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Cluster: 0013 mpn; resid: 0.47; r/c: 17/120

x.range

upstream meme PSSM #1; e=3.4e+03
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x.range
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upstream meme PSSM #2; e=8.7e+03

1 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 9
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MPN297 plsB

xdj1
MPN083

hrcA
MPN398

MPN407

lip2

MPN479

MPN648

MPN127

string
operons −200 −100 −1

lipase: MPN407−0.00

hypothetical protein: MPN398−0.02

similar to j−domain of DnaJ: MPN002−0.17

hypothetical protein: MPN083−0.53

heat−inducible transcription repressor: MPN124−0.66

hypothetical protein: MPN297−2.39

4'−phosphopantetheinyl transferase: MPN298−2.39

1−acyl−sn−glycerol−3−phosphate acyltransferase: MPN299−2.39

 condensation protein A/unknown domain fusion protein: MPN300−2.39

segregation and condensation protein B: MPN301−2.39

hypothetical protein: MPN127−2.59

ACYL CARRIER PROTEIN PHOSPHODIESTERASE: MPN479−3.13

hypothetical protein: MPN648−3.26

membrane−associated guanylate kinase homologue: MPN246−5.91

wiss−Prot Accession Number P35182, from S. cerevisiae: MPN247−5.91

Ser/Thr/Tyr protein kinase: MPN248−5.91

triacylglycerol lipase (lip) 2: MPN473−6.65

log10(P) upstream meme1 2 log10(P.clust)=−2.75; 17 seqs; 11 uniq
c(0.5, 2.5)
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