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nucleoside diphosphate kinase: RV2445C−0.02

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2272−1.32

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2273−1.32

hypothetical protein: RV2561−2.72

PROBABLE CONSERVED LIPOPROTEIN LPQI: RV0237−2.82

HILIN) (PPIASE) (ROTAMASE) (PEPTIDYLPROLYL ISOMERASE): RV2582−2.97

AMINE−TRANSPORT TRANSMEMBRANE PROTEIN ABC TRANSPORTER: RV2563−3.07

POSSIBLE CONSERVED LIPOPROTEIN: RV2585C−3.52

NE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER GLNQ: RV2564−4.11

PPE FAMILY PROTEIN: RV3738C−4.12

aspartyl/glutamyl−tRNA amidotransferase subunit C: RV3012C−4.17

ribonucleotide−diphosphate reductase subunit beta: RV3048C−5.45

ienoyl coenzyme A reductase) (4−enoyl−CoA reductase): RV1175C−5.65

hypothetical protein: RV1176C−5.65

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0361−5.70

hypothetical protein: RV0572C−6.63
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