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Cluster: 0174 dvu; resid: 0.54; r/c: 26/366

x.range

upstream meme PSSM #1; e=7.6e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
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e

upstream meme PSSM #2; e=9.1e+03

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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DVU3164

DVU3163

lpxD

fabZ

purL

ispB
truA

DVU1271

DVU0654

gap−2
DVU2576DVU0169

DVU3050

DVU3046
DVU0362DVU0480DVU1635

cheW−3

DVU2693

DVU3109

DVU0569

DVU1172

DVU2322

DVU2905

DVU3013

DVU3022

string
operons −200 −100 −1

phosphoribosylformylglycinamidine synthase II: DVU3181−0.03
hypothetical protein: DVU0480−0.30

octaprenyl−diphosphate synthase: DVU3179−0.34
sigma−54 dependent transcriptional regulator: DVU0569−0.45

hypothetical protein: DVU3050−0.74
, periplasmic oligopeptide/dipeptide−binding protein: DVU0169−0.85

glyceraldehyde 3−phosphate dehydrogenase: DVU2144−1.09
P−−glucose−1−phosphate uridylyltransferase, putative: DVU2322−1.11

tRNA pseudouridine synthase A: DVU0911−1.11
alcohol dehydrogenase, iron−containing: DVU2905−1.12

sensory box histidine kinase/response regulator: DVU3022−1.15
peptidase, U32 family: DVU0654−1.42

chemotaxis protein CheW: DVU1961−1.91
hypothetical protein: DVU1635−3.08

oligopeptide ABC transporter, ATP−binding protein: DVU2576−3.30
hypothetical protein: DVU1172−3.65

ABC transporter, permease protein: DVU3163−3.93
ABC transporter, permease protein: DVU3164−3.93

hypothetical protein: DVU2693−4.16
glycosyl transferase, group 2 family protein: DVU3013−4.35

general secretion pathway protein F, putative: DVU1271−4.51
iron−sulfur cluster−binding protein: DVU3109−5.02

(R−3−hydroxymyristoyl)−glucosamine N−acyltransferase: DVU2369−5.09
−hydroxyacyl−(acyl−carrier−protein) dehydratase FabZ: DVU2368−5.09

hypothetical protein: DVU0362−5.18
glycosyl transferase, group 1 family protein: DVU3046−5.92

log10(P) upstream meme1 2 log10(P.clust)=−2.65; 26 seqs; 24 uniq
c(0.5, 2.5)
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