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−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER CYSA1: RV2397C−0.45

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER CYSW: RV2398C−0.45

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER CYST: RV2399C−0.45

PROBABLE SULFATE−BINDING LIPOPROTEIN SUBI: RV2400C−0.45

methylaminomethyl−2−thiouridylate)−methyltransferase: RV3024C−0.60

30S ribosomal protein S9: RV3442C−1.27

50S ribosomal protein L13: RV3443C−1.27

PPE FAMILY PROTEIN: RV3739C−1.29

hypothetical protein: RV2226−1.43

peptidyl−tRNA hydrolase: RV1014C−2.77

50S ribosomal protein L25/general stress protein Ctc: RV1015C−2.77

malate synthase G: RV1837C−2.80

amidase: RV2888C−3.13

elongation factor Ts: RV2889C−3.13

30S ribosomal protein S2: RV2890C−3.13

ketol−acid reductoisomerase: RV3001C−3.40

acetolactate synthase 3 regulatory subunit: RV3002C−3.40

acetolactate synthase 1 catalytic subunit: RV3003C−3.40
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