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Cluster: 0112 mmp; resid: 0.28; r/c: 19/38

x.range

upstream meme PSSM #1; e=420

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=370

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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MMP0082
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MMP1585MMP1583

MMP0083
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lysC

purC

MMP1615

MMP0704
dcd

MMP1306

tal
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MMP1188

MMP0162
top6A

MMP1427

string
operons −200 −100 −1

lutamate synthase; large subunit; archaeal subunit 3: MMP0082−0.01
hypothetical protein: MMP0083−0.01

lutamate synthase; large subunit; archaeal subunit 2: MMP0081−0.01
hypothetical protein: MMP1615−0.12

aspartyl−tRNA synthetase: MMP1616−0.12
threonyl−tRNA synthetase: MMP0414−0.33

Bifunctional dCTP deaminase/dUTP diphosphatase: MMP1426−0.55
hypothetical protein: MMP1427−0.55

GMP synthase subunit B: MMP0894−0.62
ParA type ATPase: MMP0704−0.72

phoribosylaminoimidazole−succinocarboxamide synthase: MMP0540−2.19
putative translaldolase: MMP1308−2.59

hypothetical protein: MMP1188−2.67
DNA topoisomerase VI subunit A: MMP1437−2.96

aspartate kinase: MMP1017−4.34
hypothetical protein: MMP0162−6.30
hypothetical protein: MMP1306−8.90

S−adenosylmethionine decarboxylase related: MMP1583−9.30
Arginase: MMP1585−9.30

log10(P) upstream meme1 2 log10(P.clust)=−2.71; 19 seqs; 14 uniq
c(0.5, 2.5)
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