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Response of biodiversity to environmental changes explored by comparative
analysis of demographic information in genomes
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We performed genome resequencing of 25 taxa among about 30 species of Oxera
and compared their population dynamics over the past several million years using the PSMC method. As
a result, we found that the populations of most species have increased due to the exploitation of
new niches associated with adaptive and divergent speciation. On the other hand, species adapted to

ultrabasic soils have maintained their small populations.

In addition, we estimated population dynamics in detail and accurately by low coverage genome
sequencing and stairway plot, and clarified the phylogenetic position of each species, population,
and individual by genome condensation decoding using MIG-seq method for 1370 samples of 38 species
including 11 new species candidates.
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