
10 20 30 40 50

−
3

−
2

−
1

0
1

2
3

4

Cluster: 0053 mmp; resid: 0.26; r/c: 29/39

x.range

upstream meme PSSM #1; e=560

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.6e+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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MMP1650

modC

MMP0803
MMP0802

MMP0769

MMP0767

MMP0800

modB

MoeA

MMP0805 MMP0896

fmdE

rncS
MMP0437 resP

MMP0838

MMP0837
MMP0776

MMP0774

MMP0773

MMP0782

MMP0796MMP0790

MMP0462

and some other nucleotide

Unanno_40

vhcA

MMP1620

MMP1536

string
operons −200 −100 −1

coenzyme F420−non−reducing hydrogenase subunit alpha: MMP0823−0.00
II family:Double−stranded RNA binding (DsRBD) domain: MMP1526−0.00

Polysaccharide biosynthesis protein: MMP0896−0.04
RNase HI related protein: MMP0837−0.06

Unanno_40−0.13
hypothetical protein: MMP0838−0.14

Molybdenum ABC transporter, permease protein: MMP0515−0.15
hypothetical protein: MMP1536−0.38
hypothetical protein: MMP0767−0.39
hypothetical protein: MMP0769−0.39
hypothetical protein: MMP0790−0.42

Site−specific recombinase: MMP0766−0.60
hypothetical protein: MMP0462−0.79
hypothetical protein: MMP0773−0.93
hypothetical protein: MMP0776−0.93
hypothetical protein: MMP0774−0.93
hypothetical protein: MMP0782−1.01
hypothetical protein: MMP0437−2.32
hypothetical protein: MMP0803−2.70

Iron−containing alcohol dehydrogenase: MMP0802−2.70
hypothetical protein: MMP1620−3.19

probable sugar efflux transporter: MMP0796−3.33
hypothetical protein: MMP0800−3.46

molybdopterin biosynthesis moeA protein: MMP0513−3.48
hypothetical protein: MMP0805−3.85

le amino acid ABC transporter, periplasmic component: MMP1650−3.86
if A (P−loop):ABC transporter:AAA ATPase:TOBE domain: MMP1649−3.86

ntaining formylmethanofuran dehydrogenase, subunit E: MMP0200−3.98
SAM (and some other nucleotide) binding motif: MMP1339−7.37

log10(P) upstream meme1 2 log10(P.clust)=−1.77; 29 seqs; 24 uniq
c(0.5, 2.5)
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