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Cluster: 0166 mmp; resid: 0.30; r/c: 23/40

x.range

upstream meme PSSM #1; e=1.7e−05

1 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2

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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glucoamylase

MMP1291
MMP0759

MMP0758

pfkC

glgA

MMP1605

MMP0871

MMP0813

MMP1268

napA−2MMP0018

MMP1654
MMP1653

MMP1604

MMP0097

MMP0238

MMP0538

MMP0547

MMP0558

MMP0652

MMP0756

MMP0842

string
operons −200 −100 −1

hypothetical protein: MMP1268−0.37
criptional regulator protein, Helix−turn−helix motif: MMP0097−0.46

hypothetical protein: MMP0871−0.56
hypothetical protein: MMP1653−0.83
hypothetical protein: MMP1654−0.83
hypothetical protein: MMP0558−1.12

Transcriptional regulator, LysR Family Member: MMP0018−1.34
hypothetical protein: MMP0538−1.44

HNH endonuclease:HNH nuclease: MMP0758−1.62
hypothetical protein: MMP0759−1.62
hypothetical protein: MMP0756−1.85
hypothetical protein: MMP0652−2.00
hypothetical protein: MMP0842−2.03
Na+/H+ exchanger: MMP0864−2.26
hypothetical protein: MMP0813−2.54
hypothetical protein: MMP0238−3.25

RecJ related protein: MMP0547−6.05
hypothetical protein: MMP1604−7.86

Pyruvate kinase: MMP1605−9.09
Glycoside hydrolase, family 57: MMP1291−9.38

glucan 1,4−alpha−glucosidase (glucoamylase): MMP1292−9.38
Glycosyl transferase, group 1: MMP1294−9.38

ADP−specific phosphofructokinase: MMP1296−9.38
log10(P) upstream meme1 2 log10(P.clust)=−3.68; 23 seqs; 19 uniq

c(0.5, 2.5)
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