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RV1513CNA

30S ribosomal protein S6: RV0053−0.08

NSERVED POLYKETIDE SYNTHASE ASSOCIATED PROTEIN PAPA2: RV3820C−2.22

hypothetical protein: RV3488−2.76

hypothetical protein: RV3707C−3.40

hypothetical protein: RV2240C−3.49

single−strand DNA−binding protein: RV0054−3.60

50S ribosomal protein L36: RV3461C−5.28

translation initiation factor IF−1: RV3462C−5.28

short chain dehydrogenase: RV2129C−5.44

PPE FAMILY PROTEIN: RV3135−5.57

PROBABLE LIPOPROTEIN LPPU: RV2784C−6.29

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSA: RV2931−7.70

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSB: RV2932−7.70

LPTHIOCEROL SYNTHESIS TYPE−I POLYKETIDE SYNTHASE PPSC: RV2933−7.70

hypothetical protein: RV0061−9.19
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