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upstream meme PSSM #1; e=0.013
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upstream meme PSSM #2; e=3.2e+03
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string
operons −200 −100 −1

PROBABLE D−AMINO ACID OXIDASE AAO: RV1905C−2.25

hypothetical protein: RV1906C−2.25

hypothetical protein: RV1813C−3.43

PUTATIVE METHYLTRANSFERASE: RV1405C−4.27

HYPOTHETICAL OXIDOREDUCTASE: RV3230C−5.19

POSSIBLE BACTERIOFERRITIN BFRB: RV3841−8.53

CATALASE−PEROXIDASE−PEROXYNITRITASE T KATG: RV1908C−9.74

hypothetical protein: RV1907C−9.74

FERRIC UPTAKE REGULATION PROTEIN FURA (FUR): RV1909C−9.74

Probable integral membrane protein: RV2254C−10.09

hypothetical protein: RV2255C−10.09

SIBLE LINOLEOYL−CoA DESATURASE (DELTA(6)−DESATURASE): RV3229C−12.84

log10(P) upstream meme1 2 log10(P.clust)=−7.35; 12 seqs; 8 uniq
c(0.5, 2.5)
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