Incorporation of LD information
into the GBV model
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Aim of the Study

Aincorporation of information on covariance between SNPs into GBV
model P ) — 1
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Data Set (animals)

Simulated data set from Xl QMAS Workshop 2008.

A 6 chromosomes

A 1000 SNPs per one chromosome

A 50 male and female ancestorsQ generation)

A 50 generations

A 4 generations M ISy20eLIS b LIKSy2(eL)S
i generation 0 Mvp YIFIESa yR mpn FTSYIfSa
I generations 13 M Tpn FYAYIFT A
i y=136 M 6c ve[as)b Lk2fteasSys

A generations (57) M IASy20eLIS AYTF2NXIFOGAZ2Y

T 400 animals each



Data Set (SNP selection)

SNP data sets:
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LD estimation
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LD estimation, Matrix norm

A r2 (Hill and Robertson, 1948 D2
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Maitrix norm - Frobenius Norm
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Norm
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LD matrix
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