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upstream meme PSSM #1; e=9.8
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upstream meme PSSM #2; e=4.9e+03
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string
operons −200 −100 −1

hypothetical protein: RV2558−0.23

hypothetical protein: RV0376C−0.27

PPE FAMILY PROTEIN: RV1039C−1.08

succinic semialdehyde dehydrogenase: RV1731−1.74

PPE FAMILY PROTEIN: RV1801−2.15

hypothetical protein: RV1734C−2.42

D L−ALANINE DEHYDROGENASE ALD (40 KDA ANTIGEN) (TB43): RV2780−2.50

hypothetical protein: RV1991C−2.81

HYPOTHETICAL MEMBRANE PROTEIN: RV1735C−3.14

PPE FAMILY PROTEIN: RV0355C−3.49

PROBABLE TRANSPOSASE (FRAGMENT): RV1035C−7.74

hypothetical protein: RV2631−7.95

POSSIBLE OXIDOREDUCTASE: RV3359−8.15

hypothetical protein: RV1989C−12.20

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1990C−12.20

log10(P) upstream meme1 2 log10(P.clust)=−4.54; 15 seqs; 14 uniq
c(0.5, 2.5)
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