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BTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−1): RV3883C−0.37

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2219−0.56

hypothetical protein: RV2432C−7.99

hypothetical protein: RV2433C−7.99

short chain dehydrogenase: RV2214C−10.43

dihydrolipoamide acetyltransferase: RV2215−10.43

hypothetical protein: RV2216−10.43

lipoyltransferase: RV2217−10.43

lipoyl synthase: RV2218−10.43
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