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EMENTA 

Genomic selection in breeding plans using the Single-step method. 
 

 

 

PROGRAMA 

1.  Introduction to BLUPF90 family of programs: Animals model, Multiple trait model, 

Maternal models and Genomic model 

2. Introduction to genomic selection: simple models 

2.1 - Data simulation (including genomics) 

2.2 -  Methods based on SNP estimation (BLUP_SNP and BayesA, BayesB, BayesC etc.) 

3.  Genomic relationship matrix (G) 

4.  Theory of Single-step 

4.1 - Single-step for populations under selection. Bias, inflation, accuracy 

4.2 - Forming Single-step equations 

4.3 - Quality control for G 

5. Practical results with Single-step 

6. Experiences and future with ssGBLUP 

7. GWAS in Single Step 
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CRITÉRIO DE AVALIAÇÃO 

-  Avaliação por meio de atividades (exercícios) propostas em sala de aula; 

 

 


