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PE−PGRS FAMILY PROTEIN: RV3344CNA

glucose−6−phosphate isomerase: RV0946C−1.70

short chain dehydrogenase: RV0851C−2.56

short chain dehydrogenase: RV1928C−2.65

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV1707−2.98

hypothetical protein: RV1930C−3.61

hypothetical protein: RV3178−3.85

log10(P) upstream meme1 2 log10(P.clust)=−2.89; 7 seqs; 7 uniq
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