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In search of genes related to the life-history polymorphism in the Japanese eel
Anguilla japonica: a population genomics approach
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Based on population genomics with single nucleotide polymorphisms (SNPs),
the present study aimed to identify genomic regions (genes) that distinguish between two ecotypes of
Japanese eels Anguilla japonica, i.e., sea-resident and river-resident types. In the most
informative SNP set (20 SNPs) in separating the two ecotypes, one SNP was located at the position
near genes associated with the regulation of the mechanosenstive sodium channels and
proton-activated chloride channel. Those genes that are potentially involved in adapting to

differences in salinity (sea and river environments) may play an important role in the occurrence of
the ecotypes.
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