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Cluster: 0057 dvu; resid: 0.51; r/c: 33/365

x.range

upstream meme PSSM #1; e=0.24

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=140

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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string
operons −200 −100 −1

hypothetical protein: DVU2639−0.11
acetylglutamate kinase: DVU1466−0.28
arginine decarboxylase: DVU0417−0.31

hypothetical protein: DVU3359−0.34
lipoprotein, putative: DVU0243−0.38

transcriptional regulator, MarR family: DVU2909−0.54
hypothetical protein: DVU0982−0.59

hydrolase, TatD family: DVU3202−0.60
DNA mismatch repair protein MutL, putative: DVU0483−0.64

hypothetical protein: DVU2261−0.71
excinuclease ABC, C subunit: DVU0801−0.76

hypothetical protein: DVU1091−0.85
hypothetical protein: DVU0985−0.91
hypothetical protein: DVU1434−1.00

radical SAM domain protein: DVU0855−1.24
delta−aminolevulinic acid dehydratase: DVU0856−1.24

ribose 5−phosphate isomerase, putative: DVU1580−1.51
hypothetical protein: DVU2621−1.75

ATP−dependent protease La, putative: DVU1191−3.44
DNA repair protein RadC: DVU1193−3.44

hypothetical protein: DVU3283−3.61
peptidase, U32 family: DVU3314−3.77

glycoprotease family protein, putative: DVU0864−3.84
radical SAM domain protein: DVU1432−3.94

mic divalent cation tolerance protein cutA, putative: DVU0989−4.71
ParA family protein: DVU3358−5.03
hypothetical protein: DVU3357−5.71

thioesterase family protein: DVU0159−6.09
carbohydrate isomerase, KpsF/GutQ family: DVU0160−6.09

hypothetical protein: DVU1401−7.31
hypothetical protein: DVU1380−12.64
hypothetical protein: DVU1381−12.64
hypothetical protein: DVU1383−12.64

log10(P) upstream meme1 2 log10(P.clust)=−3.29; 33 seqs; 29 uniq
c(0.5, 2.5)
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