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glucose−6−phosphate isomerase: RV0946C−5.60

hypothetical protein: RV1982C−5.86

NAD−dependent deacetylase: RV1151C−8.30

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0229C−19.39

−ESTERASE) (ARYLTRIPHOSPHATASE) (PARAOXON HYDROLASE): RV0230C−19.39

PROBABLE ACYL−CoA DEHYDROGENASE FADE4: RV0231−19.39

log10(P) upstream meme1 2 log10(P.clust)=−12.99; 6 seqs; 5 uniq
c(0.5, 2.5)
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