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Cluster: 0058 mpn; resid: 0.56; r/c: 44/130

x.range

upstream meme PSSM #1; e=76

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=4.5e+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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prs
yabC

yabF
yyaF

trmE

MPN080

upp

MPN035

trpS

truA

hsdR
hsdR

MPN406
proS

MPN635

obgE
MPN614
MPN612

MPN201

A65_orf266

MPN372

MPN582

MPN633

tyrS

MPN027
MPN037

MPN047pheT

hsdS1BMPN330

MPN435
come3

yibD

MPN559

MPN575

MPN649
K05_orf106

potB

group2

MPN202

scpB

argI

bcrA

MPN351

string
operons −200 −100 −1

hypothetical protein: MPN649−0.02
adhesin P1 (group2) homolog: MPN086−0.07

phenylalanyl−tRNA synthetase subunit beta: MPN106−0.08
hypothetical protein: MPN633−0.11

permease: MPN435−0.20
tRNA modification GTPase TrmE: MPN008−0.21

e I restriction with enzyme ecokI specificity protein: MPN289−0.23
hypothetical protein: MPN582−0.24

ar to nucelotidyl transferase/polynicleotide cleavage: MPN072−0.25
ribose−phosphate pyrophosphokinase: MPN073−0.25

 Swiss−Prot Accession Number P37544, from B. subtilis: MPN071−0.25
hypothetical protein: MPN037−0.25

prolyl−tRNA synthetase: MPN402−0.29
hypothetical protein: MPN676−0.31
hypothetical protein: MPN330−0.32
hypothetical protein: MPN047−0.33

tryptophanyl−tRNA synthetase: MPN265−0.33
tRNA pseudouridine synthase A: MPN196−0.37
translation−associated GTPase: MPN026−0.40

ABC transporter (sulfate/molybdenum) permease subunit: MPN274−0.41
uracil phosphoribosyltransferase: MPN033−0.41

Type I Restriction Enzyme (fragment): MPN347−0.47
hypothetical protein: MPN559−0.54
hypothetical protein: MPN035−0.64
hypothetical protein: MPN201−0.65
acyl carrier protein: MPN406−0.66

segregation and condensation protein B: MPN301−0.93
spermidine/putrescine transport system permease: MPN056−0.99

ABC transporter ATP−binding protein: MPN334−1.14
Type I Restriction Enzyme (fragment): MPN345−1.33

Probably ABC transporter membrane protein subunit: MPN080−1.44
hypothetical protein: MPN612−1.55
hypothetical protein: MPN614−1.55
hypothetical protein: MPN575−1.70

similarity to pertussis toxin subunit s1: MPN372−2.58
hypothetical protein: MPN027−3.77

GTPase ObgE: MPN563−4.20
hypothetical protein: MPN635−4.86

tional threonine dehydrogenase; galactosyltransferase: MPN483−5.74
methyltransferase: MPN351−8.32

hypothetical protein: MPN202−8.58
less (fragment): MPN306−11.22

 Swiss−Prot Accession Number P39695, from B. subtilis: MPN451−12.46
tyrosyl tRNA synthetase: MPN669−13.96

log10(P) upstream meme1 2 log10(P.clust)=−2.15; 44 seqs; 41 uniq
c(0.5, 2.5)
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