
Proc. Assoc. Advmt. Anim. Breed. Genet. 22:429-432 

429 

A LOOK AT COMPUTATIONS FOR MULTIVARIATE SINGLE-STEP GENOMIC 

EVALUATIONS FITTING THE ‘HYBRID MODEL’ 

 

Karin Meyer 

 

Animal Genetics and Breeding Unit*, University of New England, Armidale NSW 2351, Australia 

 

SUMMARY 

Computational requirements for single step genomic evaluation fitting a hybrid between 

breeding value and marker effects models are examined for a simulated example.  It is demonstrated 

that such a model can accommodate large numbers of genotyped animals – readily allowing 

exploitation of large in-core memory and parallel processing capabilities available with modern 

hardware – and that a principal component parameterization for multivariate analyses of numerous 

traits is advantageous. 
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