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hypothetical protein: RV2953−0.08
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50S ribosomal protein L6: RV0719−0.75

AMINE−TRANSPORT TRANSMEMBRANE PROTEIN ABC TRANSPORTER: RV0072−0.82

UTAMINE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV0073−0.82

IMMUNOGENIC PROTEIN MPT64 (ANTIGEN MPT64/MPB64): RV1980C−1.19

DNA topoisomerase I: RV3646C−1.27

GINE PERMEASE ANSP2 (L−ASPARAGINE TRANSPORT PROTEIN): RV0346C−1.47

HYPOTHETICAL PROTEIN SIMILAR TO JAG PROTEIN: RV3920C−1.82

hypothetical protein: RV1241−1.91

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0497−2.11

hypothetical protein: RV0433−3.51

PUTATIVE TUBERCULIN RELATED PEPTIDE: RV0431−3.51

glyceraldehyde−3−phosphate dehydrogenase: RV1436−5.97

phosphoglycerate kinase: RV1437−5.97

triosephosphate isomerase: RV1438−5.97

ve inner membrane protein translocase component YidC: RV3921C−6.17
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