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Cluster: 0057 mmp; resid: 0.71 0.60 0.66 0.49; r/c: 21/57

x.range

upstream meme PSSM #1; e=630

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=6.8e+03

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6

●
●

●

●

●

●

●

●

●

●

●

●

●

●

●
●

● ●

●

●

● MMP0016
MMP0134

vhuU
vhuD

tfe

ribH

MMP0402

MMP0484

MMP0649

purB

atpH

ehaL

MMP1479
MMP1699

tRNA−Val2
tRNA−Ala2

MMP0107 MMP0583

MMP0644
MMP0990

MMP1661
string
operons −200 −100 −1

F420−non−reducing hydrogenase subunit delta: MMP1696NA
sodium/hydrogen exchanger: MMP0484−0.01

tRNA−Ala: RNA_5−0.01
hypothetical protein: MMP0016−0.01

adenylosuccinate lyase: MMP0971−0.01
F420 non−reducing hydrogenase subunit: MMP1693−0.03

A1A0 ATPase, subunit H: MMP1038−0.05
hypothetical protein: MMP0402−0.11
hypothetical protein: MMP1459−0.15
hypothetical protein: MMP1479−0.15
hypothetical protein: MMP0134−0.23

cation diffusion facilitator family transporter: MMP0644−0.23
hypothetical protein: MMP1699−0.31

tRNA−Val: RNA_27−0.34
branched chain amino acid ABC transporter: MMP0583−0.38

hypothetical protein: MMP0990−0.38
6,7−dimethyl−8−ribityllumazine synthase: MMP0050−0.48

hypothetical protein: MMP1661−0.48
carbamoyltransferase: MMP0649−0.52

hypothetical protein: MMP0107−0.52
transcription initiation factor E subunit alpha: MMP0036−1.40

log10(P) upstream meme1 2 log10(P.clust)=NA; 21 seqs; 20 uniq
c(0.5, 2.5)
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