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The genetic architecture of anadromous migration in pufferfish
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Relatively little is known of the genetic basis of migration, despite the
knowledge for migration from physiological and ecological studies has been accumulated. The Takifugu
genus consists of ~20 species and has diverged in many traits. Notably two species have evolved anadromy,
a diversification from marine ancestors-a trait seen in the rest of this genus. As these species are
amenable to genetic mapping study, the Takifugu genus provide an excellent opportunity to gain insight
into the genetic basis of migration.Using crosses derived from anadromy pufferfish and marine pufferfish,
we perform a quantitative trait locus analysis to identify the number, position, and relative
contribution of genetic effects on the tolerance for freshwater that is associated with the anadromy life
history. We also performed comparative genomic analyses of Takifugu fish containing two anadromy species
and nine marine species, to search for anadromy-specific changes In genomic DNA sequences.
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