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Evolution of fish diversity: An approach from comprehensive and
large-scale molecular phylogenetic analysis
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To illuminate the pattern of diversification of fishes, the biggest group in the
vertebrate with nearly 27,000 species, whole mitochondrial genomes of various fishes
have been sequenced. Extensive and intensive molecular phylogenetic analyses of the
sequence data obtained provided a number of findings affording various insights into
process of diversification of fishes on the earth.
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