
20 40 60 80 100

−
4

−
2

0
2

4

Cluster: 0070 mmp; resid: 0.74 0.44 0.55 0.33; r/c: 21/56

x.range

upstream meme PSSM #1; e=180

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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upstream meme PSSM #2; e=3.1e+04
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rpoA1

aEF−2
rpl6p

MMP0052

thrS

MMP0589

guaA

MMP0900

ileS
MMP1516

MMP1570

MMP1594

truD

hemD

MMP0586

flpA

MMP1021MMP1106

MMP1427

MMP1525

MMP1527

string −200 −100 −1
uroporphyrinogen III synthase: MMP03940.00

aspartate aminotransferase: MMP15270.00
GMP synthase subunit B: MMP0894−0.01

DNA−directed RNA polymerase subunit A': MMP1363−0.01
uncharacterized endonuclease III related protein: MMP0586−0.01

hypothetical protein: MMP1021−0.01
tRNA pseudouridine synthase D: MMP0014−0.01

rhodanese domain protein: MMP0900−0.02
hypothetical protein: MMP1106−0.03

radical SAM domain protein: MMP0589−0.05
fibrillarin: MMP0597−0.05

50S ribosomal protein L6P: MMP1415−0.06
hydrolase, TatD family: MMP1570−0.08

threonyl−tRNA synthetase: MMP0414−0.19
hypothetical protein: MMP1594−0.19

utative signal transduction protein with CBS domains: MMP0052−0.22
hypothetical protein: MMP1427−0.22

modulator of DNA gyrase: MMP1525−0.22
elongation factor EF−2: MMP1369−0.42

hypothetical protein: MMP1516−0.70
isoleucyl−tRNA synthetase: MMP1474−1.05

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