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Cluster: 0270 dvu; resid: 0.50; r/c: 28/366

x.range

upstream meme PSSM #1; e=4e+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.
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ng
e

upstream meme PSSM #2; e=21
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glyQ glyS

ltaE

DVU0786

maF

murA

cobT

hemC

DVU1429

guaB

DVU3052

DVU2317DVU0668
DVU1273

DVU2567

DVU1879

DVU1951

nifA−1

DVU2043

DVU0422

DVU1240

DVU1251

glnN

DVU1694

DVU1703
DVU2579

DVU2678

DVU3066
string
operons −200 −100 −1

penicillin−binding protein: DVU0786−0.00
hypothetical protein: DVU1240−0.12

septum formation protein Maf: DVU0527−0.17
hypothetical protein: DVU2043−0.18

threonine aldolase, low−specificity: DVU1878−0.23
glycosyl transferase, group 1 family protein: DVU1879−0.23

C4−type zinc finger protein, DksA/TraR family: DVU1694−0.33
ABC transporter, ATP−binding protein: DVU3052−0.48

translation−associated GTPase: DVU1429−0.49
hypothetical protein: DVU2567−0.53

porphobilinogen deaminase: DVU1890−0.67
bacterial type II/III secretion system protein: DVU1273−0.77

sensory box/GGDEF domain/EAL domain protein: DVU0422−1.43
RNA pseudouridine synthase family protein: DVU2678−1.72

type I restriction−modification enzyme, R subunit: DVU1703−1.77
TPR domain protein: DVU2579−2.65

methyl−accepting chemotaxis protein: DVU0668−2.69
glycyl−tRNA synthetase, beta subunit: DVU1897−2.79
glycyl−tRNA synthetase subunit alpha: DVU1898−2.79

glutamine synthetase, type III: DVU1258−4.14
UDP−N−acetylglucosamine 1−carboxyvinyltransferase: DVU3258−4.14

hypothetical protein: DVU1251−4.66
methyl−accepting chemotaxis protein, putative: DVU2317−5.29

ide−−dimethylbenzimidazole phosphoribosyltransferase: DVU3279−5.54
nif−specific regulatory protein: DVU1949−5.92

e ferredoxin oxidoreductase, alpha subunit, putative: DVU1951−5.92
DNA−binding protein: DVU3066−6.23

inosine−5‘−monophosphate dehydrogenase: DVU1044−6.41
log10(P) upstream meme1 2 log10(P.clust)=−2.44; 28 seqs; 25 uniq

c(0.5, 2.5)
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