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Cluster: 0069 mmp; resid: 0.21; r/c: 17/40

x.range

upstream meme PSSM #1; e=240
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x.range
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upstream meme PSSM #2; e=4.8e+03

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
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napA
MMP0586

MMP0796

MMP0517
MMP0090

dsbD

MMP0518

MMP0032

MMP0774

MMP0786

MMP0842

MMP1125MMP1285

MMP1377

MMP1631

Unanno_40

MMP0741

string
operons −200 −100 −1

Glycosyl transferase: MMP0090−0.69

Na+/H+ exchanger: MMP0587−0.98

hypothetical protein: MMP0774−1.01

hypothetical protein: MMP0957−1.06

probable sugar efflux transporter: MMP0796−1.10

hypothetical protein: MMP1125−1.30

hypothetical protein: MMP0786−1.42

hypothetical protein: MMP0842−1.79

ArsR family member: MMP0032−1.97

hypothetical protein: MMP1377−2.07

hypothetical protein: MMP0517−2.60

hypothetical protein: MMP0518−2.60

uncharacterized endonuclease III related protein: MMP0586−2.80

Unanno_40−3.01

PA−phosphatase related phosphoesterase: MMP1631−3.04

hypothetical protein: MMP1285−5.45

hypothetical protein: MMP0741−6.62

log10(P) upstream meme1 2 log10(P.clust)=−2.32; 17 seqs; 16 uniq
c(0.5, 2.5)
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