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Cluster: 0072 mmp; resid: 0.71 0.50 0.70 0.62; r/c: 31/58

x.range

upstream meme PSSM #1; e=5.6e−06

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e−05

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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ehaE

ehaP

MMP0485

MMP0538
MMP0664

MMP0760

MMP0764

MMP0816

MMP0869

purP

MMP1468

or900

MMP1568

MMP1598

MMP1684

tRNA−Glu2 tRNA−Gly1

tRNA−Ala2

tRNA−Ala2

hisD

MMP1185 MMP1423

cbiA

MMP1540
recJ

tRNA−Glu1

tRNA−Ile1

tRNA−Leu2

tRNA−Met4

rrnB23S

rrnB5S

string
operons −200 −100 −1

hypothetical protein: MMP0664NA
etrahydromethanopterin S−methyltransferase subunit A: MMP1565−0.01
 uptake protein:hydrogenase maturation protease HycI: MMP1185−0.01

tRNA−Met: RNA_34−0.01
hypothetical protein: MMP0485−0.01
hypothetical protein: MMP1568−0.01

histidinol dehydrogenase: MMP0968−0.01
tRNA−Gly: RNA_29−0.02

cobyrinic acid a,c−diamide synthase: MMP1477−0.02
hypothetical protein: MMP0760−0.02

ylate deaminase, zinc−binding region related protein: MMP0869−0.06
5S ribosomal RNA: RNA_47−0.11

hypothetical protein: MMP1452−0.15
tRNA−Ala: RNA_36−0.15

tRNA−Ala: RNA_9−0.15
polyferredoxin: MMP1463−0.15

hypothetical protein: MMP1468−0.15
tRNA−Glu: RNA_11−0.15
tRNA−Ile: RNA_18−0.17

hypothetical protein: MMP0764−0.19
seryl−tRNA synthetase related: MMP0816−0.19

single stranded DNA−specific exonuclease: MMP1682−0.19
hypothetical protein: MMP0538−0.20

23S ribosomal RNA: RNA_40−0.23
−(beta)−D− ribofuranosyl 5'−monophosphate synthetase: MMP1373−0.24

metallophosphoesterase: MMP1684−0.27
hypothetical protein: MMP1598−0.29

galdehyde dehydrogenase: MMP1423−0.42
tRNA−Leu: RNA_24−0.54
tRNA−Glu: RNA_23−0.96

hypothetical protein: MMP1540−1.11
log10(P) upstream meme1 2 log10(P.clust)=NA; 31 seqs; 29 uniq

c(0.5, 2.5)
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