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−EPIMERASE) (URIDINE DIPHOSPHO−GALACTOSE 4−EPIMERASE): RV0501−0.07

ANE−ASSOCIATED PENICILLIN−BINDING PROTEIN 1A/1B PONA2: RV3682−0.08

S−adenosyl−L−homocysteine hydrolase: RV3248C−0.33

pyrroline−5−carboxylate reductase: RV0500−0.34

NAL PEPTIDASE I LEPB (SPASE I) (LEADER PEPTIDASE I).: RV2903C−0.34

30S ribosomal protein S1: RV1630−0.39

trigger factor: RV2462C−0.66

hypothetical protein: RV0543C−5.27

IBRONECTIN−BINDING PROTEIN A) (ANTIGEN 85 COMPLEX A): RV3804C−5.48

POSSIBLE AMINOTRANSFERASE: RV3778C−9.07

SERVED TRANSMEMBRANE PROTEIN ALANINE AND LEUCINE RICH: RV3779−9.69

hypothetical protein: RV3780−9.69

PROBABLE OXIDOREDUCTASE: RV1360−10.83

IGEN 7 ESXH (10 kDa ANTIGEN) (CFP−7) (PROTEIN TB10.4): RV0288−12.17

6 LIKE PROTEIN ESXR (TB10.3) (ESAT−6 LIKE PROTEIN 9): RV3019C−12.76

log10(P) upstream meme1 2 log10(P.clust)=−5.14; 15 seqs; 14 uniq
c(0.5, 2.5)
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