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Cluster: 0105 dvu; resid: 0.55; r/c: 32/365

x.range

upstream meme PSSM #1; e=480

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=13

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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DVU0582

DVU0581DVU0584

DVU0755

DVU2141

DVU2138

DVU3388DVU3062

DVU0482

DVU1030

moaC

DVU0294

sodB

DVU2668

DVU1404

DVU0608

DVU3268

pomA
DVU0118

DVU2708

DVU2707

DVU0254

DVU0634

cheV−3
DVU1359

DVU1853

DVU2195

DVU2312

DVU2429

DVU2472

DVU2556 DVU1535

string
operons −200 −100 −1

universal stress protein family: DVU1030−0.33
hypothetical protein: DVU0634−0.46

chemotaxis protein PomA: DVU0640−0.51
lipoprotein, putative: DVU3388−0.53
hypothetical protein: DVU1535−0.72

pendent transcriptional regulator/response regulator: DVU0118−0.96
glycosyl transferase, group 2 family protein: DVU0294−1.05

hypothetical protein: DVU1853−1.29
sensor histidine kinase, putative: DVU0755−1.45

UDP−N−acetylglucosamine pyrophosphorylase, putative: DVU2668−1.51
radical SAM domain protein: DVU1404−1.52

hypothetical protein: DVU2195−1.53
molybdenum cofactor biosynthesis protein C: DVU0289−1.95

hypothetical protein: DVU2429−2.02
methyl−accepting chemotaxis protein: DVU0608−2.08

hypothetical protein: DVU2472−2.08
hypothetical protein: DVU2312−2.52

chemotaxis protein CheV: DVU0992−2.56
sensory box histidine kinase/response regulator: DVU0482−2.70

superoxide dismutase, Fe: DVU2410−2.95
hypothetical protein: DVU2556−3.39

sensor histidine kinase/response regulator: DVU3062−3.47
hypothetical protein: DVU2138−3.99

nucleic acid−binding protein, putative: DVU2141−4.77
hypothetical protein: DVU0254−5.58

response regulator/anti−anti−sigma factor: DVU0581−5.70
sensory box histidine kinase: DVU0582−5.70

hypothetical protein: DVU1359−6.82
virion morphogenesis protein: DVU2707−7.03
virion morphogenesis protein: DVU2708−7.03

transposase, putative: DVU0584−8.88
hypothetical protein: DVU3268−9.32

log10(P) upstream meme1 2 log10(P.clust)=−3.20; 32 seqs; 30 uniq
c(0.5, 2.5)
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