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Cluster: 0017 mmp; resid: 0.86 0.30 0.60 0.30; r/c: 25/55

x.range

upstream meme PSSM #1; e=2.2e+03
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upstream meme PSSM #2; e=3.3e+04

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
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MMP0044idsA gatA
xseA

purL

MscMJ

purM

MMP0942taqD

carB

pyrI

MMP1312

MMP1314

MMP1509
MMP0146

MMP0167

moaA

MMP0583

atwA

MMP0661

MMP0969

MMP1183
2pgk

trpS

vorB

string
operons −200 −100 −1

exodeoxyribonuclease VII large subunit: MMP0732−0.02
tryptophanyl−tRNA synthetase: MMP1592−0.03

carbamoyl−phosphate synthase large chain: MMP1013−0.04
putative ATP binding related protein: MMP0661−0.04

AIR synthase related protein domain protein: MMP0882−0.07
methyl coenzyme M reductase, component A2: MMP0620−0.07

aspartyl/glutamyl−tRNA amidotransferase subunit A: MMP1510−0.07
branched chain amino acid ABC transporter: MMP0583−0.09

hypothetical protein: MMP0969−0.10
iron ABC transporter ATPase subunit: MMP1183−0.11

hypothetical protein: MMP0146−0.12
hypothetical protein: MMP1509−0.15

beta−lactamase domain protein: MMP0044−0.25
unctional short chain isoprenyl diphosphate synthase: MMP0045−0.25

phosphoribosylformylglycinamidine synthase: MMP0179−0.28
2−phosphoglycerate kinase: MMP1431−0.28

molybdenum cofactor biosynthesis protein A: MMP0571−0.31
aspartate carbamoyltransferase regulatory subunit: MMP1104−0.31

MscS mechanosensitive ion channel: MMP0264−0.42
hypothetical protein: MMP1312−0.49

phosphoesterase domain−containing protein: MMP1314−0.49
hypothetical protein: MMP0942−0.60

glycerol−3−phosphate cytidyltransferase: MMP0943−0.60
2−ketoisovalerate ferredoxin reductase: MMP1272−0.89

ABC transporter ATP−binding protein: MMP0167−1.28
log10(P) upstream meme1 2 log10(P.clust)=NA; 25 seqs; 22 uniq
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