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Cluster: 0206 dvu; resid: 0.58; r/c: 33/376

x.range

upstream meme PSSM #1; e=0.00088
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x.range

y.
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ng
e

upstream meme PSSM #2; e=600

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
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DVU0480

DVU3193 string
operons −200 −100 −1

DNA−binding domain, excisionase family: DVU3193−0.19
polyamine ABC transporter, permease protein: DVU0097−0.19

hypothetical protein: DVU0021−0.31
fructose−bisphosphate aldolase: DVU0460−0.33

3−dehydroquinate synthase: DVU0461−0.33
chorismate mutase/prephenate dehydratase: DVU0462−0.33

3−phosphoshikimate 1−carboxyvinyltransferase: DVU0463−0.33
prephenate dehydrogenase: DVU0464−0.33

anthranilate synthase, component I: DVU0465−0.33
ilate synthase, glutamine amidotransferase component: DVU0466−0.33

anthranilate phosphoribosyltransferase: DVU0467−0.33
indole−3−glycerol phosphate synthase: DVU0468−0.33

N−(5'−phosphoribosyl)anthranilate isomerase: DVU0469−0.33
tryptophan synthase subunit beta: DVU0470−0.33

tryptophan synthase subunit alpha: DVU0471−0.33
glycosyl transferase, group 1 family protein: DVU3046−0.34

hypothetical protein: DVU0480−0.56
pantoate−−beta−alanine ligase: DVU2448−0.61

S−adenosylmethionine synthetase: DVU2449−0.61
hypothetical protein: DVU1847−0.92

deoxy−D−manno−octulosonic−acid transferase, putative: DVU0335−1.12
cytidylate kinase: DVU1028−1.98

hypothetical protein: DVU2930−2.42
peptidyl−prolyl cis−trans isomerse domain protein: DVU1065−2.60

hypothetical protein: DVU0012−3.15
chromosomal replication initiator protein DnaA: DVU2252−6.62

5,10−methylenetetrahydrofolate reductase: DVU0997−7.40
tor, ArsR family/methyltransferase, UbiE/COQ5 family: DVU0606−7.74

S−adenosyl−L−homocysteine hydrolase: DVU0607−7.74
hypothetical protein: DVU0121−11.80
hypothetical protein: DVU0124−11.80
hypothetical protein: DVU0122−11.80
hypothetical protein: DVU0123−11.80

log10(P) upstream meme1 2 log10(P.clust)=−2.90; 33 seqs; 18 uniq
c(0.5, 2.5)

11
 M

ar
 0

2 
17

:3
7:

51
 it

er
=

16
99

cM
on

ke
y 

V
er

si
on

 4
.8

.2
 d

vu


