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Genetic basis of adaptive traits in stream salmonids: toward a large scale
population genomics
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This research established an effective population genomic framework using a
model system where long-term ecological data has been accumulated in 50 local populations over the
last two decades. | examined large dataset and selected 78 individuals from populations above vs.
below physical barriers and with early vs. late reproductive timing. Low coverage whole genome
sequence suggested a few candidate genes for affecting residency vs. migratory, as well as for
reproductive timing. This enables a cost-effective large scale population genomic analysis by
reduced-representation sequencing.
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