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Supplementary Information
Supplementary Figure S1. Principal component analysis of animals based on the first two principal components using the SNP information to evaluate the extent of the population structure in the IZ population (NeC – Nelore Control; NeS – Nelore Selection; and NeT – Nelore Traditional).

Supplementary Figure S2. Genetic correlation between feed efficiency-related traits in IZ population and Ward’s hierarchical clustering of genetic correlation for feed efficiency-related traits. ADG – average daily gain; FE – feed efficiency; RFI – residual feed intake; DMI – dry matter intake.


Supplementary Figure S3. Relationship between Pearson correlation of adjusted phenotype and genomic breeding value obtained using forward validation and heritability estimates for feed efficiency related traits. STGBLUP – single trait GBLUP, BayesA – Bayesian A, BayesB – Bayesian B, BayesC – Bayesian C, BL – Bayesian Lasso, BRR – Bayesian ridge regression, MTGBLUP – multi-trait GBLUP, MLNN – Multilayer neural networks, and SVR – support vector machine regression using a radial basis kernel.


Supplementary Figure S4. Distribution of animals in training (red) and validation (blue) population for forward validation scheme, obtained by PCA based on the genomic matrix [A]. Genomic relationships among animals in training and validation used to assess the predictive ability for feed efficiency related traits in Nellore cattle [B]. The red line indicates the mean of genomic relationship among animals in validation and training set.
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