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Cluster: 0062 dvu; resid: 0.58; r/c: 27/369

x.range

upstream meme PSSM #1; e=1.7e−05

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=3.6

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17
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DVU2884

selA

DVU3364

DVU1670

hypD

panB

DVU2897DVU0499

DVU0349

DVU0319

DVU2042

DVU2203

+

dapADVU0247 DVU3208

DVU2082

DVU2948

DVU2756

DVU0524

flgM

DVU0250

DVU0394

paaK−3

DVU0800 proA
DVU3068

string
operons −200 −100 −1

dihydrodipicolinate synthase: DVU1868−0.00
phenylacetate−coenzyme A ligase: DVU2735−0.01

conserved hypothetical protein TIGR00149: DVU0499−0.01
response regulator: DVU0247−0.01

hydrogenase expression/formation protein HypD: DVU0325−0.02
hypothetical protein: DVU2897−0.03
hypothetical protein: DVU0250−0.07
hypothetical protein: DVU3208−0.13

ferredoxin−−NADP(+) reductase subunit alpha: DVU2475−0.21
selenocysteine synthase: DVU2883−0.25

putative aminopeptidase 1: DVU2884−0.25
GAF domain/sensory box/EAL domain protein: DVU3068−0.38

Fic family protein: DVU2042−0.39
radical SAM domain protein: DVU2756−0.42

gamma−glutamyl phosphate reductase: DVU1953−0.42
hypothetical protein: DVU3364−0.48
NeuB family protein: DVU0349−0.70
hypothetical protein: DVU1670−4.00

NAD−dependent epimerase/dehydratase family protein: DVU0319−5.27
hypothetical protein: DVU0800−5.33

negative regulator of flagellin synthesis FlgM: DVU0523−5.49
hypothetical protein: DVU0524−5.49

radical SAM domain protein: DVU0394−5.49
bacterial flagellin N−terminal domain protein: DVU2948−6.04

endoribonuclease, L−PSP family: DVU2203−6.36
flagellin, putative: DVU2082−8.19

3−methyl−2−oxobutanoate hydroxymethyltransferase: DVU2446−15.80
log10(P) upstream meme1 2 log10(P.clust)=−2.64; 27 seqs; 25 uniq

c(0.5, 2.5)
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