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x.range

upstream meme PSSM #1; e=3.7e−09

1 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.027

1 3 5 7 9 11 131 3 5 7 9 11 13
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string
operons −200 −100 −1

hypothetical protein: RV1838C−1.82

hypothetical protein: RV1839C−1.82

hypothetical protein: RV1772−4.20

acyl−CoA synthetase: RV1013−4.92

FP2 (LOW MOLECULAR WEIGHT PROTEIN ANTIGEN 2) (CFP−2): RV2376C−4.97

POSSIBLE LIPOPROTEIN LPRB: RV1274−4.97

hypothetical protein: RV3346C−6.20

hypothetical protein: RV0464C−7.37

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0465C−7.37

hypothetical protein: RV0466−7.37

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0143C−8.94

SCRIPTIONAL REGULATORY PROTEIN (POSSIBLY TETR−FAMILY): RV0144−8.94

log10(P) upstream meme1 2 log10(P.clust)=−5.74; 12 seqs; 10 uniq
c(0.5, 2.5)
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