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Establishing a novel method of molecular phylogenetic analysis based on
comprehensive sequence data from a single gene to the whole genome

TODA, Masanori
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We developed a novel method of molecular phylogenetic analysis that enables us to
employ comprehensive data of DNA sequences of various genes in the skeleton framework of whole genome
sequences, and applied it to the family Drosophilidae as a model group of organisms. The inferred
phylogeny was highly resolved, corroborating the efficiency of the novel methodology. Especially, as to
the largest genus Drosophila of which phylogeny has not fully been resolved, several important new
findings have been brought, which will lead to fundamental changes in the framework of taxonomic and
evolutionary studies on the Drosophilidae.
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