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Can epigenomics and transcriptomics 
help us better predict traits?



Genomic prediction

Ø 443 DanBred pigs
◦ Duroc
◦ Landrace
◦ Yorkshire

Ø Traits
◦ Average daily gain
◦ Residual feed intake
◦ Backfat thickness

Strength

Ø Genotypes (10K SNP)

ØMuscle tissue
◦ Epigenomics (DNA methylation)
◦ Transcriptomics (gene expression)
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* We thank LF, Breeding & Genetics (DAFC F.m.b.A.) for the study data
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Sources of variation
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Multi-breed prediction accuracies
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Across-breed prediction accuracies
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Conclusions

1. Transcriptomics provided the greatest improvement in prediction.

2. DNA methylation also showed a predictive signal, but its 
contribution was smaller.


