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Cluster: 0073 mmp; resid: 0.33 0.22 0.73 0.63; r/c: 27/56

x.range

upstream meme PSSM #1; e=9.4

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=4.3e+03

1 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 11
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MMP0132
MMP1701

MMP0262

MMP0532

flaK

MMP0621

MMP0647

MMP0665MMP0845

potE

MMP1015

MMP1131

serA

MMP1710

purQ

MMP0381

aIF−1A

MMP0885MMP0935

MMP0994

MMP1029

MMP1030

MMP1037

MMP1050

MMP1076

MMP1124

pgk

string −200 −100 −1
ATP/GTP−binding motif−containing protein: MMP0885−0.00

hypothetical protein: MMP1710−0.01
hypothetical protein: MMP1029−0.01
hypothetical protein: MMP1037−0.01

amino acid−binding ACT domain protein: MMP1701−0.01
phosphoribosylformylglycinamidine synthase I: MMP0178−0.03

hypothetical protein: MMP0935−0.03
hypothetical protein: MMP0647−0.03

transcription factor CBF/NF−Y: MMP1015−0.03
translation initiation factor IF−1A: MMP0603−0.03

hypothetical protein: MMP0994−0.03
xylose isomerase domain protein TIM barrel: MMP0621−0.04

phosphoglycerate kinase: MMP1532−0.07
hypothetical protein: MMP0845−0.08

thiamine−monophosphate kinase: MMP1124−0.10
hypothetical protein: MMP0532−0.11

branched−chain amino acid aminotransferase: MMP0132−0.14
peptide chain release factor 1: MMP1131−0.16

preflagellin peptidase: MMP0555−0.28
hypothetical protein: MMP0262−0.30
hypothetical protein: MMP1050−0.41

hexapeptide repeat−containing transferase: MMP1076−0.42
hypothetical protein: MMP0665−0.51

3−isopropylmalate dehydratase, small subunit: MMP0381−0.52
D−3−phosphoglycerate dehydrogenase: MMP1588−0.82

hypothetical protein: MMP1030−1.24
amino acid transporter: MMP0850−1.96

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