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Genetic basis and evolutionary origin of migratory polymorphisms in salmonids

Koizumi, Itsuro
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This study examined the genetic basis and evolutionary origin of migratory
dimorphisms in salmonids (i.e., sea-run anadromous vs. stream resident), which is among the most
remarkable example of phenotypic polymorphism. More than 80 million DNA sequences were determined in 384
individuals of masu salmon and white-spotted charr. Genome-wide association analysis revealed 1-4
candidate genes related to migratory dimorphisms, but the effects of these loci were small. Compared to a
draft genome of rainbow trout, candidate loci were different among the 3 species of partially migratory
salmonids. This study indicates that salmonids have accomplished similar life history polymorphisms with
different genetic mechanisms.
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