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POSSIBLE OXIDOREDUCTASE: RV3368C−1.54

RASE GLPQ2 (GLYCEROPHOSPHODIESTER PHOSPHODIESTERASE): RV0317C−1.84

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0544C−2.04

PHOSPHATE TRANSPORTER INTEGRAL MEMBRANE PROTEIN PITA: RV0545C−2.04

hypothetical protein: RV0300−2.09

hypothetical protein: RV0301−2.09

 SYNTHASE GRCC1 (POLYPRENYL PYROPHOSPHATE SYNTHETASE): RV0562−2.30

pteroyltriglutamate−− homocysteine methyltransferase: RV1133C−2.31

6 LIKE PROTEIN ESXQ (TB12.9) (ESAT−6 LIKE PROTEIN 8): RV3017C−2.48

hypothetical protein: RV3509C−2.50

hypothetical protein: RV3510C−2.50

hypothetical protein: RV0298−2.53

hypothetical protein: RV0299−2.53

log10(P) upstream meme1 2 log10(P.clust)=−2.21; 13 seqs; 9 uniq
c(0.5, 2.5)
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