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x.range

upstream meme PSSM #1; e=7.9e−12

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
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upstream meme PSSM #2; e=3.5

1 3 5 7 9 11 13 151 3 5 7 9 11 13 15

●

●

●

●

●

●

●

●

Rv1403c

Rv1404

Rv2086

Rv3896c

Rv2779c
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Rv0076c

Rv3831

string −200 −100 −1

hypothetical protein: RV3896C−0.06

PROBABLE MEMBRANE PROTEIN: RV0076C−0.14

hypothetical protein: RV3831−5.46

hypothetical protein: RV2086−6.69

TIONAL REGULATORY PROTEIN (PROBABLY LRP/ASNC−FAMILY): RV2779C−13.64

D L−ALANINE DEHYDROGENASE ALD (40 KDA ANTIGEN) (TB43): RV2780−13.64

PUTATIVE METHYLTRANSFERASE: RV1403C−14.15

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1404−14.15

log10(P) upstream meme1 2 log10(P.clust)=−8.49; 8 seqs; 8 uniq
c(0.5, 2.5)
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