
50 100 150 200 250

−
6

−
4

−
2

0
2

4
6

Cluster: 0055 mpn; resid: 0.54; r/c: 29/126

x.range

upstream meme PSSM #1; e=2.6e+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.
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e

upstream meme PSSM #2; e=8.4e+03

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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dnaK
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smpB
secE

serS

msbA

MPN010
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ygl1
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MPN643

MPN642MPN644
MPN555

MPN554

MPN605

MPN549
MPN031

lon string
operons −200 −100 −1

preprotein translocase subunit SecE: MPN068−0.77
SsrA−binding protein: MPN074−0.77

hypothetical protein: MPN642−0.78
hypothetical protein: MPN643−0.78
hypothetical protein: MPN644−0.78

phosphotransacetylase: MPN428−1.48
phosphoglycerate kinase: MPN429−1.48

glyceraldehyde−3−phosphate dehydrogenase: MPN430−1.48
molecular chaperone DnaK: MPN434−1.62

lysyl−tRNA synthetase: MPN277−1.82
hypothetical protein: MPN010−2.36
phosphodiesterase: MPN549−2.43
hypothetical protein: MPN554−2.43
hypothetical protein: MPN555−2.43

cytidylate kinase: MPN476−2.61
hypothetical protein: MPN477−2.61
hypothetical protein: MPN478−2.61

seryl−tRNA synthetase: MPN005−2.84
hypothetical protein: MPN031−3.01
hypothetical protein: MPN605−3.03

phosphopyruvate hydratase: MPN606−3.03
hypothetical protein: MPN518−3.38

isoleucyl−tRNA synthetase: MPN520−3.45
transport ATP−binding protein: MPN019−3.83
ATP−dependent protease Lon: MPN332−4.50

similar to (oxido/arsenate) reductase: MPN266−5.37
inorganic polyphosphate/ATP−NAD kinase: MPN267−5.37

 PTS system: EIIB and N−term part of EIIC; bidomainal: MPN268−5.37
hypothetical protein: MPN269−5.37

log10(P) upstream meme1 2 log10(P.clust)=−2.68; 29 seqs; 16 uniq
c(0.5, 2.5)
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