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Cluster: 0071 mmp; resid: 0.91 0.43 0.71 0.52; r/c: 27/56

x.range

upstream meme PSSM #1; e=1.5e+03

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=100

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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MMP0054lysC

gldA

MMP1189

pth2
MMP0615Mma−sR05

Mma−sR09

MMP0021
MMP0611

MMP0802

MMP0838 hisH

MMP1170 MMP1197

MMP1488

MMP1638

recJ

cbf5

tRNA−Leu2
MMP0491

MMP0726
MMP0752

MMP0945

MMP1176

MMP1375

MMP1630

string −200 −100 −1
Mma−sR05NA
Mma−sR09NA

Iron−containing alcohol dehydrogenase: MMP0802−0.00
Beta−lactamase−like: MMP0611−0.01

MotA/TolQ/ExbB proton channel: MMP0491−0.01
hypothetical protein: MMP0615−0.02

H/ACA RNA−protein complex component Cbf5p: MMP1686−0.02
nsport system substrate−binding protein, N−term half: MMP1176−0.02
imidazole glycerol phosphate synthase subunit HisH: MMP1082−0.03

ribose−5−phosphate isomerase A: MMP1189−0.03
dependent transport systems inner membrane component: MMP1197−0.03

single stranded DNA−specific exonuclease: MMP1682−0.05
hypothetical protein: MMP0838−0.06

peptidyl−tRNA hydrolase: MMP0609−0.06
glycerol dehydrogenase: MMP0225−0.09

tRNA−Leu: RNA_24−0.10
hypothetical protein: MMP0726−0.15

aspartate kinase: MMP1017−0.17
hypothetical protein: MMP0021−0.18

ABC transporter ATPase: MMP1630−0.26
modulator of DNA gyrase: MMP1488−0.27

MoaA/nifB/pqqE family protein: MMP1638−0.42
hypothetical protein: MMP0054−0.48

glycosyl transferase family protein: MMP1170−0.52
SAM−binding motif−containing protein: MMP1375−0.72

hypothetical protein: MMP0752−0.92
glyceraldehyde−3−phosphate ferredoxin oxidoreductase: MMP0945−1.17

log10(P) upstream meme1 2 log10(P.clust)=NA; 27 seqs; 26 uniq
c(0.5, 2.5)
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