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Cluster: 0004 dvu; resid: 0.45; r/c: 20/371

x.range

upstream meme PSSM #1; e=3.1
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x.range

y.
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e

upstream meme PSSM #2; e=2.6e+03

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11
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cysK

cysE
clpB

grpE

DVU0664

lpxK

rnr

trx

DVU0483

yfiA
DVU0725

DVU2324DVU1013

DVU0595
DVU2469

fsxA

DVU2439

DVU2974

DVU3283

pyrD

string
operons −200 −100 −1

copper−translocating P−type ATPase: DVU2324−0.37
thioredoxin: DVU1839−0.77

efflux transporter, RND family, MFP subunit: DVU2439−0.90
dihydroorotate dehydrogenase: DVU3316−1.11

heat shock protein GrpE: DVU0812−1.17
type I secretion outer membrane protein, TolC family: DVU1013−1.38

ribosomal subunit interface protein: DVU1629−1.66
DNA mismatch repair protein MutL, putative: DVU0483−1.74

ATP−dependent Clp protease, ATP−binding subunit ClpB: DVU1874−1.79
hypothetical protein: DVU2974−3.26
hypothetical protein: DVU0725−3.92

ribonuclease R: DVU2467−3.92
tetraacyldisaccharide 4'−kinase: DVU2468−3.92

hypothetical protein: DVU2469−3.92
serine O−acetyltransferase: DVU0662−4.50

cysteine synthase A: DVU0663−4.50
cysteine desulfurase: DVU0664−4.50
hypothetical protein: DVU3283−4.87
hypothetical protein: DVU0595−5.29

fxsA protein: DVU1212−5.41
log10(P) upstream meme1 2 log10(P.clust)=−2.95; 20 seqs; 17 uniq

c(0.5, 2.5)
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