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homoserine O−acetyltransferase: RV3341−4.13

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV3342−4.13

O−acetylhomoserine aminocarboxypropyltransferase: RV3340−4.13

hypothetical protein: RV2418C−6.76

hypothetical protein: RV2417C−6.76

BABLE PHOSPHOGLYCERATE MUTASE (PHOSPHOGLYCEROMUTASE): RV2419C−6.76

hypothetical protein: RV2420C−6.76

hypothetical protein: RV2422−6.76

hypothetical protein: RV2619C−14.59

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2620C−14.59

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2621C−14.59

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2622−14.59

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0135C−15.59

PROBABLE CYTOCHROME P450 138 CYP138: RV0136−15.59

log10(P) upstream meme1 2 log10(P.clust)=−9.69; 14 seqs; 7 uniq
c(0.5, 2.5)
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