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hypothetical protein: RV3403C−1.01

hypothetical protein: RV2305−1.55

hypothetical protein: RV3768−2.48

ribulose−phosphate 3−epimerase: RV1408−3.15

phosphoribosylamino) uracil reductase (HTP reductase): RV1409−3.15

PROBABLE ADENINE GLYCOSYLASE MUTY: RV3589−3.32

PROBABLE LIPASE LIPD: RV1923−3.76

log10(P) upstream meme1 2 log10(P.clust)=−2.63; 7 seqs; 6 uniq
c(0.5, 2.5)
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