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Illumina bovine snp50 beadchip

Å54 001 SNPs

46 267 tSNPs

ÅMAF Ó 0.01

Åcall rate Ó 90%

average call rate

Å99.66% (all SNPs)

Å99.75% (tSNPs)

average MAF

Å0.23 (all SNPs)

Å0.26 (tSNPs)
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MARKERS



All traits subjected to the national evaluation

production

Å3

udder health

Å1

conformation

Å21

fertility

Å4

... except functional longevity
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TRAITS
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ANIMALS
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Å2008 training data set 1 227 bulls
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ANIMALS

Å2009 prediction data sets 55 + 80 bulls

Å2010 training data set 2 000 bulls
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SNP EFFECTS

SNP effect estimation

Åy deregressed EBV

Åµ general mean

Åq SNP

ÅZ Í{ -1, 0, 1 }

Åe residual

covariance structure

q 46267 x 46267 e                   1227 x 1227
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DGV and GEBV

DGV Ÿ 

GEBV Ÿ

SNP genotypes (DGV)

ancestors (PI)

~ genomic relationship matrix Q


