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A species complex of western Pacific abalones is classified into three
putative species including two subspecies: H. discus discus (Kuro), H. d. hannai (Ezo), H. madaka
(Madaka), and H. gigantia (Megai), and the Kuro, Madaka, and Megai show same distribution.
Morphological and ecological characteristics suggested that Kuro/Ezo, Madaka, and Megai are distinct

species, respectively, but they are genetically close and can produce viable F1 hybrids. We
performed population genomic analyses for these species by whole genome resequencing and GRAS-Di.
Phylogenetic and clustering analyses demonstrated clear genetic divergences among Ezo/Kuro, Madaka,
Megai. Our analyses also detected allele sharing of nuclear genomes among species, and demographic
modeling estimated that the evolution of their reproductive isolation has proceeded with gene flow.
We identified genomic regions showing the signals of divergent selection between Ezo/Kuro and
Madaka, which may be associated with speciation.
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