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Genome size evolution with drastic chromosome basic number change in ferns

Ebihara, Atsushi
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Chromosome basic numbers in ferns were used as a clue to infer evolutionary
processes. By combining those with molecular phylogenetic hypotheses, it became possible to clarify
the existence of lineages consisting of closely related species with quite different basic
chromosome numbers. The results of DNA content measurements on these materials revealed cases with
greatly different basic chromosome numbers, but no significant changes in DNA content. This suggests

that chromosome fusion has occurred repeatedly during the evolutionary process, especially in the
genus Hymenophyl lum.
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