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PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3737−0.03

TIONAL REGULATORY PROTEIN (PROBABLY ARAC/XYLS−FAMILY): RV3736−0.03

POSSIBLE CONSERVED ALANINE RICH MEMBRANE PROTEIN: RV3657C−0.05

hypothetical protein: RV1191−0.36

hypothetical protein: RV3655C−0.54

hypothetical protein: RV2205C−0.56

POSSIBLE METHYLTRANSFERASE/METHYLASE (FRAGMENT): RV0520−2.08

POSSIBLE GLYCOSYL TRANSFERASE: RV2962C−2.19

2−dehydropantoate 2−reductase: RV2573−2.94

hypothetical protein: RV2569C−3.13

hypothetical protein: RV3013−3.39

SERVED HYPOTHETICAL ALANINE AND ARGININE RICH PROTEIN: RV2917−4.31

ERASE) (RNA ADENYLATING ENZYME) (POLY(A) POLYMERASE): RV3907C−4.45

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2959C−4.81
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