
10 20 30 40 50

−
4

−
2

0
2

4

Cluster: 0043 mmp; resid: 0.30; r/c: 29/38

x.range

upstream meme PSSM #1; e=1.8e−09

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=28

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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MMP0306

MMP0305

glucoamylase

MMP1291

MMP1293

corAMMP0710

MMP1295

glgA

MMP0304

MMP1257MMP0783

MMP0294

type 1

MMP0996MMP0784

MMP0763

MMP0762

MMP0719

MMP0718

MMP0634

MMP0964

MMP1604

MMP1703

Unanno_57

MMP0172

Antisense_10

pcm

MMP0614

string
operons −200 −100 −1

hypothetical protein: MMP0634−0.08
hypothetical protein: MMP1257−0.23

Antisense_10−0.53
hypothetical protein: MMP0964−1.00
hypothetical protein: MMP0783−1.37
hypothetical protein: MMP0784−1.37

TPR repeat: MMP0762−1.38
Unanno_57−1.39

hypothetical protein: MMP0172−1.67
hypothetical protein: MMP0996−1.68

Blue (type 1) copper domain: MMP0997−1.68
hypothetical protein: MMP0763−1.89
hypothetical protein: MMP1604−2.00

tein−L−isoaspartate(D−aspartate) O−methyltransferase: MMP0102−2.21
2−oxoacid ferredoxin oxidoreductase subunit beta: MMP0305−2.23

oxidoreductase family member subunit alpha: MMP0306−2.23
N−glycosylase/DNA lyase: MMP0304−2.23

on−sulfur flavoprotein of Methanosarcina thermophila: MMP0614−2.87
Bacterial quinoprotein: MMP0294−3.16

hypothetical protein: MMP0718−3.98
predicted transcriptional regluator: MMP0719−3.98

cation−transporting ATPase: MMP0710−5.19
magnesium, nickel and cobalt transport protein: MMP0711−5.19

Glycoside hydrolase, family 57: MMP1291−11.51
glucan 1,4−alpha−glucosidase (glucoamylase): MMP1292−11.51

Glycosyl transferase, group 1: MMP1293−11.51
glucose−6−phosphate isomerase: MMP1295−11.51

Glycosyl transferase, group 1: MMP1294−11.51
hypothetical protein: MMP1703−11.56

log10(P) upstream meme1 2 log10(P.clust)=−4.09; 29 seqs; 20 uniq
c(0.5, 2.5)
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