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AA CcC EE 3.0 5.0
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Strategy of whole genomic selection breeding and its application
prospect in aquaculture
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Abstract: Whole genomic selection breeding was introduced firstly by Meuwissen in 2001. It has attracted a lot of
attentions in animal breeding. The research groups in Austrilia, New Zealand, Netherland and United States suc-
cessfully utilized this method in the selection of Holstein cattle. The utilization of this method in chicken and
swine was also reported. However, in aquaculture animals, no related report was found. In this paper, conception
of whole genomic selection breeding was introduced firstly, secondly the advantage of this method was clarified,
and the strategy of this method was focused, the techniques applied in whole genomic selection breeding were also
summarized. Finally, the application of whole genomic selection in aquaculture animal was discussed; suggestions
were also given for the use of whole genomic selection breeding in aquaculture.
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