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Cluster: 0016 mpn; resid: 0.44; r/c: 18/120

x.range

upstream meme PSSM #1; e=0.1

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.47

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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MPN126
hrcA

cfxE

pgi

pyk
pfkA

ldh

MPN032

MPN376

MPN403

MPN611

arcA
yidA

orf7

MPN479

MPN495

MPN517osmC

string
operons −200 −100 −1

similar to phosphate binding protein Psts: MPN611−1.44

hydrolase/phosphatase: MPN427−1.95

hypothetical protein: MPN376−1.96

6−phosphofructokinase: MPN302−2.24

pyruvate kinase: MPN303−2.24

similar to PTS system: EIIB: MPN495−2.57

hypothetical protein: MPN668−2.59

hypothetical protein: MPN403−3.17

(N−terminal, fragment): MPN304−3.67

hydrolase: MPN032−4.43

ACYL CARRIER PROTEIN PHOSPHODIESTERASE: MPN479−4.60

suggest reductase homologue: MPN517−5.66

hypothetical protein: MPN450−6.05

hypothetical protein: MPN126−6.07

L−lactate dehydrogenase: MPN674−6.35

heat−inducible transcription repressor: MPN124−6.73

ribulose−phosphate 3−epimerase: MPN251−6.83

glucose−6−phosphate isomerase: MPN250−6.83

log10(P) upstream meme1 2 log10(P.clust)=−4.19; 18 seqs; 16 uniq
c(0.5, 2.5)
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