
50 100 150 200 250

−
4

−
2

0
2

4

Cluster: 0001 mpn; resid: 0.39; r/c: 15/117

x.range

upstream meme PSSM #1; e=44

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=61

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
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gap
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ldh

MPN112

pgi

yidA orf7

recA

MPN495

MPN499

MPN517

pmsR MPN626

osmC

string
operons −200 −100 −1

hypothetical protein: MPN499−0.43

similar to PTS system: EIIB: MPN495−1.37

hypothetical protein: MPN668−1.74

hypothetical protein: MPN450−2.10

recombinase A: MPN490−2.42

hypothetical protein: MPN626−2.53

methionine sulfoxide reductase A: MPN607−2.82

permease: MPN112−3.02

glyceraldehyde−3−phosphate dehydrogenase: MPN430−3.76

glucose−6−phosphate isomerase: MPN250−4.58

hydrolase/phosphatase: MPN427−5.09

suggest reductase homologue: MPN517−6.18

6−phosphofructokinase: MPN302−6.38

pyruvate kinase: MPN303−6.38

L−lactate dehydrogenase: MPN674−7.37

log10(P) upstream meme1 2 log10(P.clust)=−3.75; 15 seqs; 14 uniq
c(0.5, 2.5)
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