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Development of a novel SNP genotyping system for geneti management of farmed red
sea bream
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In this study, genome-wide single nucleotide polymorphisms (SNPs) were
obtained from five cultured red sea ﬁream populations by GRAS-Di analysis. We obtained 187,568 to
98,047 SNPs from analysed populations, and selected 2,536 SNPs common to all populations by
filtering based on missing rate, minor allele frequency, and deviation from Hardy-Weinberg law. In
addition, we selected only SNPs that were more than 1 Mbp apart to avoid linkage disequilibrium, and
finally 255 SNPs were selected. We designed primers for amplify these SNPs and developed a
multiplex PCR system
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