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PE FAMILY PROTEIN: RV1214C−0.12

NSERVED HYPOTHETICAL ALANINE AND PROLINE−RICH PROTEIN: RV3192−0.48

hypothetical protein: RV0150C−1.03

TRANSFERASE (SUBUNIT BETA) ACCD3 (ACCASE BETA CHAIN): RV0904C−1.72

amidase: RV3175−2.06

POSSIBLE MEMBRANE PROTEIN: RV0090−2.10

hypothetical protein: RV1673C−2.61

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1674C−3.19

nicotinate phosphoribosyltransferase: RV0573C−3.55

OBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: RV1672C−3.55

hypothetical protein: RV0371C−3.55

hypothetical protein: RV0372C−3.55

PROBABLE CARBON MONOXYDE DEHYDROGENASE (SMALL CHAIN): RV0374C−3.55

ROBABLE CARBON MONOXYDE DEHYDROGENASE (MEDIUM CHAIN): RV0375C−3.55

PROBABLE THIOREDOXIN THIX: RV0816C−3.61

 DNA BINDING TRANSCRIPTIONAL REGULATORY PROTEIN TCRA: RV0602C−3.64

PE FAMILY PROTEIN: RV2328−5.63

log10(P) upstream meme1 2 log10(P.clust)=−2.79; 17 seqs; 14 uniq
c(0.5, 2.5)
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