
20 40 60 80 100

−
4

−
2

0
2

4

Cluster: 0137 mmp; resid: 0.81 0.45 0.68 0.47; r/c: 29/57

x.range

upstream meme PSSM #1; e=8.9e+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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.1e+04

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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MMP0365

MMP0366

MMP0735rncS

MMP0552

MMP0758

MMP1219

MMP0006

gltB

MMP0096

MMP0217

MMP0324

MMP0429

MMP0765

MMP0784

MMP0796

MMP0828

cheD

MMP0948
pyrC

MMP1179MMP1295

MMP1306

MMP1309
MMP1571

trkA

MMP1610

tRNA−Met2

tRNA−Ala1

string −200 −100 −1
hypothetical protein: MMP1610NA

HNH endonuclease:HNH nuclease: MMP0758−0.01
hypothetical protein: MMP0828−0.01
hypothetical protein: MMP0765−0.02
hypothetical protein: MMP0324−0.05

N6 adenine−specific DNA methyltransferase, D12 class: MMP0735−0.05
chemoreceptor glutamine deamidase CheD: MMP0928−0.05

methyltransferase: MMP1179−0.06
hypothetical protein: MMP0429−0.07
hypothetical protein: MMP1571−0.07

glutamate synthase; large subunit; subunit 2: MMP0081−0.08
dihydroorotase: MMP1009−0.09

putative dinG ATP−dependent helicase: MMP1219−0.13
transcriptional repressor related protein: MMP0217−0.14

putative transcriptional regulator, GntR family: MMP0096−0.16
hypothetical protein: MMP0784−0.16
hypothetical protein: MMP1309−0.19
hypothetical protein: MMP1306−0.23
hypothetical protein: MMP0948−0.28
hypothetical protein: MMP0366−0.28
hypothetical protein: MMP0552−0.32

TrkA−N domain protein: MMP1599−0.33
glucose−6−phosphate isomerase: MMP1295−0.40

tRNA−Met: RNA_22−0.54
hypothetical protein: MMP0365−0.60

3−dehydroquinate synthase: MMP0006−0.89
ribonuclease III family protein: MMP1526−0.92

sugar efflux transporter: MMP0796−0.96
tRNA−Ala: RNA_31−3.37

log10(P) upstream meme1 2 log10(P.clust)=NA; 29 seqs; 29 uniq
c(0.5, 2.5)

10
 J

an
 1

5 
15

:0
2:

38
 it

er
=

29
99

cM
on

ke
y 

V
er

si
on

 4
.3

.5
 m

m
p


