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Cluster: 0044 dvu; resid: 0.53; r/c: 17/366

x.range

upstream meme PSSM #1; e=1.8e+03
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upstream meme PSSM #2; e=4.2e+04
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DVU0065
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tolQ−2DVU3101

DVU0136DVU1756

mgtE

DVU1833

DVUA0082

DVU0087

DVU1691

DVU2274

string
operons −200 −100 −1

hypothetical protein: DVU0065−0.00

site−specific recombinase, phage integrase family: DVUA0082−0.01

hypothetical protein: DVU2274−0.02

hypothetical protein: DVU0136−0.10

imidazole glycerol phosphate synthase subunit HisH: DVU0285−0.13

hypothetical protein: DVU1691−0.53

hypothetical protein: DVU2305−1.12

magnesium transporter: DVU1806−1.62

cytidine/deoxycytidylate deaminase domain protein: DVU0066−1.62

hypothetical protein: DVU1756−2.15

hypothetical protein: DVU0087−2.38

tolQ protein: DVU3099−2.61

biopolymer transport protein, ExbD/TolR family: DVU3100−2.61

tonB protein, putative: DVU3101−2.61

phosphoenolpyruvate synthase, putative: DVU1833−2.69

30S ribosomal protein S15: DVU0504−3.38

tRNA pseudouridine synthase B: DVU0505−3.38

log10(P) upstream meme1 2 log10(P.clust)=−1.59; 17 seqs; 14 uniq
c(0.5, 2.5)
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