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Cluster: 0082 dvu; resid: 0.60; r/c: 29/370

x.range

upstream meme PSSM #1; e=14

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=1.7e+04

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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DVU0120
DVU0119

DVU3058DVU3057

rnhA
DVU0687DVU0643

DVU0117
hflX

trmE

polA

murA

pth
DVU2733

ptsI

DVU2824

DVU2822

DVU0826

DVU2661

DVU0099

DVU0171
DVU0440

DVU0858

DVU1261
DVU1268

DVU2115

DVU2591

DVU3326

DVU0066

string
operons −200 −100 −1

tail fiber assembly protein, putative: DVU2591−0.03
DNA polymerase I: DVU0496−0.08

lipoprotein, putative: DVU0858−0.17
tRNA modification GTPase TrmE: DVU1079−0.18

peptidyl−tRNA hydrolase: DVU1573−0.25
glycosyl transferase, group 2 family protein: DVU0117−0.25

hypothetical protein: DVU1268−0.42
multidrug resistance protein, Smr family: DVU3326−0.78

hypothetical protein: DVU0440−1.83
edoxin oxidoreductase, tungsten−containing, putative: DVU0687−3.58

ribonuclease HI: DVU0689−3.58
adenine specific DNA methyltransferase, putative: DVU2733−3.61

phosphoenolpyruvate−protein phosphotransferase: DVU0829−3.68
glycolate oxidase, iron−sulfur subunit, putative: DVU0826−3.68

GTP−binding protein HflX: DVU3236−4.44
translocation pathway signal sequence domain protein: DVU2661−4.63

hypothetical protein: DVU2115−4.72
hemolysin−related protein: DVU0171−4.76

cytidine/deoxycytidylate deaminase domain protein: DVU0066−4.98
sensor histidine kinase: DVU0119−5.13

ABC transporter, substrate−binding protein, putative: DVU0120−5.13
TonB domain protein: DVU0099−5.19
hypothetical protein: DVU1261−5.45

independent coproporphyrinogen III oxidase, putative: DVU3057−5.47
sensory box histidine kinase/response regulator: DVU3058−5.47

TRAP transporter solute receptor DctP: DVU2822−5.54
formate acetyltransferase: DVU2824−5.54

UDP−N−acetylglucosamine 1−carboxyvinyltransferase: DVU3258−6.13
thiF protein, putative: DVU0643−8.59

log10(P) upstream meme1 2 log10(P.clust)=−3.56; 29 seqs; 24 uniq
c(0.5, 2.5)
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