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Cluster: 0042 mpn; resid: 0.56; r/c: 38/124

x.range

upstream meme PSSM #1; e=89

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=2.1e+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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ugpE
ugpC

ribose/galactoseyjcW
rbsC

rbfA
infB

pgsA
asnC

MPN255

topA

mucB

nifS

atpA
atpG

atpD

atpFatpB
atpH

pstA

pstB

atpCMPN594
MPN596

MPN052

group 2

MPN272Koonin for MG homologue

MPN444

hsdS

licA

MPN620dnaJ

MPN162
MPN204

MPN387

MPN467

MPN489 string
operons −200 −100 −1

lycerol−3−phosphate transport system permease protein: MPN136−0.24
lycerol−3−phosphate transport system permease protein: MPN134−0.24

hypothetical protein: MPN467−0.33
Ferric uptake regulator (Koonin for MG homologue): MPN329−0.42

hypothetical protein: MPN444−0.45
adhesin P1 (group 2) homolog: MPN129−0.70

hypothetical protein: MPN387−0.82
UV protection protein MucB: MPN537−0.87

ction enzyme ecokI specificity protein (hsdS) homolog: MPN507−1.26
hypothetical protein: MPN162−1.91

translation initiation factor IF−2: MPN155−2.30
ribosome binding factor A: MPN156−2.30

similar to choline kinase: MPN532−2.48
hypothetical protein: MPN272−2.66
phosphate specific: MPN609−3.25

Psta /Pstc−like ABC transporter; phosphate specific: MPN610−3.25
hypothetical protein: MPN596−3.55

F0F1 ATP synthase subunit epsilon: MPN597−3.55
F0F1 ATP synthase subunit gamma: MPN599−3.55

F0F1 ATP synthase subunit alpha: MPN600−3.55
F0F1 ATP synthase subunit delta: MPN601−3.55

F0F1 ATP synthase subunit A: MPN604−3.55
hypothetical protein: MPN594−3.55

F0F1 ATP synthase subunit beta: MPN598−3.55
F0F1 ATP synthase subunit B: MPN602−3.55

DNA topoisomerase I: MPN261−3.97
asparaginyl−tRNA synthetase: MPN252−3.97

phosphatidylglycerophosphate synthase: MPN253−3.97
ribose/galactose) ABC transporter ATP−binding subunit: MPN258−3.97
transporter permease subunit, but probably C−terminal: MPN259−3.97
r (ribose/galactose) ABC transporter permease subunit: MPN260−3.97

hypothetical protein: MPN255−3.97
species specific lipoprotein: MPN489−4.15

putative cysteine desulfurase: MPN487−4.37
heat shock protein DnaJ: MPN021−4.85

putative lipoprotein: MPN052−5.20
hypothetical protein: MPN204−5.78
hypothetical protein: MPN620−7.67

log10(P) upstream meme1 2 log10(P.clust)=−3.03; 38 seqs; 21 uniq
c(0.5, 2.5)

10
 N

ov
 0

4 
11

:4
8:

45
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.7

.2
 m

pn


