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CRIPTIONAL REGULATORY PROTEIN (PROBABLY GNTR−FAMILY): RV0043C−0.91

hypothetical protein: RV2033C−1.44

PROBABLE ACYL−CoA DEHYDROGENASE FADE15: RV1467C−4.57

PPE FAMILY PROTEIN: RV0755C−4.69

 dehydratase gmdA (GDP−mannose 4,6 dehydratase) (GMD): RV1511−4.73

probable nucleotide−sugar epimerase epiA: RV1512−4.73

hypothetical protein: RV1513−4.73

hypothetical protein: RV3179−5.15

PROBABLE MONOOXYGENASE: RV0892−5.73

hypothetical protein: RV2670C−6.11

uridylate kinase: RV2883C−9.11

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2884−9.11
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