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Cluster: 0306 dvu; resid: 0.51; r/c: 27/356

x.range

upstream meme PSSM #1; e=150
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x.range

y.
ra

ng
e

upstream meme PSSM #2; e=140

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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thiC

thiD

DVU1289

DVU1288

DVU1287

rpoBrplL

pheT

DVU0867

fabD

trmD

rpsF

DVU2113
DVU1746

DVU1848

DVU1049

DVU1237DVU0966

DVU1936

DVU1274

DVU1270

DVU1046

DVU1069

DVU1900

DVU2285

DVU2335

DVU3253

string
operons −200 −100 −1

rter, permease protein, His/Glu/Gln/Arg/opine family: DVU1237−0.23
xanthine/uracil permease family protein: DVU2113−0.25

50S ribosomal protein L7/L12: DVU2927−0.27
DNA−directed RNA polymerase subunit beta: DVU2928−0.27

tRNA (guanine−N1)−methyltransferase: DVU0836−0.28
30S ribosomal protein S6: DVU0956−0.34

d chain amino acid ABC transporter, permease protein: DVU1069−0.35
twitching motility protein: DVU1270−0.61

 transporter, periplasmic amino acid−binding protein: DVU0966−0.71
malonyl CoA−acyl carrier protein transacylase: DVU1249−0.77

phosphonate ABC transporter, ATP−binding protein: DVU1936−0.84
aromatic amino acid decarboxylase, putative: DVU0867−0.87

hypothetical protein: DVU1046−1.07
ABC transporter, ATP−binding protein: DVU1049−1.07

thiamine biosynthesis protein ThiC: DVU1411−1.15
phenylalanyl−tRNA synthetase, beta subunit: DVU2533−1.54

reductase, iron−sulfur binding subunit, putative: DVU1287−1.63
cytochrome c family protein: DVU1288−1.63

reductase, iron−sulfur binding subunit, putative: DVU1289−1.63
hypothetical protein: DVU1274−1.86
hypothetical protein: DVU2335−2.37

C−5 cytosine−specific DNA methylase family protein: DVU1746−5.62
phosphomethylpyrimidine kinase: DVU0931−5.71

L−lactate permease family protein: DVU2285−6.74
hypothetical protein: DVU1848−6.83
hypothetical protein: DVU1900−7.15

phenylacetate−coenzyme A ligase, putative: DVU3253−7.34
log10(P) upstream meme1 2 log10(P.clust)=−2.19; 27 seqs; 23 uniq

c(0.5, 2.5)
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