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Genetic servey of escaped farmed red sea breamin major aquaculture area
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Red sea bream is a species for which intensive aquaculture and breeding have

been extensively developed. In this study, we used this fish species as a model to monitor escapee
around major aquaculture areas. Initially, to differentiate between farmed and wild fish, a single
nucleotide polymorphism (SNP) marker was developed, and a molecular genetic method was established
using this to identify escapee. An SNP panel was created using 249 SNP markers evenly selected from
across the genome. Upon evaluating the efficacy of this SNP panel, approximately 200 SNPs were
amplified with sufficient accuracy for analysis, allowing for the genetic discrimination between
farmed and wild fish. Investigations using this SNP panel on escaped fish showed that escapes were
frequently observed in aquaculture areas located inner bay.
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