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Cluster: 0151 mmp; resid: 0.49; r/c: 25/39

x.range

upstream meme PSSM #1; e=0.017

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=970

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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rncS
MMP1525 MMP0939

Usp

argB

MMP1679

MMP0009

MMP1388MMP0598

MMP0769

MMP0475

MMP0090and some other nucleotide

MMP0369

MMP0614

MMP0886

MMP1056

MMP1262

MMP1343

Unanno_43

Antisense_21

rrnB5S

MMP0725modB
tRNA−Glu2

string −200 −100 −1
Molybdenum ABC transporter, permease protein: MMP0515−0.00

putative DNA primase large subunit: MMP0009−0.01
cobalt transport system permease related protein: MMP0886−0.04

hypothetical protein: MMP1056−0.12
hypothetical protein: MMP1679−0.13

putative integral membrane protein: MMP0725−0.23
on−sulfur flavoprotein of Methanosarcina thermophila: MMP0614−0.44

hypothetical protein: MMP1343−0.49
Unanno_43−0.75

Redox−active disulfide protein 2: MMP1388−0.91
acetylglutamate kinase: MMP0063−1.10

Modulator of DNA gyrase: MMP1525−1.29
Universal stress protein (Usp): MMP0585−1.59

Glycosyl transferase: MMP0090−1.60
II family:Double−stranded RNA binding (DsRBD) domain: MMP1526−1.71

archaeal phosphoglycerate mutase−related: MMP0598−1.75
 nucleotide) binding motif:Generic methyltransferase: MMP1179−1.97

Antisense_21−2.07
hypothetical protein: MMP0769−2.09
hypothetical protein: MMP0369−2.28
hypothetical protein: MMP0939−2.99
hypothetical protein: MMP1262−4.46
hypothetical protein: MMP0475−4.67

tRNA−Glu: RNA_23−4.87
5S ribosomal RNA: RNA_47−5.46

log10(P) upstream meme1 2 log10(P.clust)=−1.72; 25 seqs; 25 uniq
c(0.5, 2.5)
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