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Cluster: 0033 mpn; resid: 0.59; r/c: 39/127

x.range

upstream meme PSSM #1; e=1.3e−23

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.4e−06

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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MPN143
orf6

cysS
yacO

leuSyidA

MPN367MPN366

MPN308
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MPN414

MPN413

ffhS−adenosyl−methionine dependent

deaD
MPN442MPN591

MPN590

rnpA
MPN680MPN684
devA

MPN035

secE

MPN091

parC

MPN147
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MPN399
MPN485

MPN565

MPN581

K05_orf499MPN083

MPN511

mtlA

MPN203

MPN463

MPN503
string
operons −200 −100 −1

RNaseP C5 chain: MPN681−0.00
ABC transporter subunit: MPN683−0.00

l protein, suggestion: membrane transporter component: MPN684−0.00
ive inner membrane protein translocase component YidC: MPN680−0.00

hypothetical protein: MPN399−0.04
preprotein translocase subunit SecE: MPN068−0.11

hypothetical protein: MPN083−0.12
membrane export protein family: MPN511−0.30

signal recognition particle protein: MPN061−0.32
involved in cytadherence: MPN142−0.41

hypothetical protein: MPN147−0.48
hypothetical protein: MPN035−0.49
hypothetical protein: MPN590−0.60

similar to mannitol−specific PRS EIIBC: MPN651−0.60
hypothetical protein: MPN591−0.63

tRNA/rRNA methyltransferase: MPN355−0.69
cysteinyl−tRNA synthetase: MPN356−0.69

topoisomerase IV subunit A: MPN123−0.74
hypothetical protein: MPN661−0.79

uracil−DNA glycosylase: MPN235−0.85
o methyltransferase (S−adenosyl−methionine dependent): MPN362−1.15

hypothetical protein: MPN581−1.89
hypothetical protein: MPN565−2.47

species specific lipoprotein: MPN442−2.72
RNA helicase, eIF4−A translation initiation factor: MPN443−2.72

hypothetical protein: MPN143−2.92
carbamate kinase: MPN307−3.25

aa_permeases: MPN308−3.25
HAD superfamily hydrolase/phosphatase: MPN383−3.36

leucyl−tRNA synthetase: MPN384−3.36
hypothetical protein: MPN203−8.38

protein family involved in cytadherence: MPN503−8.80
species specific lipoprotein: MPN485−9.32

hypothetical protein, involved in cytadherence: MPN414−10.54
involved in cytadherence: MPN366−15.34
involved in cytadherence: MPN367−15.34

hypothetical protein: MPN091−16.87
hypothetical protein: MPN413−17.45
hypothetical protein: MPN463−17.45

log10(P) upstream meme1 2 log10(P.clust)=−3.96; 39 seqs; 31 uniq
c(0.5, 2.5)
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