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Cluster: 0046 dvu; resid: 0.56; r/c: 28/357

x.range

upstream meme PSSM #1; e=0.064

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=220

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

●
●

●

●
●

●
●

●

●

●●

●

●●

●

●

●

●

●
●

●

●

●

●

●

●

●

●

leuD
DVU2982

leuA

leuBDVU2984
proA DVU0499

+

DVU0051

DVU2437mutY

DVU1097

DVU3292DVU3287

DVU2474
DVU2473

DVU0245

DVU0345

DVU0412
DVU0590

DVU0601

DVU0616
DVU1259

DVU1668

DVU2090

thiH
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string
operons −200 −100 −1

gamma−glutamyl phosphate reductase: DVU1953−0.04
outer membrane lipoprotein carrier protein, putative: DVU1668−0.13

hypothetical protein: DVU0345−0.28
thiamine biosynthesis protein ThiH: DVU2093−0.34

precorrin−8X methylmutase: DVU3087−0.35
ABC transporter, permease protein: DVU2437−0.36

conserved hypothetical protein TIGR00044: DVU0051−0.85
conserved hypothetical protein TIGR00149: DVU0499−1.78

hypothetical protein: DVU1097−2.18
pyridine nucleotide−disulfide oxidoreductase: DVU3292−2.38

hypothetical protein: DVU0590−2.53
2−isopropylmalate synthase: DVU2981−2.60

3−isopropylmalate dehydratase, large subunit: DVU2982−2.60
3−isopropylmalate dehydratase, small subunit: DVU2983−2.60

hypothetical protein: DVU2984−2.60
3−isopropylmalate dehydrogenase: DVU2985−2.60

glycosyl transferase, group 2 family protein: DVU3287−2.65
protein phosphatase, putative: DVU0245−3.06

hypothetical protein: DVU1259−3.38
phenylacetic acid degradation protein PaaI: DVU0601−3.40

potassium uptake protein TrkA, putative: DVU0412−3.53
EF hand domain protein: DVU2090−6.61

hypothetical protein: DVU2474−7.50
ferredoxin−−NADP(+) reductase subunit alpha: DVU2475−7.50

hypothetical protein: DVU2473−7.50
sigma−54 dependent transcriptional regulator: DVU2359−7.93

A/G−specific adenine glycosylase: DVU0282−8.03
hypothetical protein: DVU0616−8.36

log10(P) upstream meme1 2 log10(P.clust)=−3.34; 28 seqs; 23 uniq
c(0.5, 2.5)
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