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MATERIAL: Animals

1227 HF bulls
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MATERIAL: Markers , Traits

MARKERS

Alllumina bovine snp50 beadchip
54 001 SNPs

18\46 267 tSNPs
MAFO 0 .c8lxate O90%

/Baverage call rate
99.66% (all SNPs), 99.75% (tSNPs)

/Baverage MAF
0.23 (all SNPs), 0.26 (tSNPs)

TRAITS
ADeregressed EBV (spring 2009)

Awiiik yield




METHODS: Linkage Disequilibrium

LD ESTIMATION

APLINK Purcell et al. 2007
Aanhased genotypes

ADairwise LD

/&Correlation coefficients between allele counts

A_inked SNPs



METHODS: Direct Genomic Value

SNP EFFECT ESTIMATION
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METHODS: Direct Genomic Value

SNP EFFECT ESTIMATION

A/ deregressed EBV for MY

y =& T Zq +e AJ general mean
Aq SNP
Az o i e 1.
/Be residual

COVARIANCE STRUCTURE
uncorrelated SNP 46 267x46 267
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METHODS: Direct Genomic Value

SNP EFFECT ESTIMATION

A/ deregressed EBV for MY

y =& T Zq +e AJ general mean
Aq SNP
Az o i e 1.
/Be residual

COVARIANCE STRUCTURE (chromosome diagonal)
correlated SNP 46 267x46 267

LD 2 0.80
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RESULTS: Linkage Disequilibrium structure
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