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1- Best Linear Unbiased Prediction (BLUP)
3 -Quantitative Trait Loci (QTL)
5- Least Absolute Selection and Shrinkage operator

2- Sngle Nucleotide Polymorphism (SNP)
4- Linkage Disequilibrium (LD)
6- Genomic- BLUP (GBLUP)
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1- Minor Allele Frequency (MAF)
3- Burn-in Period
5- Metropolis-Hastings

2- Gibbs Sampling
4- Stochastic Search Variable Selection (SSVS)
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1- Markov Chain Monte Carlo (MCMC)
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Abstract
Genomic selection combines statistical methods with genomic data to predict genetic values
for complex traits. The accuracy of prediction of genetic values in selected population has a

great effect on the success of this selection method. Accuracy of genomic prediction is highly
ependent on the statistical model used to estimate marker effects in reference population.
Various factors such as density markers, reference population and genetic architecture affect
choosing the best model for andysis. The aim of this study was to evaluate methods for
genomic selection in the Iranian Holstein population. Four Bayesian linear regression models,
Bayes-A, Bayes-B, Bayes- Cp , Bayesian-LASSO and a genomic linear method (GBLUP) were
compared using stochastic simulation across three types of reference population and a range of
numbers of quantitative trait loci (QTL) in two classes of marker density. Bayesian methods had
a higher accuracy than GBLUP especially when the number of loci was low and data from other
population were used. Construction of reference population by bulls and cows together with
aatlafr.om other populations and using Bayes B is suggested for genomic selection in Iranian
olstein.
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