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Cluster: 0119 dvu; resid: 0.49; r/c: 25/362

x.range

upstream meme PSSM #1; e=1.6e+03

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e+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

●

●

●

●

●

●

●

●

●

●
●

●

●

●

●

●

●

● ●

●

●

●
●

●

●

DVU2659

DVU2658

DVU2555

DVU2554

DVU2486

ruvC

hslU

DVU0093

DVU0160

DVU0159 speA

lys1

DVU0359

DVU0380

DVU1722

DVU2420

DVU2641

DVU2667 DVU0146
DVU0243

DVU0319

DVU0831DVU1192

DVU2752

DVU2876

string
operons −200 −100 −1

sulfatase, putative: DVU0380−0.02
ter, periplasmic phosphate−binding protein, putative: DVU2667−0.03

hypothetical protein: DVU0146−0.08
hypothetical protein: DVU1722−0.14

acetyltransferase, GNAT family: DVU2486−0.15
ATP−dependent protease ATP−binding subunit: DVU1467−0.29

HesB−like domain: DVU0359−0.34
lipoprotein, putative: DVU2641−0.37
lipoprotein, putative: DVU0243−0.55

crossover junction endodeoxyribonuclease RuvC: DVU2258−0.69
PTS system, IID component, putative: DVU0831−0.79

hypothetical protein: DVU2554−0.84
MATE efflux family protein: DVU2555−0.84

acylphosphatase: DVU1192−1.31
rhodanese−like domain protein: DVU2752−1.65

terminase, large subunit, putative: DVU2876−4.37
thioesterase family protein: DVU0159−4.61

carbohydrate isomerase, KpsF/GutQ family: DVU0160−4.61
saccharopine dehydrogenase: DVU0418−4.82

arginine decarboxylase: DVU0417−4.82
protein/glycosyl transferase, group 1 family protein: DVU0093−5.39

hypothetical protein: DVU2420−5.44
NAD−dependent epimerase/dehydratase family protein: DVU0319−5.53

hypothetical protein: DVU2658−9.70
exsB protein: DVU2659−9.70

log10(P) upstream meme1 2 log10(P.clust)=−2.68; 25 seqs; 21 uniq
c(0.5, 2.5)
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