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Cluster: 0136 dvu; resid: 0.52; r/c: 28/373

x.range

upstream meme PSSM #1; e=10

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.4e+03

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

● ●

●

●
●

●

●

●●

●

●

●
●

●

●

●

●

●

●

●
●

●

●

● ●

●

●

●

DVUA0104DVUA0101

escJ

DVUA0112DVUA0113

DVUA0122

DVUA0149

DVUA0147DVUA0121

DVUA0119

DVUA0109

DVUA0126
DVUA0099

DVUA0081

cysC
DVUA0116

DVUA0124

DVUA0100

DVUA0123

DVUA0033
DVUA0032

DVUA0114

DVUA0111

DVUA0108DVUA0115
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DVUA0131 string
operons −200 −100 −1

DVU0490NA
type III secretion lipoprotein: DVUA0117−1.03

HAMP domain protein: DVUA0099−1.09
sigma−54 dependent transcriptional regulator: DVUA0100−1.09

type III secretion protein, hrpY/hrcU family: DVUA0101−1.09
e III secretion inner membrane protein, HrcV family: DVUA0104−1.09

hypothetical protein: DVUA0107−1.33
CRISPR−associated CT1133 family protein: DVUA0131−1.38

hypothetical protein: DVUA0147−2.05
hypothetical protein: DVUA0149−2.05

glycosyl transferase, group 1/2 family protein: DVUA0081−2.29
adenylylsulfate kinase: DVUA0079−2.45

type III secretion system ATPase: DVUA0119−2.55
type III secretion system protein, YscC family: DVUA0112−3.45

hypothetical protein: DVUA0114−3.45
type III secretion protein, YscD family: DVUA0113−3.45

type III secretion system protein, YscF family: DVUA0115−3.45
hypothetical protein: DVUA0126−4.71

III secretion system protein, IpaC family, putative: DVUA0111−4.76
hypothetical protein: DVUA0108−4.76

pe III secretion system chaperone, LcrH/SycD family: DVUA0109−4.76
sigma factor serine−protein kinase: DVUA0124−6.22

type III secretion system protein, YopQ family: DVUA0121−6.22
type III secretion system protein: DVUA0122−6.22

anti−anti−sigma factor: DVUA0123−6.22
hypothetical protein: DVUA0116−6.32
hypothetical protein: DVUA0032−10.05
hypothetical protein: DVUA0033−10.05

log10(P) upstream meme1 2 log10(P.clust)=−3.84; 28 seqs; 16 uniq
c(0.5, 2.5)
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