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Cluster: 0113 dvu; resid: 0.52; r/c: 21/365

x.range

upstream meme PSSM #1; e=68

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=7.5e+04

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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hisI
hisDhisS

aspS fabI

hemK

DVU2910

lpxC

gltX−2

tatB

DVU1952
DVU1950

DVU0387

DVU1764

DVU2051

DVU2275

DVU2522

DVU0885
DVU1863

DVU2054

string
operons −200 −100 −1

hypothetical protein: DVU1764−0.01
hypothetical protein: DVU2910−0.09

[3−hydroxymyristoyl] N−acetylglucosamine deacetylase: DVU2917−0.21
hypothetical protein: DVU2054−0.48
hypothetical protein: DVU2522−0.52

phosphoribosyl−AMP cyclohydrolase: DVU0113−0.59
ATP phosphoribosyltransferase: DVU0114−0.59

hypothetical protein: DVU2051−0.83
flagellar synthesis regulator FleN, putative: DVU1863−0.85

rter, permease protein, His/Glu/Gln/Arg/opine family: DVU0387−1.57
sigma−54 dependent transcriptional regulator: DVU2275−1.77

twin−arginine translocation protein TatB: DVU1042−1.87
amidohydrolase family protein: DVU0885−3.06

te ferredoxin oxidoreductase, beta subunit, putative: DVU1950−4.14
hypothetical protein: DVU1952−4.14

enoyl−(acyl−carrier−protein) reductase: DVU0794−5.45
histidinol dehydrogenase: DVU0796−5.45

aspartyl−tRNA synthetase: DVU3367−5.85
histidyl−tRNA synthetase: DVU3368−5.85

glutamyl−tRNA synthetase: DVU2552−6.01
hemK protein: DVU2916−6.62

log10(P) upstream meme1 2 log10(P.clust)=−2.67; 21 seqs; 17 uniq
c(0.5, 2.5)
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