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hypothetical protein: RV0064−0.71

BLE SERINE PROTEASE PEPD (SERINE PROTEINASE) (MTB32B): RV0983−1.56

OTEIN) (PHS) (PTERIN CARBINOLAMINE DEHYDRATASE) (PCD): RV0984−1.56

ribonuclease III: RV2925C−3.22

hypothetical protein: RV2926C−3.22

O−sialoglycoprotein endopeptidase: RV3419C−5.13

hypothetical protein: RV3422C−5.13

alanine racemase: RV3423C−5.13

hypothetical protein: RV3407−5.31

hypothetical protein: RV3408−5.31

hypothetical protein: RV1367C−5.95
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