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Data: 3,160 animals belonging to a Nellore beef
cattle selection program, measured for post-

Figure 2. Allele substitution effects estimated by Bayesian multiple
regression (BMR), Bayesian ridge regression (BRR), Bayes A (BA), Bayes B
(BB), Bayes Cnt (BCrj and Bayesian Lasso (LASSO) for scrotal

weaning gain, scrotal circumference and muscle circumference.
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Statistical analyses: Allele substitution effects
were estimated by Bayesian multiple regression
(BMR), Bayesian ridge regression (BRR), Bayes A

Estimates of markers effects

(BA), Bayes B (BB), Bayes Cnt (BCn) and Bayesian 0
Lasso (LASSO) and molecular breeding values were :3’82
calculated by adding the estimates for all markers. 0.09 ||
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rank correlation were used to measure the strength
of the association of the molecular breeding values

Figure 3. Allele substitution effects estimated by Bayesian multiple
regression (BMR), Bayesian ridge regression (BRR), Bayes A (BA), Bayes B
(BB), Bayes Cmt (BCrmt) and Bayesian Lasso (LASSO) for muscle score.

estimated.
Table 1. Pearson (above diagonal) and Spearman (bellow diagonal)
correlations among molecular breeding values estimated by Bayesian
Results multiple regression (BMR), Bayesian ridge regression (BRR), Bayes A
(BA), Bayes B (BB), Bayes Cnt (BCmt) and Bayesian Lasso (LASSO).
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o BCn 0.95 1.00 0.88 0.81 0.97
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Figure 1. Allele substitution effects estimated by Bayesian multiple BRR 0.9 0.99 0.73 L.00 0.97
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regression (BMR), Bayesian ridge regression (BRR), Bayes A (BA), Bayes B BR 0.60 0.70 0.74 0.77 071
(BB), Bayes Cmt (BCrmt) and Bayesian Lasso (LASSO) for post-weaning gain. BCo 0.05 1.00 0.99 0.77 0.97
LASSO 1.00 0.97 0.99 0.71 0.97
®
Conclusion

Differences observed on markers effects estimates were due the shrinkage process applied by each analyzed
method. Under this study, estimates of molecular breeding value were almost equivalent when using BMR,

BRR, BCt and LASSO.
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