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Cluster: 0017 dvu; resid: 0.61; r/c: 31/364

x.range

upstream meme PSSM #1; e=3.8e−05

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=150

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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DVU0461

DVU0460
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cydB

pdxA

DVU2239
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DVU3095

DVU2247

tpiA

DVU0024

DVU2318

DVU0685

DVU0158

DVU2672iciA

deoD
DVU2462

DVU3240

DVU0971

DVU2246
DVU0903

DVU0155

DVU2248

DVU3096

DVU0151

DVU0711

DVU0771

DVU0772

DVU3330

string
operons −200 −100 −1

molybdenum cofactor biosynthesis protein: DVU0971−0.05
hypothetical protein: DVU0711−0.16

S1 RNA binding domain protein: DVU2246−0.20
peptidase, M23/M37 family: DVU3240−0.25

oligopeptide ABC transporter, permease protein: DVU2462−0.35
fructose−bisphosphate aldolase: DVU0460−0.46

3−dehydroquinate synthase: DVU0461−0.46
diesterase/nucleotide pyrophosphatase family protein: DVU0155−0.79

conserved hypothetical protein TIGR00104: DVU0158−0.79
glycosyl hydrolase, family 3: DVU2239−0.90

pyridoxal phosphate biosynthetic protein PdxA: DVU2241−0.90
purine nucleoside phosphorylase: DVU2230−1.03

in/site−specific recombinase, phage integrase family: DVU0771−2.34
HAMP domain/sigma−54 interaction domain protein: DVU0151−2.64

triosephosphate isomerase: DVU1677−2.70
chromosome replication initiation inhibitor protein: DVU0594−2.87

HD domain protein: DVU0903−3.00
hypothetical protein: DVU3330−3.02
hypothetical protein: DVU2672−3.04
hypothetical protein: DVU3096−3.06

phosphomannomutase: DVU0685−4.61
hypothetical protein: DVU0024−5.88

cytochrome d ubiquinol oxidase, subunit II: DVU3270−6.17
cytochrome d ubiquinol oxidase, subunit I: DVU3271−6.17

rubrerythrin, putative: DVU2318−6.21
hypothetical protein: DVU2248−6.74

rubredoxin−like protein: DVU3093−9.32
rubrerythrin: DVU3094−9.32

transcriptional regulator, Fur family: DVU3095−9.32
hypothetical protein: DVU0772−9.85

antioxidant, AhpC/Tsa family: DVU2247−12.90
log10(P) upstream meme1 2 log10(P.clust)=−3.73; 31 seqs; 25 uniq

c(0.5, 2.5)
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