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Cluster: 0025 mpn; resid: 0.52; r/c: 27/122

x.range

upstream meme PSSM #1; e=8.6

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e+03

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
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pdhA
pdhB

lspA
MPN291

dnaE

MPN377

nox

argI

F11_orf887

MPN421
glpQ

MPN497ulaA

MPN646
MPN645

MPN647

hisS

MPN049

rplQ

secG

MPN412

MPN465

MPN625

mtlA

ruvA

yefE

recA

string
operons −200 −100 −1

less (fragment): MPN306−0.05
Holliday junction DNA helicase motor protein: MPN535−0.06

hypothetical protein: MPN645−0.28
hypothetical protein: MPN646−0.28
hypothetical protein: MPN647−0.28

50S ribosomal protein L17: MPN192−0.37
preprotein translocase subunit SecG: MPN242−0.45

similar to PHOSPHOTRIESTERASE HOMOLOGY PROTEIN: MPN497−0.59
glycerophosphoryl diester phosphodiesterase: MPN420−0.72

permease: MPN421−0.72
pyruvate dehydrogenase E1−beta subunit: MPN392−1.31

Pyruvate dehydrogenase: MPN393−1.31
protein export, secD like: MPN396−1.31

NADH oxidase: MPN394−1.31
hypothetical protein: MPN465−1.84

udp−galactopyranose mutase: MPN278−3.51
ascorbate−specific PTS system enzyme IIC: MPN496−3.57

similar to mannitol−specific PRS EIIBC: MPN651−3.58
hypothetical protein: MPN377−4.03

DNA polymerase III alpha subunit: MPN378−4.03
membrane export protein family: MPN049−4.16

recombinase A: MPN490−4.50
hypothetical protein: MPN412−4.69
hypothetical protein: MPN291−5.37

signal peptidase II: MPN293−5.37
cable by osmotic stress and by organic hydroperoxides: MPN625−8.35

histidyl−tRNA synthetase: MPN045−9.43
log10(P) upstream meme1 2 log10(P.clust)=−2.65; 27 seqs; 19 uniq

c(0.5, 2.5)
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