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Cluster: 0009 mpn; resid: 0.54; r/c: 28/122

x.range

upstream meme PSSM #1; e=4.4e−12

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=0.00021

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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MPN107pheS

MPN138

MPN137
MPN467

MPN466

MPN011

MPN012

glpD

MPN084

MPN118

MPN161

MPN204

MPN214

MPN271

MPN344

MPN369
yaaF

MPN411

P69

araD

MPN505

ppa

MPN530

udk

MPN592

MPN638

mtlF

string
operons −200 −100 −1

MPN012NA
DEOXYGUANOSINE KINASE/ DEOXYADENOSINE KINASE: MPN386−0.10

L−ribulose−5−phosphate 4−epimerase: MPN498−0.44
hypothetical protein: MPN107−0.50

inorganic pyrophosphatase: MPN528−0.54
hypothetical protein: MPN084−0.58

Similarity with Ribonuclease HII: MPN118−0.91
hypothetical protein: MPN161−0.92

glycerol−3−phospate dehydrogenase: MPN051−0.94
hypothetical protein: MPN592−0.99
hypothetical protein: MPN137−1.09

PTS system mannitol−specific component IIA (EIIA−MTL): MPN653−1.23
transport system permease protein P69: MPN417−1.39

iction enzyme belonging to the K family of S proteins: MPN638−1.41
hypothetical protein: MPN214−1.43
hypothetical protein: MPN530−1.90
hypothetical protein: MPN011−2.26

uridine kinase: MPN561−5.55
phenylalanyl−tRNA synthetase subunit alpha: MPN105−5.70

hypothetical protein: MPN411−6.27
hypothetical protein: MPN369−6.46
hypothetical protein: MPN505−6.74
hypothetical protein: MPN344−7.20
hypothetical protein: MPN138−8.27
hypothetical protein: MPN204−8.64
hypothetical protein: MPN466−9.56
hypothetical protein: MPN467−9.56
hypothetical protein: MPN271−10.02

log10(P) upstream meme1 2 log10(P.clust)=−3.73; 28 seqs; 27 uniq
c(0.5, 2.5)
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