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<scp>RAD<[scp> sequencing reveals genomewide divergence between independent invasions of the
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Fine-scale temperature-associated genetic structure between inshore and offshore populations of sea
scallop (Placopecten magellanicus). Heredity, 2019, 122, 69-80.
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crustaceans from ancient Lake Baikal, Russia. Genome, 2017, 60, 303-309. 2.0 22
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Fish community surveys in eelgrass beds using both eDNA metabarcoding and seining: implications for
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