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Introduction

v Genomic breed composition (GBC) of an individual animal refers to the partition of its genome according to the inheritance from its ancestors or ancestral breeds.

¥ Various statistical methods have been proposed to estimate GBC (Pritchard et al, 2000; Tang et al., 2005; Bansal and Libiger, 2015; Frkonja et al,, 2012), but the interpretations of
estimates have varied across methods. For example, linear regression estimated the GBC of an individual by adjusted regression coefficients of coded genotypes of each animal as the
progeny on the ancestral allele frequencies (Chiang et al., 2010; Kuehn et al., 2011; VanRaden and Cooper, 2015).

¥ The admixture model, which postulates that an observed genotype is an instance of a multinomial distribution with the genotype probability being a mixture of those of their
ancestors. In this case, the GBC of an individual animal is estimated by the weights of the admixture ( Bansal and Libiger, 2015).

¥ In the present study, we proposed the use of path analysis to decompaose the causality relationships between composite (or crossbred) animals and their putative ancestors (or
reference breeds) and to estimate GBC of individual animals in terms of the relative determination of respective ancestral (or reference) breeds.
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