protein: DVU3254−0.06
chemotaxis protein MotA: DVU0050−0.11

hypothetical protein: DVU2312−0.21
erol−−glycerol−3−phosphate 3−phosphatidyltransferase: DVU1846−0.35

hypothetical protein: DVU2474−0.65
leucyl/phenylalanyl−tRNA−−protein transferase: DVU1603−0.65

hypothetical protein: DVU3393−0.74
hydrolase, haloacid dehalogenase−like family: DVU1358−0.75

capsular polysaccharide transport protein, putative: DVU3140−1.02
molybdopterin biosynthesis MoeA protein: DVU2990−1.17

hypothetical protein: DVU0884−1.21
hypothetical protein: DVU3266−1.31

flagellar synthesis regulator FleN: DVU3230−1.43
flagellar biosynthesis protein FlhF, putative: DVU3231−1.43

hypothetical protein: DVU0960−1.45
hypothetical protein: DVU1436−1.48
hypothetical protein: DVU1243−1.58

pendent transcriptional regulator/response regulator: DVU1419−2.16
3−ketoacyl−(acyl−carrier−protein) reductase: DVU3137−2.32

hypothetical protein: DVU3342−2.57
chemotaxis protein CheY: DVU1593−3.08

sulfite reductase, assimilatory−type: DVU1597−3.08
pyrimidine regulatory protein PyrR: DVU1384−4.95

tRNA−i(6)A37 modification enzyme MiaB: DVU0984−5.27
lipoprotein, putative: DVU0970−5.51
lipoprotein, putative: DVU2428−8.55

log10(P) upstream meme1 2 log10(P.clust)=−2.04; 26 seqs; 24 uniq
c(0.5, 2.5)
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