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Scientific Reports, 2021, 11, 6464.
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e0234803.

Genetic analysis of body weight in wild populations of medaka fish from different latitudes. , 2020, 15, o
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e0234803.

Genetic analysis of body weight in wild populations of medaka fish from different latitudes. , 2020, 15,
20234803. °

Analyses of single nucleotide polymorphisms identified by ddRAD-seq reveal genetic structure of tea
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