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Genomic models have their likelihood misspecified to that of the true model that

generates a phenotype.

Misspecification: SNP-derived covariance structure, instead of QTL-derived.

Representation of covariance structure of the data may be incorrect.

This may lead to wrong inferences about variance parameters.

Sequential statistics:

I Tool to evaluate potential bias of heritability estimates.

I Combine information from GBLUP to observed phenotypes.

Simulations of several different scenarios (genetic architecture of trait).
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