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hypothetical protein: RV1265−0.01

D INTEGRAL MEMBRANE ALANINE AND LEUCINE RICH PROTEIN: RV2693C−0.09

hypothetical protein: RV1364C−1.38

hypothetical protein: RV2514C−3.03

hypothetical protein: RV2526−4.11

hypothetical protein: RV2527−4.11

hypothetical protein: RV2050−4.20

hypothetical protein: RV0268C−4.22

ANSTRANSFERASE (GERANYLGERANYL−DIPHOSPHATE SYNTHASE): RV3398C−4.35

 AND ALANINE AND VALINE RICH PROTEIN ABC TRANSPORTER: RV2686C−4.88

RANE LEUCINE AND VALINE RICH PROTEIN ABC TRANSPORTER: RV2687C−4.88

BIOTIC−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV2688C−4.88

hypothetical protein: RV2829C−11.11

hypothetical protein: RV2830C−11.11

enoyl−CoA hydratase: RV2831−11.11

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3064C−13.59

MULTIDRUGS−TRANSPORT INTEGRAL MEMBRANE PROTEIN MMR: RV3065−13.59

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY DEOR−FAMILY): RV3066−13.59

log10(P) upstream meme1 2 log10(P.clust)=−6.35; 18 seqs; 13 uniq
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