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Cluster: 0021 mpn; resid: 0.52; r/c: 32/122

x.range

upstream meme PSSM #1; e=11

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.8e+03

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
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glpDglpK

MPN030

efp

grpE
MPN119

trx
trxB
MPN241

MPN264

yaaK

hit1

A65_orf475

MPN254
def

spoT

nox

pmd1

MPN200

ktrB

MPN518MPN654

MPN070tig

MPN363

MPN369

fpg

MPN514

MPN529
frr MPN011

MPN542
string
operons −200 −100 −1

ribosome releasing factor: MPN636−0.02
glycerol kinase: MPN050−0.03

glycerol−3−phospate dehydrogenase: MPN051−0.03
hypothetical protein: MPN200−0.12

NADH oxidase: MPN394−0.20
hypothetical protein: MPN514−0.32
hypothetical protein: MPN241−0.33

thioredoxin reductase: MPN240−0.33
hypothetical protein: MPN070−0.36
hypothetical protein: MPN518−0.39

bacterial histone like protein: MPN529−0.49
nucleotidyl hydrolase/transferase: MPN273−0.53

hypothetical protein: MPN275−0.81
hypothetical protein: MPN363−1.57

formamidopyrimidine−DNA glycosylase: MPN380−1.80
hypothetical protein: MPN542−3.90

Trk−type K+ transport systems, membrane components: MPN460−4.19
hypothetical protein: MPN011−4.33

peptide deformylase: MPN245−5.14
transport ATP−binding protein: MPN018−5.20

hypothetical protein: MPN654−5.47
hypothetical protein: MPN369−5.85

trigger factor: MPN331−6.00
elongation factor P: MPN029−6.91

hypothetical protein: MPN030−6.91
ical protein, similar to reticulocyte binding protein: MPN262−6.93

thioredoxin: MPN263−6.93
hypothetical protein: MPN254−6.93

150−end, similar to phosphate hydrolising: MPN264−6.93
of DnaJ; and a domain common to cytadherence proteins: MPN119−7.25

heat shock protein GrpE: MPN120−7.25
p)ppGpp 3'−pyrophosphohydrolase: MPN397−7.32

log10(P) upstream meme1 2 log10(P.clust)=−3.46; 32 seqs; 25 uniq
c(0.5, 2.5)
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