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Cluster: 0049 mmp; resid: 0.49; r/c: 36/38

x.range

upstream meme PSSM #1; e=1.2

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=19

1 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 11
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MMP1346

Di−trans−poly−cis−decaprenylcistransferase
MMP1607

MMP1606

MMP1343

2pgk

K+

MMP1290
argB

mptG

MMP0277

MMP1218
MMP1603

uvrB

MMP0725
MMP0643

asnB

moaE
manB

MMP0084

ffh

MMP1282

MMP0902

truA MMP0307

MMP1283

Antisense_13

MMP0020

MMP0302

MMP0562

Unanno_42

Unanno_62

MMP0742

Antisense_24

tfe

MMP0239
string
operons −200 −100 −1

excinuclease ABC subunit B: MMP0727−0.05
hypothetical protein: MMP0084−0.06

Phosphoglucomutase/phosphomannomutase: MMP1372−0.06
Molybdopterin biosynthesis MoaE: MMP1235−0.06

hypothetical protein: MMP0307−0.10
lavoprotein:DNA/pantothenate metabolism flavoprotein: MMP1606−0.11

GTP−binding protein: MMP1290−0.12
Asparagine synthetase (glutamine−hydrolyzing): MMP0918−0.16

hypothetical protein: MMP0302−0.18
Antisense_13−0.24

hypothetical protein: MMP1607−0.25
putative TRK system cation (K+) uptake protein: MMP1430−0.26

2−phosphoglycerate kinase: MMP1431−0.26
hypothetical protein: MMP0239−0.79

ferredoxin: MMP1603−0.88
hypothetical protein: MMP0562−1.12

transcription initiation factor E subunit alpha: MMP0036−1.16
hypothetical protein: MMP0902−1.39

tRNA pseudouridine synthase A: MMP0268−1.42
nickel responsive regulator: MMP0020−1.69

hypothetical protein: MMP1218−1.73
signal recognition particle protein Srp54: MMP1551−2.00

putative integral membrane protein: MMP0725−2.19
acetylglutamate kinase: MMP0063−2.53

hypothetical protein: MMP1282−3.32
hypothetical protein: MMP1283−3.32

Unanno_42−3.94
hypothetical protein: MMP0742−4.69
hypothetical protein: MMP0643−5.44

Unanno_62−5.79
hypothetical protein: MMP1343−6.29

protein (Di−trans−poly−cis−decaprenylcistransferase): MMP1345−6.29
Antisense_24−6.29

Basic helix−loop−helix dimerization domain bHLH: MMP1346−6.29
TraB family: MMP0277−7.07

beta−ribofuranosylaminobenzene 5'−phosphate synthase: MMP0279−7.07
log10(P) upstream meme1 2 log10(P.clust)=−2.35; 36 seqs; 32 uniq

c(0.5, 2.5)
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