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Experimental Data
» milk sample of 1295 Holstein cows "] st s © GBLUP is suitable to study genetics
. first lactation between 215120 day .ol | ” of metabolic components
» half sibs (192 sires) on 18 farms e e ht ©® small to intermediate level of
- genotypes at 37 180 SNPs 7 2 inheritance, mainly due to additive
. pedigree with 23819 animals i liriisiiec genetic sources of variation
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important for milk traits or selected metabolites (see Melzer et
diseases al., Session 12)
Theory
@ S marker-based genetics Likelihood ratio tests® and FDR-corrected P-values
Ho: 05 =0vs. Ha: 05 >0 (polygenic)
2

additive dominance HO: o5 = O vs. HA: ()'g, >0 (dominance)

polygenic effects

RLRT ~ 150+ 1x2

Linear mixed model (GBLUP)? on log,-transformed metabolite

measurements with and pedigree (expected) Ho: 05=0A05=0vs. Ha: 05>0V 05 >0 (aadiive)
relationship was extended to include the correlation of dominance
deviations. RLRT ~ 180 + 3x3 + 1x2
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