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x.range

upstream meme PSSM #1; e=710

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.5e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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string
operons −200 −100 −1

PROBABLE GLYCOSYLTRANSFERASE: RV1500−1.20

−EPIMERASE) (URIDINE DIPHOSPHO−GALACTOSE 4−EPIMERASE): RV0501−3.27

hypothetical protein: RV0502−3.27

hypothetical protein: RV3780−3.87

PROBABLE COLD SHOCK PROTEIN A CSPA: RV3648C−3.89

NADH dehydrogenase subunit C: RV3147−4.91

HAIN F) NUOF (NADH−UBIQUINONE OXIDOREDUCTASE CHAIN F): RV3150−4.91

NADH dehydrogenase subunit H: RV3152−4.91

NADH dehydrogenase subunit I: RV3153−4.91

NADH dehydrogenase subunit K: RV3155−4.91

NADH dehydrogenase subunit L: RV3156−4.91

PPE−FAMILY PROTEIN: RV3144C−5.03

transcription termination factor Rho: RV1297−7.44

log10(P) upstream meme1 2 log10(P.clust)=−4.42; 13 seqs; 7 uniq
c(0.5, 2.5)
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