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hypothetical protein: RV1929C−0.00

hypothetical protein: RV3732−0.03

hypothetical protein: RV2413C−0.76

POSSIBLE phiRv2 PROPHAGE PROTEIN: RV2654C−0.84

POSSIBLE phiRv2 PROPHAGE PROTEIN: RV2655C−0.84

POSSIBLE phiRv2 PROPHAGE PROTEIN: RV2656C−0.84

PROBABLE phiRv2 PROPHAGE PROTEIN: RV2657C−0.84

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2887−1.06

hypothetical protein: RV3182−1.06

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV3183−1.06

hypothetical protein: RV0750−1.29

ABLE TRANSCRIPTIONAL REGULATORY PROTEIN (GNTR−FAMILY): RV0586−1.67

NSERVED HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE2A: RV0587−1.67

hypothetical protein: RV2103C−1.93

hypothetical protein: RV2104C−1.93

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0827C−2.38
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