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Cluster: 0051 mmp; resid: 0.46; r/c: 28/36

x.range

upstream meme PSSM #1; e=7.3e+03
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x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.8e+04

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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rpoE2
MMP0440

MMP0444
rps24e

MMP0442
psmB

MMP0694

RNA recognition motif

MMP0142

MMP0141

MMP0091

purA

2pgk

MMP0074
truA

argC

MMP0670

MMP1380
MMP1590

MMP1399

MMP1594

MMP1444
P−loop

P−loop

ywbE

MMP0286
MMP0884

MMP0046

string
operons −200 −100 −1

tRNA pseudouridine synthase A: MMP0268−0.01
methionine aminopeptidase: MMP1444−0.10

Aspartate/glutamate/uridylate kinase: MMP1399−0.11
hypothetical protein: MMP0091−0.26

chlorohydrolase: MMP1380−0.30
lactamase−like:ATP/GTP−binding site motif A (P−loop): MMP1381−0.30

proteasome, subunit beta: MMP0695−0.34
hypothetical protein: MMP0884−0.43

adenylosuccinate synthetase: MMP1432−0.48
gion RNP−1 (RNA recognition motif):Adenylate cyclase: MMP1064−0.53

N−acetyl−gamma−glutamyl−phosphate reductase: MMP0116−0.57
hypothetical protein: MMP0141−0.72

te dependent enzyme related to acetolactate synthase: MMP0142−0.72
hypothetical protein: MMP1594−0.97
hypothetical protein: MMP0074−1.02

te motif A (P−loop):Small GTP−binding protein domain: MMP0901−1.08
Beta−lactamase−like:KH domain: MMP0694−1.37

hypothetical protein: MMP1590−1.73
hypothetical protein: MMP0286−1.93
hypothetical protein: MMP0046−2.07

2−phosphoglycerate kinase: MMP1431−3.07
DNA−directed RNA polymerase subunit E': MMP0440−4.97
DNA−directed RNA polymerase subunit E: MMP0441−4.97

hypothetical protein: MMP0442−4.97
30S ribosomal protein S24e: MMP0443−4.97

30S ribosomal protein S27ae: MMP0444−4.97
hypothetical protein: MMP0671−8.76
hypothetical protein: MMP0670−8.76

log10(P) upstream meme1 2 log10(P.clust)=−2.16; 28 seqs; 21 uniq
c(0.5, 2.5)
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