Genomic selection in Polish Holstein

Joanna Szyda
Wrocgaw Universi-t

Andrzejt ar nec ki
National Research Institute for Animal Production

Stani Kgmamw@Es Kk i
University of Warmia and Mazury



AN

1. Material

2. Methods

3. Results

4. Future

A markers
A traits
A animals

A DGV estimation model
A GEBV
A reliability

A GEBV
A candidate genes




MARKERS

/ lllumina bovine snp50 beadchip
A 54 001 SNPs el

46 267 tSNPs
AMAF O 0.01

Acall rate

average call rate

A 99.66% (all SNPS)
A 99.75% (tSNPs)

average MAF
A 0.23 (all SNPs)

A 0.26 (tSNPs)

markers



TRAITS

/ All traits subjected to the national evaluation
production
A 3
udder health
A1
conformation
A 21

fertility

A 4 /
... except functional longevity |
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A’ZOO9 prediction data sets 55 + 80 bulls
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SNP EFFECTS
/ SNP effect estimation
Ay deregressed EBV
vyv=p+Zgq+e Ap  general mean
A g SNP
Az 1{-1,01}
A e residual

covariance structure
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DGV and GEBV

% |
/ DGV Y

GEBV Y [Tpegv Tpi] [rmv l'Dle'Pl] [DGV

~ genomic relationship matrix Q

DGV GEBV reliability



