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The pen shell Atrina pectinata sensu lato distributed in Japan is classified

into two forms according to the shell morphs, i.e., scaly (SC) and non-scaly (NS). The two forms
are thought to be different species; however, individuals with ambiguous and/or intermediate shell
morph have frequently been found in Seto Inland Sea, where both SC and NS occur in sympatry. We
consider that such ambiguous shells are derived from hybridization/introgression between the two
species. This issue, however, has not been studied in detail heretofore. Thus, we assessed the
possible occurrence of hybridization/introgression between SC and NS based on single nucleotide
polymorphisms. Our results evidenced ongoing hybridization/introgression in Stouchi Inland Sea, as
Fls, F2s, and bi-directional backcrosses were detected there.
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