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string
operons −200 −100 −1

HYPOTHETICAL ALANINE AND PROLINE RICH PROTEIN: RV3879C−1.24

acyl−CoA synthetase: RV2941−1.49

10 KDA CULTURE FILTRATE ANTIGEN ESXB (LHP) (CFP10): RV3874−2.06

CYANIDE TRANSSULFURASE) (THIOSULFATE THIOTRANSFERASE): RV3283−2.55

ribonucleotide−diphosphate reductase subunit alpha: RV3051C−2.64

hypothetical protein: RV1247C−2.84

PE FAMILY−RELATED PROTEIN: RV3872−3.43

PPE FAMILY PROTEIN: RV3873−3.43

hypothetical protein: RV3864−3.89

hypothetical protein: RV3865−3.89

hypothetical protein: RV3866−3.89

hypothetical protein: RV3867−3.89

hypothetical protein: RV3868−3.89

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3869−3.89

LOW MOLECULAR WEIGHT T−CELL ANTIGEN TB8.4: RV1174C−4.29

hypothetical protein: RV3880C−4.62

SERVED HYPOTHETICAL ALANINE AND GLYCINE RICH PROTEIN: RV3881C−4.62

log10(P) upstream meme1 2 log10(P.clust)=−3.32; 17 seqs; 10 uniq
c(0.5, 2.5)
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