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Cluster: 0115 mmp; resid: 0.49; r/c: 29/37

x.range

upstream meme PSSM #1; e=320
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x.range

y.
ra

ng
e

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

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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MMP0040MMP0038

MMP0039

act

MMP0579

MMP0942

MMP0118

MMP1279

subgroup II

MMP0165

MMP1704

nrpR

pcnA

MMP1069MMP1471

MMP0883P−loop

MMP0666

MMP0689

K+

MMP1290

lon

hisF

asnB
MMP0403

MMP0233 MMP0948

MMP0969MMP1317

string
operons −200 −100 −1

hypothetical protein: MMP1471−0.01
hypothetical protein: MMP0118−0.02

ylmethionine−8−amino−7−oxononanoate aminotransferase: MMP0865−0.07
Camphor resistance CrcB protein: MMP1279−0.09

hypothetical protein: MMP0233−0.22
putative TRK system cation (K+) uptake protein: MMP1430−0.24

hypothetical protein: MMP1317−0.25
Na+/Pi−cotransporter related protein: MMP0666−0.47

hypothetical protein: MMP0969−0.95
ATP/GTP−binding site motif A (P−loop): MMP0632−1.18

Asparagine synthetase (glutamine−hydrolyzing): MMP0918−1.24
tidase U7:Signal peptide peptidase, SppA 36 kDa type: MMP1069−1.55

Xanthine/uracil permease family: MMP0689−1.61
hypothetical protein: MMP0942−1.61

 A (P−loop):Sigma−54 factor interaction domain:Pu...: MMP1186−2.33
ABC transporter, family 2: MMP0165−2.40

Proliferating cell nuclear antigen, PCNA: MMP1711−2.58
hypothetical protein: MMP1704−2.58
hypothetical protein: MMP0579−2.62

Radical−activating enzyme: MMP0580−2.62
hypothetical protein: MMP0403−2.67

Transcriptional repressor of nif and glnA operons: MMP0607−3.01
hypothetical protein: MMP0038−3.24
hypothetical protein: MMP0039−3.24

ype II secretion system protein; putative; subunit 1: MMP0040−3.24
hypothetical protein: MMP0948−4.02

GTP−binding protein: MMP1290−4.10
hypothetical protein: MMP0883−5.70

midazoleglycerol−phosphate synthase, cyclase subunit: MMP1722−5.76
log10(P) upstream meme1 2 log10(P.clust)=−2.06; 29 seqs; 25 uniq

c(0.5, 2.5)
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