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OBJECTIVE

METHODS GENETIC STRATEGY
Samples: 997 animals Pi×LR (11 batches – 2 farms)
Phenotypes: 
• Skatole (SKA) 
• Androstenone (AND)
• Human nose scores (HNS) at slaughterhouse & lab (0-1) 
• Weight (W) (~3 days before slaughtering)
Pedigree: 2822 animals (5 generations)

Variance components and breeding values were estimated 
using BLUPF90 family of programs.

RESULTS

Accuracy=0.73

CONCLUSION

In the case of boar taint studies, incomplete and insufficiently large data set is frequent. Targeted collection of more phenotypes 
is necessary for            • Reflecting correctly variability of the population         • Including genetic diversity (sampling of ≠ sires)

Results: Proposed strategy based on using a genetic model allowed adequate sampling in a disequilibrated and for
BT related compounds highly variable population improve accuracy of animal rankings for boar taint risk.
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Predicted vs measured 
by chemistry

+ -

• BT risk: Extrems + & -
• Boars with low risks of BT transmission

• EBV and/or HNS
• Diversity
• 6 CG (2 generations)
• 45 samples

* The corresponding sensory thresholds 
for SKA (200 ppm) and AND (2000 ppm)

Predicted
Actual Tainted Untainted

Tainted 18 8

Untainted 4 15
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Pigs EBV and 
ranks

HNS SKA AND

HNS 0.06 0.72 0.84

SKA 0.33 0.52 0.91

AND 0.25 0.56 0.06
Diagonal: h² ; Above: rp; Below: rg

y log(SKA) & sqrt(AND) (n=218); Σ(HNS) (n=997)
Xβ fixed environmental contribution (farm and 
batch (n=20))
Zu random genetic (animal) contribution (n=2822)
b(MW) regression on metabolic weight (W0.75)
e residual

Choices
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Genomics ↑ data

External validation

Complementary phenotype of BT
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y=Xβ+b(MW)+Zu+e


