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Cluster: 0291 dvu; resid: 0.60; r/c: 31/366

x.range

upstream meme PSSM #1; e=220

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=8.9e+03

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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hom

DVU2131

DVU2314

DVU2433

hynB−2

string
operons −200 −100 −1

hypothetical protein: DVU2433−0.04
23S rRNA (uracil−5−)−methyltransferase RumA: DVU0924−0.19

plasmic [NiFe] hydrogenase, small subunit, isozyme 2: DVU2525−0.26
ate/anthranilate synthase glutamine amidotransferase: DVU0364−0.28

hypothetical protein: DVU0614−0.28
phosphoenolpyruvate synthase−related protein: DVU3237−0.36

precorrin−4 C11−methyltransferase: DVU2748−0.48
pendent transcriptional regulator/response regulator: DVU2934−0.84
HAMP domain/GGDEF domain/EAL domain protein: DVU0022−1.09

cob(I)alamin adenosyltransferase: DVU1403−1.14
hypothetical protein: DVU0733−1.20

lipoyl synthase: DVU0905−1.27
hypothetical protein: DVU2620−1.41

sun protein: DVU3363−1.54
homoserine dehydrogenase: DVU0890−1.87

hypothetical protein: DVU2131−2.29
Smr family protein: DVU2331−2.67

hypothetical protein: DVU1386−2.89
helix−turn−helix protein, CopG family: DVU2036−3.21

6−pyruvoyl tetrahydrobiopterin synthase, putative: DVU1352−3.48
mutator mutT protein: DVU3051−3.70

hypothetical protein: DVU2314−4.22
glycolate oxidase, iron−sulfur subunit, putative: DVU0826−4.58

glycolate oxidase, subunit GlcD, putative: DVU0827−4.58
SsrA−binding protein: DVU0828−4.58

phosphoenolpyruvate−protein phosphotransferase: DVU0829−4.58
response regulator: DVU0933−4.97

pendent transcriptional regulator/response regulator: DVU0679−7.36
sensory box histidine kinase: DVU0680−7.36

sensor histidine kinase/response regulator: DVU0681−7.36
sulfate transporter family protein: DVU1999−9.07

log10(P) upstream meme1 2 log10(P.clust)=−2.88; 31 seqs; 26 uniq
c(0.5, 2.5)
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