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ssGBLUP x Multistep Number of genotyped
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Which animals should be Which animals should be

genotyped? genotyped?
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Lots of genotyped animals
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Base and non-base animals
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Indirect prediction for young

* Young animals
* Genotyped

* No phenotypes

Interim evaluations for young animals

Indirect prediction for young
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Indirect prediction for young

ALL ALL  ALL

Pedigres | | R Y SNPs

ecords Y
yield progeny N l

deviation contribution
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Indirect prediction for young

PWG

Predictive Ability
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O ssGBLUP

O Modified BLUP

O Genomic is added to improve evaluations

O Ready for thousands — millions of genotyped

O Easy to implement — modification in relationships

O Flexible for interim evaluation of young animals

O Suitable for genetic evaluation of Beef Cattle
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