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Cluster: 0064 dvu; resid: 0.48; r/c: 21/372

x.range

upstream meme PSSM #1; e=65

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
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upstream meme PSSM #2; e=290

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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gyrB
dnaN

DVU2225
fabD

ndk

proC

DVU2904

DVU0831
ptsH

gidB

hisH
guaA

greA

DVU1078

fbp
truB

rpmI

tatB

DVU0501

DVU1274

DVU3090
string
operons −200 −100 −1

imidazole glycerol phosphate synthase subunit HisH: DVU0285−0.21
transcription elongation factor GreA: DVU3245−0.21

DNA polymerase III, beta subunit: DVU0002−0.30
DNA gyrase, B subunit: DVU0003−0.30

outer membrane protein, OMPP1/FadL/TodX family: DVU3090−0.32
arboxylase, carboxyl transferase, alpha/beta subunit: DVU2225−0.34

tRNA pseudouridine synthase B: DVU0505−0.44
fructose−1,6−bisphosphatase: DVU1841−0.48

hypothetical protein: DVU1274−0.48
phosphocarrier protein HPr: DVU0830−0.86

PTS system, IID component, putative: DVU0831−0.86
hypothetical protein: DVU0501−1.31

radical SAM enzyme, Cfr family: DVU2904−1.68
twin−arginine translocation protein TatB: DVU1042−4.74

onal GMP synthase/glutamine amidotransferase protein: DVU1043−4.74
R3H domain protein: DVU1078−5.43

50S ribosomal protein L35: DVU2536−6.40
pyrroline−5−carboxylate reductase: DVU2332−7.10

nucleoside diphosphate kinase: DVU2333−7.10
malonyl CoA−acyl carrier protein transacylase: DVU1249−15.80

methyltransferase GidB: DVU1250−15.80
log10(P) upstream meme1 2 log10(P.clust)=−3.57; 21 seqs; 17 uniq

c(0.5, 2.5)
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