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Cluster: 0046 mpn; resid: 0.36; r/c: 14/116

x.range

upstream meme PSSM #1; e=810

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7
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y.
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upstream meme PSSM #2; e=940

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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string
operons −200 −100 −1

oligopeptide transport system permease protein AmiD: MPN216−0.85

oligopeptide transport ATP−binding protein OppD: MPN217−0.85

ut only N− and C−term; inbetween (500AA) seg and coil: MPN218−0.85

single−stranded DNA binding protein: MPN229−0.85

50S ribosomal protein L9: MPN231−0.85

50S ribosomal protein L6: MPN180−2.30

30S ribosomal protein S5: MPN182−2.30

30S ribosomal protein S11: MPN190−2.30

DNA−directed RNA polymerase subunit beta': MPN515−2.30

DNA−directed RNA polymerase subunit beta: MPN516−2.30

50S ribosomal protein L24: MPN176−2.30

50S ribosomal protein L15: MPN183−2.30

30S ribosomal protein S13: MPN189−2.30

50S ribosomal protein L18: MPN181−2.30

log10(P) upstream meme1 2 log10(P.clust)=−1.78; 14 seqs; 3 uniq
c(0.5, 2.5)
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