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YANCNN = NP N 1 . Biosynthetic pathway of Aflatoxins in Asparagillus parasiticus.
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2. Comparison of the nucleotide and deduced amino acid sequences of the afIR genes of A. parasiticus and A. sojae.

A. The afIR gene of A. sojae contains a duplication of six nucleotides (underlined), forming a duplicated HA at His113 and Alal14.
B. The transition in the codon of Arg385 (double-underlined) results in the pre-termination of AfIR; the truncated protein lacks 62
amino acids, including the transcription-activating domain, at the carboxy-terminal end.
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