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Cluster: 0058 mmp; resid: 0.49; r/c: 33/38

x.range

upstream meme PSSM #1; e=0.39

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.2e+03

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
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ribC
ribH

dapBMMP0922 tbp

hisH

hisE

MMP0097subgroup I

MMP0210MMP0209

MMP0757

MMP0932

MMP0487

MMP1493

MMP0524

MMP0788

MMP0369

MMP0181

MMP1136
MMP1135

MMP1134

Antisense_1

MMP0480

MMP0613

MMP0712

MMP0722

MMP1229

MMP1439

Unanno_47

MMP0059

MMP1550

MMP0734

string
operons −200 −100 −1

hypothetical protein: MMP0059−0.00
hypothetical protein: MMP0734−0.02
type A flavoprotein: MMP1134−0.05

Flavodoxin:Beta−lactamase−like: MMP1135−0.05
Rubrerythrin: MMP1136−0.05

hypothetical protein: MMP1229−0.06
hypothetical protein: MMP1493−0.07
hypothetical protein: MMP0757−0.18
hypothetical protein: MMP0181−0.36

amino acid ABC transporter substrate−binding protein: MMP0712−0.52
imidazole glycerol phosphate synthase subunit HisH: MMP0256−0.62

transcription factor: MMP0257−0.62
hypothetical protein: MMP0369−0.62

Unanno_47−0.64
NADP oxidoreductase, coenzyme F420−dependent: MMP1550−0.67

hypothetical protein: MMP0524−0.90
hypothetical protein: MMP0722−1.43

cofactor−independent phosphoglycerate mutase: MMP1439−1.51
Antisense_3−2.01

Alpha−acetolactate decarboxylase: MMP0613−2.20
hypothetical protein: MMP0480−2.53

probable chemotaxis−related protein: MMP0932−2.54
riboflavin synthase: MMP0180−2.83

hypothetical protein: MMP0487−3.16
riboflavin synthase subunit beta: MMP0050−3.20

phosphoribosyl−ATP pyrophosphatase: MMP0051−3.20
hypothetical protein: MMP0788−3.25
hypothetical protein: MMP0210−3.78
hypothetical protein: MMP0209−3.78

possible phage infection protein: MMP0922−4.53
dihydrodipicolinate reductase: MMP0923−4.53

criptional regulator protein, Helix−turn−helix motif: MMP0097−11.19
Aminotransferase (subgroup I): MMP0096−11.19

log10(P) upstream meme1 2 log10(P.clust)=−2.19; 33 seqs; 28 uniq
c(0.5, 2.5)
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