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Elucidation of the influence of differences in epiphytic substrates on the
dispersal ability and geographical genetic structure of seaweeds

Hanyuda, Takeaki
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The dispersal ability and geographical distribution of several macro algal
species were investigated, based on the differences in genetic diversity between and within regional
populations. The macro algal species, that are widely distributed along the coast of Japan, and
whose main epiphyte substrates differ among closely related species, were focused. The aim was to
clarify the genetic structure and the effects of different epiphyte substrates. As the results of
genetic analyses, no geographical genetic structure was observed in Petalonia fascia. On the other
hand, P. binghamiae, a closely related species, had a clear geographical genetic structure.
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The macroalgal culture collection in Kobe University (KU-MACC) and a comprehensive molecular 2022
phylogeny of macroalgae based on the culture strains
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