A304 Phylogenetic study of a basidiomycetous yeast, Trimorphomyces
papilionaceus, based on the cox2 gene sequence of mitochondria
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The Clal/Xbal fragment of 11 kb size of a basidiomycetous yeast,
Trimorphomyces papilionaceus, has been sequenced. The fragment DNA carries
cox2, ndhl, varl-like ORF, ndh6, and 13 tRNA genes. Based on the sequence
alignment and homology comparison of amino acids deduced from cox2 genes,
the phylogenetic relationship of T. papilionaceus was inferred using the
PHYLIP package. The lineages of T. papilionaceus, Saccharomyces cerevisiae,
Podospora anserina-Neurospora crassa-Asperqillus nidulans, and the outgroup
Homo sapiens were developing separate evolutionary branches almost at a
common point, suggesting that they started branching almost at a same time.
The basidiomycetous yeast T. papilionaceus and the ascomycetous yeast §.
cerevisiae might have shared a common yeast stage temporarily at the very
beginning of their evolutionary stages, and then, 4. nidulans and N.
crassa-P. anserina lineages of filamentous fungi branched consequently
within ascomycetes,
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