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INTRODUCTION

?Challenge is to deal with genotyped and ungenotyped animals in 
marker-assisted breeding value estimation.

?Two possible solutions: 1) include ungenotyped animals into marker-
assisted breeding value estimation using predicted 
genotypes/haplotypes or 2) blend for genotyped animals conventional 
EBV with QTL effects using selection index.

OBJECTIVES

?To compare accuracy of marker-assisted breeding value estimation 
using predicted and observed haplotypes (Mablup) with blending 
conventional EBV and QTL-effects for genotyped animals using 
selection index.

MATERIAL AND METHODS

RESULTS

?The accuracy of total EBV with practical index weights (Ma-index pract) 
yielded lower accuracy than marker-assisted breeding value estimation 
(Mablup) due to too much emphasis on QTL-EBV (Table 1 and 2).

?With theoretical weights (Ma-index theor) the accuracy was slightly 
higher than with marker-assisted breeding value estimation (Mablup), 
but this is hard to achieve without knowing the true breeding values 
(Table 1). 
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CONCLUSION

?Blending QTL-EBV and conventional EBV requires careful 
calculation of selection index weights, whereas marker-assisted 
breeding value estimation does not require selection index 
weights.

?Marker-assisted breeding value estimation yields higher accuracy 
than blending conventional EBV with QTL-effects using a 
selection index based on realistic weights calculated from 
reliabilities and proportion of genetic variance explained by the 
haplotype.


