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Recent developments in DNA marker technologies, in particular the
emergence of Single Nucleotide Polymorphism (SNP) discovery, have
rendered some of the traditional methods of genetic research outdated.
Next Generation Sequencing and Whole Genome Selection in
Aquaculture comprehensively covers the current state of research in
whole genome selection and applies these discoveries to the
aquaculture industry specifically. The text begins with a thorough
review of SNP and transitions into topics such as next generation
sequencing, EST data mining, SNP quality assessment, and whole
genome se


