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Did the reverse colonization of plants based on multiple collisions of the
proto-lzu Islands produce a biodiversity hotspot region in Japan?

ABE, Harue

3,800,000

Repeated collisions between oceanic islands and mainland Jaﬁan, through
movement of tectonic plates, have generated a biodiversity hotspot in Japan. As the plate
continued to move, these islands collided with the main Japanese islands. This proposes a
biogeographic scenario that, in the past, mainland species colonized newly forming volcanic islands
and then underwent independent processes of community assembly, adaptive evolution, and speciation.
When this volcanic arc collided with the mainland, these island-adapted species came into contact
with their mainland evolutionary cousins.

We reported a review of the published population phylogenies of plant taxa. We formulate the
hyﬁothesis that the pattern of repeated secondary contact of mainland and island sister species, and
their subsequent interactions, have generated a biodiversity hotspot in Japan.
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RAD-seq (Restriction Associated DNA tag sequencing)
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