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Cluster: 0145 mmp; resid: 0.24; r/c: 18/39

x.range

upstream meme PSSM #1; e=0.1

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1e+03

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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MMP1252

MMP1251

MMP0549

hisB

MMP0433
MMP0432

MMP1250

MMP0431

MMP0642
MMP0231

MMP1548

P−loop

MMP0117

MMP1580

MMP0677

MMP1233

P−loop
minD

string
operons −200 −100 −1

ein:ATP/GTP−binding site motif A (P−loop):AAA ATPase: MMP0676−0.15

Septum formation inhibitor−activating ATPase: MMP1145−0.45

te synthase−related protein synthase−related protein: MMP1580−0.50

hypothetical protein: MMP0231−2.66

hypothetical protein: MMP0677−2.79

6−pyruvoyl tetrahydropterin synthase: MMP1250−3.30

hypothetical protein: MMP1251−3.30

CBS domain: MMP1252−3.30

receptor protein:Formate dehydrogenase, subunit FdhD: MMP1233−3.34

hypothetical protein: MMP0117−4.14

Fe−S type hydro−lyase tartrate/fumarate beta region: MMP1548−4.31

hypothetical protein: MMP0642−5.00

ATP/GTP−binding site motif A (P−loop): MMP0755−5.40

Imidazoleglycerol−phosphate dehydratase: MMP0548−5.67

hypothetical protein: MMP0549−5.67

Rhodopsin−like GPCR superfamily:Beta−lactamase−like: MMP0431−7.63

hypothetical protein: MMP0432−7.63

putative flavodoxin: MMP0433−7.63

log10(P) upstream meme1 2 log10(P.clust)=−4.05; 18 seqs; 14 uniq
c(0.5, 2.5)
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