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Cluster: 0277 dvu; resid: 0.56; r/c: 30/360

x.range

upstream meme PSSM #1; e=0.0033

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=16

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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rfbB
rfbD

DVU0271
DVU0270

DVU2240
DVU2239 DVU0908

DVU0907

DVU1362

DVU2546

DVU2545

DVU0352

glgADVU2302

DVU1189

DVU0969

DVU0961

DVU2575

DVU0688

DVU0686

DVU1366

DVU0082

DVU0485

DVU0659

DVU0815

cobU

cheR−1

DVU1892

DVU2357

DVU2897

string
operons −200 −100 −1

hypothetical protein: DVU1189−0.02
AsmA family protein: DVU0815−0.02
hypothetical protein: DVU2897−0.06
HD domain protein: DVU2357−0.08
glycogen synthase: DVU2244−0.24

hypothetical protein: DVU0659−0.30
hypothetical protein: DVU0082−0.40

aminotransferase, DegT/DnrJ/EryC1/StrS family: DVU0352−0.42
mide kinase/cobinamide phosphate guanylyltransferase: DVU1007−0.55

chemotaxis protein methyltransferase: DVU1595−0.80
iron−sulfur cluster−binding protein: DVU0686−0.82

hypothetical protein: DVU0688−0.82
hypothetical protein: DVU0485−1.00
hypothetical protein: DVU0961−1.18

hydantoinase/oxoprolinase family protein: DVU2240−1.41
glycosyl hydrolase, family 3: DVU2239−1.41

glycosyl transferase, group 2 family protein: DVU1892−1.48
alcohol dehydrogenase, iron−containing: DVU2545−1.88

sensory box histidine kinase: DVU2546−1.88
peptidase, M20/M25/M40 family: DVU2575−2.73

efflux protein, LysE family: DVU0969−3.25
hypothetical protein: DVU0907−5.71

iron−sulfur cluster−binding protein, putative: DVU0908−5.71
lated potassium−efflux system protein KefB, putative: DVU2302−6.24

sensory box histidine kinase: DVU0270−8.05
response regulator: DVU0271−8.05
hypothetical protein: DVU1362−15.29

dTDP−4−dehydrorhamnose reductase: DVU1363−15.29
dTDP−glucose 4,6−dehydratase: DVU1364−15.29

lipoprotein, putative: DVU1366−15.29
log10(P) upstream meme1 2 log10(P.clust)=−3.86; 30 seqs; 23 uniq

c(0.5, 2.5)
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