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Cluster: 0079 mtu; resid: 0.25; r/c: 12/35

x.range

upstream meme PSSM #1; e=55

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

x.range

y.
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e

upstream meme PSSM #2; e=6.3e+03

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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string
operons −200 −100 −1

tryptophan synthase subunit alpha: Rv1613−2.51

prolipoprotein diacylglyceryl transferase: Rv1614−2.51

tyrosyl−tRNA synthetase: Rv1689−2.65

ve inner membrane protein translocase component YidC: Rv3921c−2.77

NE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER GLNQ: Rv2564−2.84

acyl−CoA synthetase: Rv2948c−2.99

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER OPPC: Rv1282c−3.04

gen MPT−32) (45−kDa glycoprotein) (45/47 kDa antigen): Rv1860−4.19

HYPOTHETICAL PROTEIN SIMILAR TO JAG PROTEIN: Rv3920c−4.51

ERASE EMBA (ARABINOSYLINDOLYLACETYLINOSITOL SYNTHASE): Rv3794−5.61

ERASE EMBB (ARABINOSYLINDOLYLACETYLINOSITOL SYNTHASE): Rv3795−5.61

short chain dehydrogenase: Rv3791−5.61

log10(P) upstream meme1 2 log10(P.clust)=−3.74; 12 seqs; 9 uniq
c(0.5, 2.5)
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