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Cluster: 0028 mpn; resid: 0.59; r/c: 36/125

x.range

upstream meme PSSM #1; e=1.7e+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=5.5e+03

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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msbA
pmd1

cpt2

MPN113

dnaK
xdj1

glpK

MPN268
ppnK

P29
P37

lon

ffh
grs1

MPN435

engAMPN474

MPN555MPN552
MPN554thrSv

groES
MPN572

argS

eno

MPN625
deaD

pilB

MPN010

pheT

MPN423

MPN641

efp

MPN457

yefE

MPN440

string
operons −200 −100 −1

high affinity transport system protein P37: MPN415−0.00
ATP−binding protein P29: MPN416−0.00

glycerol kinase: MPN050−0.05
GTP−binding protein EngA: MPN475−0.06

hypothetical protein: MPN010−0.08
Similarity to G3P transporters: MPN113−0.12

Acyltransferase: MPN114−0.12
signal recognition particle protein: MPN061−0.15

hypothetical protein: MPN641−0.18
leucyl aminopeptidase: MPN572−0.18
co−chaperonin GroES: MPN574−0.18

 putative structural protein involved in cytosceleton: MPN474−0.38
similar to j−domain of DnaJ: MPN002−0.40

ATP−dependent protease Lon: MPN332−0.41
molecular chaperone DnaK: MPN434−0.47

permease: MPN435−0.47
transport ATP−binding protein: MPN019−0.50
transport ATP−binding protein: MPN018−0.50

hypothetical protein: MPN457−0.57
glycyl−tRNA synthetase: MPN354−0.84

phenylalanyl−tRNA synthetase subunit beta: MPN106−1.74
hypothetical protein: MPN440−1.89

udp−galactopyranose mutase: MPN278−2.52
hypothetical protein: MPN423−3.02

inorganic polyphosphate/ATP−NAD kinase: MPN267−4.67
 PTS system: EIIB and N−term part of EIIC; bidomainal: MPN268−4.67

elongation factor P: MPN029−4.90
phosphopyruvate hydratase: MPN606−6.58

methionine sulfoxide reductase B: MPN662−7.12
similar to ATP−dependent RNA helicase deaD: MPN623−7.86

cable by osmotic stress and by organic hydroperoxides: MPN625−7.86
hypothetical protein: MPN552−8.25

threonyl−tRNA synthetase: MPN553−8.25
hypothetical protein: MPN554−8.25
hypothetical protein: MPN555−8.25

arginyl−tRNA synthetase: MPN556−8.25
log10(P) upstream meme1 2 log10(P.clust)=−2.77; 36 seqs; 25 uniq

c(0.5, 2.5)
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