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Abstract

A review of statistical methods in quantitative genetics, starting from the seminal contributions
of Fisher, Wright and Haldane is presented. Statistical procedures, ranging from path analysis
and analysis of variance to Bayesian approaches are presented in a sort of evolutionary
framework. Challenges posed by massive phenotypic and genomic data are indicated, and the
question of whether or not parametric methods can deal adequately with complexity is raised.
The potential of reproducing kernel methods and machine learning approaches is illustrated with
animal breeding data, and their possible usefulness in personalized medicine is indicated.



