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Topics

The e�ciency of the software regarding the size of the data

CPU memory usage and time

Di�erences with //////////currently (before EG) used national methods

Results using the attached test data set

Suchocki et al., Interbull 2018 2/17



The size of the data

Traits:

Protein yield (PRO) −h2 = 0.29

Non return rate of heifers (HCO) −h2 = 0.02

Animals:

31 968 individuals for PRO

29 458 individuals for HCO

Genotype:

46 267 SNPs after selection based on MAF > 1% and call rate
> 95%
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The size of the attached data

Animals:

345 individuals

Genotype:

35 573 SNPs
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The e�ciency of the software regarding the size of data - time
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The e�ciency of the software (attached data) - CPU
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The e�ciency of the software (PRO) - CPU
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The e�ciency of the software (HCO) - CPU
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The e�ciency of the software (attached data) - MEM
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The e�ciency of the software (PRO) - MEM
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The e�ciency of the software (HCO) - MEM
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The e�ciency of the software - VMEM
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DGV

SNP e�ect estimation:

y = µ+ Zq + ε,

y - deregressed EBV

µ - overall mean

q - random SNP e�ect ∼ N (0, I · σ̂2α
NSNP

)

NSNP = 46 267

Z = {−1, 0, 1}

ε - error term ∼ N (0,D · σ̂2ε )

D̂GV = µ̂+ Z · q̂
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DGV reliability

Calculation of reliability:

Rel = diag

{(
Q − σ̂2ε

σ̂2α
C 22

)
Q−1

}
,

C 22 - inverse of coe�cient matrix for MME

Q = ZZT 1
pbhet

pbhet - sum over all SNP of heterozygous genotype frequencies
in base population
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Reliability comparison - reference bulls
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Reliability comparison - candidates
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Thank you for your attention!
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