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Fig. 2. Sequence of the 3440 bp plasmid pIA50 (GenBank accession number is AF005040) and subsequent sequence of the putative open reading
frame. Translation start site 1 (indicated by the symbol |) is postulated to be the hypothetical start to the largest open reading frame of the met-
6" gene (Table 1) at position + 1 of the largest open reading frame. Translation start site 2 (indicated by the symbol V) is postulated to be a sec-
ond hypothetical start site, 102 nucleotides smaller than the largest open reading frame of me#-6" gene (Table 1). The single underlined areas
refer to the two primers used to amplify the wild-type or mutant PCR products of 2.2 kb from genomic template DNA. At position +400 of the
largest open reading frame (indicated by the symbol |} and square box), the triplet codon TCC of plasmid pIA50, 74-OR23-14. Lindegren A and
Emerson, giving rise to serine, is a CCC triplet codon in me?-6 mutant, giving rise to proline. This is the site of mer-6 mutation. The 5’ end of
the three cDNA clones occur at position + 182 of the largest open reading frame and is postulated to be truncated and not to be the true 5’ end
of the cDNA. The cDNA clone 3’ end occurs at position + 1858 of the largest open reading frame and is followed by a 20-25 nucleotide
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