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malate synthase G: RV1837C−0.87

aminotransferase AlaT: RV0337C−1.19

hypothetical protein: RV2468C−1.40

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2732C−1.41

ONSERVED HYPOTHETICAL ALANINE, ARGININE−RICH PROTEIN: RV2733C−1.41

gen MPT−32) (45−kDa glycoprotein) (45/47 kDa antigen): RV1860−1.41

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3277−1.74

Probable peroxiredoxin AhpE: RV2238C−1.75

hypothetical protein: RV2239C−1.75

PROBABLE MEMBRANE GLYCINE AND PROLINE RICH PROTEIN: RV1097C−2.01

fumarate hydratase: RV1098C−2.01

aspartate−semialdehyde dehydrogenase: RV3708C−2.63

aspartate kinase: RV3709C−2.63

malate dehydrogenase: RV1240−3.68

IBLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL3: RV0206C−4.58

gamma−glutamyl phosphate reductase: RV2427C−4.68

log10(P) upstream meme1 2 log10(P.clust)=−2.20; 16 seqs; 12 uniq
c(0.5, 2.5)
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