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hypothetical protein: RV0595C−0.11

hypothetical protein: RV0596C−0.11

LASE EPHA (EPOXIDE HYDRATASE) (ARENE−OXIDE HYDRATASE): RV3617−1.53

POSSIBLE MONOOXYGENASE: RV3618−1.53

hypothetical protein: RV3237C−2.30

 AND ALANINE AND VALINE RICH PROTEIN ABC TRANSPORTER: RV2686C−4.14

RANE LEUCINE AND VALINE RICH PROTEIN ABC TRANSPORTER: RV2687C−4.14

BIOTIC−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER: RV2688C−4.14

hypothetical protein: RV1364C−6.33

hypothetical protein: RV2516C−7.56

hypothetical protein: RV2517C−7.56

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV0653C−8.14

PROBABLE DIOXYGENASE: RV0654−8.14

chromosome replication initiation inhibitor protein: RV1985C−10.28

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV1986−10.28

IONAL REGULATORY PROTEIN NADR (PROBABLY ASNC−FAMILY): RV0212C−10.38

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV0213C−10.38

acyl−CoA synthetase: RV0214−10.38
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