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Cluster: 0083 dvu; resid: 0.52; r/c: 31/369

x.range

upstream meme PSSM #1; e=1.2e+03

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.1e+04

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11
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pgi

glgA

DVU0973
DVU3295

cobU

DVU2976

DVU0082

DVU0969

sfsA

DVU0271
DVU0258

DVU0946

DVU0635

DVU2905

DVU2418DVU2993

DVU3278
DVU0947

cheV−2

DVU2357

cobB−2

DVU2635

DVU0998

DVU2900

DVU0005
DVU0686

DVU0742

DVU2638

DVU2759

DVU3015

DVU3320 string −200 −100 −1
glycosyl transferase, group 1 family protein: DVU2635−0.02

glucose−6−phosphate isomerase: DVU3222−0.06
hypothetical protein: DVU2976−0.14

4−hydroxybenzoate octaprenyltransferase, putative: DVU0973−0.15
alcohol dehydrogenase, iron−containing: DVU2905−0.15

hypothetical protein: DVU2759−0.33
glycogen synthase: DVU2244−0.36

chemotaxis protein CheV: DVU0652−0.42
efflux protein, LysE family: DVU0969−0.50

hypothetical protein: DVU0082−0.52
peptidase/PDZ domain protein: DVU3278−0.55

HD domain protein: DVU2357−0.62
sugar fermentation stimulation protein: DVU3224−0.75

amidohydrolase family protein: DVU2900−0.80
e−mannose−protein mannosyltransferase family protein: DVU0635−0.81

iron−sulfur cluster−binding protein: DVU0686−0.84
sensory box histidine kinase/response regulator: DVU0258−0.94

hypothetical protein: DVU0947−1.03
response regulator: DVU0271−1.10
hypothetical protein: DVU3015−1.21

hemolysin III: DVU3295−1.21
hypothetical protein: DVU0742−1.70

vanZ−like family protein: DVU2418−1.70
mide kinase/cobinamide phosphate guanylyltransferase: DVU1007−1.74

hypothetical protein: DVU3320−1.79
hypothetical protein: DVU2638−2.01

glycosyl transferase, group 1/2 family protein: DVU2993−2.31
heptosyltransferase family protein: DVU0998−2.34

lipoprotein, putative: DVU0005−2.87
pendent transcriptional regulator/response regulator: DVU0946−4.72

cobyrinic acid a,c−diamide synthase: DVU3086−4.91
log10(P) upstream meme1 2 log10(P.clust)=−1.25; 31 seqs; 31 uniq

c(0.5, 2.5)
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