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Cluster: 0075 dvu; resid: 0.51; r/c: 26/369

x.range

upstream meme PSSM #1; e=5.5

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=44

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

nadA

DVU1349

xseA

DVU0451
ribF

ruvB
thyX

lspA

mgtEksgA

rodA

DVU0784

DVU1798

uraA
DVU2339

DVU1092

DVU1357

DVU1936
DVU1935

DVU0895

DVU0746

DVU0787 DVU1355

DVU2931
DVU3165

string
operons −200 −100 −1

hypothetical protein: DVU3165−0.16
helicase, RecD/TraA family: DVU0895−0.20

riboflavin biosynthesis protein RibF: DVU0450−0.26
chloride channel family protein: DVU0451−0.26

ABC transporter, permease protein: DVU0746−0.69
FAD−dependent thymidylate synthase: DVU2254−0.73

Holliday junction DNA helicase B: DVU2255−0.73
sensory box histidine kinase: DVU2931−2.53

sodium−dependent symporter family protein: DVU1092−2.78
hypothetical protein: DVU0784−2.92

rod shape−determining protein RodA: DVU0785−2.92
hypothetical protein: DVU0787−2.92

ribosomal protein L11 methyltransferase, putative: DVU2339−3.03
phosphonate ABC transporter, permease protein: DVU1935−3.12

phosphonate ABC transporter, ATP−binding protein: DVU1936−3.12
uracil permease: DVU1026−4.26

lipoprotein signal peptidase: DVU1928−4.76
dimethyladenosine transferase: DVU1797−6.00

hypothetical protein: DVU1798−6.00
hypothetical protein: DVU1355−8.31
hypothetical protein: DVU1357−8.31

exodeoxyribonuclease VII, large subunit: DVU1346−8.79
geranylgeranyl diphosphate synthase: DVU1349−8.79

quinolinate synthetase: DVU1808−9.60
L−aspartate oxidase: DVU1809−9.60

magnesium transporter: DVU1806−9.60
log10(P) upstream meme1 2 log10(P.clust)=−4.24; 26 seqs; 17 uniq

c(0.5, 2.5)
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