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Cluster: 0050 mmp; resid: 0.34; r/c: 21/37

x.range

upstream meme PSSM #1; e=65
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upstream meme PSSM #2; e=130

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
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MMP0914
MMP0913

MMP0624

draG

MMP0184

MMP0692

ssh10b_1
glgP

MMP0912

purT

MMP0558

ftsY

napA−2

MMP1237

MMP1654

Antisense_27

MMP0373

MMP0387

MMP0633

MMP1475

MMP1635

string
operons −200 −100 −1

ADP−ribosylglycohydrolase (draG) homolog: MMP0622−0.20
hypothetical protein: MMP1654−0.30

Antisense_27−0.38
hypothetical protein: MMP0558−0.65

microsomal signal peptidase 21 KD subunit: MMP0387−1.04
signal recognition particle receptor SRalpha: MMP0683−1.31

phosphoribosylglycinamide formyltransferase 2: MMP0123−1.36
glycogen phosphorylase: MMP1220−1.60

Thioredoxin:Glutaredoxin:Thioredoxins/glutaredox i n: MMP1635−1.81
chromatin protein: MMP1613−1.82

hypothetical protein: MMP0692−1.86
hypothetical protein: MMP0373−1.96
hypothetical protein: MMP1237−2.32
Na+/H+ exchanger: MMP0864−2.67
hypothetical protein: MMP1475−2.85

Rubrerythrin: MMP0633−2.86
hypothetical protein: MMP0624−2.91
hypothetical protein: MMP0184−7.01

tautomerase related protein: MMP0912−7.25
hypothetical protein: MMP0913−7.25
hypothetical protein: MMP0914−7.25

log10(P) upstream meme1 2 log10(P.clust)=−2.70; 21 seqs; 19 uniq
c(0.5, 2.5)
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