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Cluster: 0166 dvu; resid: 0.58; r/c: 30/359

x.range

upstream meme PSSM #1; e=1.1e+04

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17

x.range

y.
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e

upstream meme PSSM #2; e=5.2e+04

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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cobL

cobM

smpB

DVU0827
ptsH

lgt

rfaD
ppiB−1

ligA

DVU1660

nadE

argJ

ispG

DVU2553

DVU1933

mazG

DVU0438
DVU0072

DVU2582

DVU2979

DVU1270

DVU1236

hup−2

DVU1065

DVU1237

DVU0439

DVU2683

DVU2677

DVU2523

DVU3060

string
operons −200 −100 −1

DNA−binding protein HU: DVU0764−0.12
lipoprotein, putative: DVU2523−0.15

phosphatidylserine decarboxylase: DVU2979−0.22
prolipoprotein diacylglyceryl transferase: DVU0015−0.41

acetyltransferase/N−acetylglutamate synthase protein: DVU0823−0.60
nucleoside triphosphate pyrophosphohydrolase: DVU1186−0.68

glucose−1−phosphate cytidylyl−transferase: DVU0072−0.71
ydroxy−2−methyl−2−(E)−butenyl 4−diphosphate synthase: DVU1344−0.74

AcrB/AcrD/AcrF family protein: DVU0438−0.78
YCII−related domain protein: DVU0439−0.78

twitching motility protein: DVU1270−0.81
hypothetical protein: DVU3060−0.87

precorrin−4 C11−methyltransferase: DVU2748−1.01
ecorrin−6Y C5,15−methyltransferase (decarboxylating): DVU2749−1.01

undecaprenol kinase, putative: DVU1660−2.03
NifU family protein: DVU2553−2.51

ADP−L−glycero−D−mannoheptose−6−epimerase: DVU0481−2.53
peptidase, PfpI family: DVU1933−2.62

glycolate oxidase, subunit GlcD, putative: DVU0827−3.01
SsrA−binding protein: DVU0828−3.01

phosphocarrier protein HPr: DVU0830−3.01
glutamine−dependent NAD+ synthetase: DVU1610−3.13

DNA ligase, NAD−dependent: DVU1608−3.13
transcriptional regulator, TetR family: DVU2582−4.01

peptidyl−prolyl cis−trans isomerase B: DVU0284−4.16
sensor histidine kinase/response regulator: DVU2677−4.46

peptidyl−prolyl cis−trans isomerse domain protein: DVU1065−4.64
amino acid ABC transporter, ATP−binding protein: DVU1236−4.97

rter, permease protein, His/Glu/Gln/Arg/opine family: DVU1237−4.97
L−lactate permease family protein: DVU2683−6.18

log10(P) upstream meme1 2 log10(P.clust)=−2.24; 30 seqs; 24 uniq
c(0.5, 2.5)
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