
10 20 30 40 50

−
4

−
2

0
2

4

Cluster: 0129 mmp; resid: 0.32; r/c: 26/35

x.range

upstream meme PSSM #1; e=2.1e+03
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MscMJ

MMP1440

MMP0941

gltXP−loop

P−loopand some other nucleotide

MMP1112

MMP0265

MMP1121

ehaT
Antisense_13

MMP0072

cofG

MMP0883

glutaminyl transferase
Unanno_61

MMP1356

MMP0131

string
operons −200 −100 −1

hypothetical protein: MMP11090.00
hypothetical protein: MMP11120.00

ATP−dependent DNA ligase: MMP0970−0.00
Antisense_13−0.03

hypothetical protein: MMP0906−0.10
op):GTP−binding protein, HSR1−related:GTP−binding...: MMP1334−0.13

glutamyl−tRNA(Gln) amidotransferase subunit E: MMP1265−0.14
hypothetical protein: MMP1440−0.22

glutamyl−tRNA synthetase: MMP1011−0.34
hypothetical protein: MMP1356−0.44

Mechanosensitive (MS) ion channel: MMP0264−0.47
hypothetical protein: MMP0265−0.47

metal−dependent phophohydrolase related protein: MMP1121−0.48
ridoxal phosphate−dependent amino acid decarboxylase: MMP0131−0.61

hypothetical protein: MMP0941−0.63
ing site motif A (P−loop):ABC transporter:AAA ATPase: MMP1630−0.80

hypothetical protein: MMP0296−0.90
hypothetical protein: MMP1467−1.03
hypothetical protein: MMP0883−1.05
hypothetical protein: MMP0072−1.53

SAM (and some other nucleotide) binding motif: MMP0554−1.89
FO synthase subunit 1: MMP0876−1.96

modification enzyme (glutaminyl transferase) related: MMP1600−2.34
transcription initiation factor E subunit alpha: MMP0036−2.97

Unanno_61−4.03
Radical−activating enzyme: MMP0580−5.22

log10(P) upstream meme1 2 log10(P.clust)=−1.07; 26 seqs; 24 uniq
c(0.5, 2.5)
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