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Conclusion 
Genomic selection can greatly increase 

accuracy of  selection, compare with 

conventional selection.  

Objective 
To investigate the efficiency of  genomic 

prediction in Chinese triple-yellow  

chicken.  

Methods 
Genomic breeding value (GEBV) was predicted 

using GBLUP , Bayesian LASSO , and Bayesian 

mixture model with four distributions.  

assessed using a four-fold cross validation 

procedure for two scenarios.  

Scenario of  family sample: each test data set 

comprised two half-sib families  

Scenario of  random sample: randomly divided into 

four subsets.  

Accuracy of  GEBV was evaluated based on 

correlation between GEBV and corrected 

phenotypic value (Cor(GEBV,Yc)). 

Data 
511birds from 8 half-sib families.  

The Illumina Chicken 60K SNP Beadchip.  

Traits: Body weight at 6 w (BW6) and at 12 w 

(BW12), eviscerating percentage(EP), breast 

muscle percentage(BMP), leg muscle 

percentage(LMP). 

Results 

FFigure 1. Correlations between corrected 
phenotypic values and the genomic predictions 
for the birds in family sample 

Figure 2. Correlations between corrected 
phenotypic values and the genomic predictions 
for the birds in random sample 

The correlations between conventional pedigree 

index and corrected phenotypic value were close 

to zero in the scenario of  family sample, and 

ranged from 0.11 to 0.35 in the scenario of  

random sample.  

Cor(GEBV,Yc) ranged from 0.45 to 0.47 for the 

two growth traits, and from 0.18 to 0.26 for the 

three carcass traits in the scenario of  family 

sample, and the correlations were between 0.47 ~ 

0.52 and between 0.33 ~ 0.45 in the scenario of  

random sample.  

The differences between prediction accuracies of  

the three models were very small.  
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