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Cluster: 0194 dvu; resid: 0.46; r/c: 22/363

x.range

upstream meme PSSM #1; e=5.5e+03
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upstream meme PSSM #2; e=1.1e+04

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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hup−1
DVU0395

DVU3344
DVU1012

DVU2470
lpxK

aat

DVU2324

DVU0725

DVU0853

DVU2547

DVU0595

acpD

DVU0256

fliM

DVU0963

DVU1830

DVU2489

DVU2630

DVU2974

string
operons −200 −100 −1

lipoprotein, putative: DVU2630−0.25
hypothetical protein: DVU0853−0.46

7−cyano−7−deazaguanine reductase: DVU0963−0.57
tetraacyldisaccharide 4'−kinase: DVU2468−0.76

hypothetical protein: DVU3344−0.88
DNA−binding protein HU: DVU0396−0.91

HIT family protein: DVU0395−0.91
hemolysin−type calcium−binding repeat protein: DVU1012−1.04
leucyl/phenylalanyl−tRNA−−protein transferase: DVU1603−1.05

hypothetical protein: DVU2974−1.25
hflC protein, putative: DVU0683−1.30
hflK protein, putative: DVU0684−1.30
hypothetical protein: DVU0725−1.54
hypothetical protein: DVU2489−1.95

ATP−dependent RNA helicase, DEAD/DEAH box family: DVU0256−2.22
hypothetical protein: DVU0595−2.27
hypothetical protein: DVU1830−2.46

copper−translocating P−type ATPase: DVU2324−2.46
transcriptional regulator, putative: DVU2547−2.89

acyl carrier protein phosphodiesterase: DVU2548−2.89
flagellar motor switch protein FliM: DVU0910−3.06

membrane protein, putaive: DVU2470−4.35
log10(P) upstream meme1 2 log10(P.clust)=−1.67; 22 seqs; 19 uniq

c(0.5, 2.5)
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