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Selective breeding for juvenile survival in Chinese tongue sole (Cynoglossus semilaevis): Heritability
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Effects of dietary supplementation of Lactobacillus plantarum and Bacillus subtilis on growth
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Heritability of disease resistance to Edwardsiella tarda in olive flounder (Paralichthys olivaceus). a5 ;
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Prediction of genomic breeding values based on pre-selected SNPs using ssGBLUP, WssGBLUP and
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Novel insights into the selective breeding for disease resistance to vibriosis by using natural

outbreak survival data in Chinese tongue sole (Cynoglossus semilaevis). Aquaculture, 2020, 529,
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Estimation of heritabilities of disease resistance to Edwardsiella tarda and genetic correlations
between resistance and growth traits in Chinese tongue sole (Cynoglossus semilaevis). Aquaculture 2.2 7
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Expression analysis and characterization of dmrt2 in Chinese tongue sole (Cynoglossus semilaevis).
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Genetic parameters and genotype by environment interactions for growth traits and survival of olive
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