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» Genomic prediction in admixed population context is challenging
- Differences in linkage disequilibrium
- Specific QTL effects across breeds

] Objective
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Results

Correlation of 0.5 for QTL effects Correlation of 0.1 for QTL effects

Same QTL effects

TGM1 BOGMZ  TGM2 BOGM3 TGM3

BOGM1

BOGM2 TGM2 BOGM3  TGM3

TGM1

BOGM1

TGM1 BOGM2 TGM2 BOGM3  TGM3

BOGM1

Models

Models

Models



I - s A GENONICS »
GENETICS AND GENOMICS

Results

Accuracy and bias in subsequent generation

Scenarios 1 0.5 0.1

Populations Accuracy Bias Accuracy Bias Accuracy Bias

TG TeG BOGM TGM BOGM TGM BOGM TGM BOGM TGM BOGM TGM BOGM TGM
1 2 0.476 0.610 0.823 0.922 0.504 0.339 1.104 0.831 0.460 0.208 1.191 0.643
1 3 0.456 0.548 0.793 0.898 0.455 0.285 1.093 0.764 0.419 0.172 1.179 0.567
2 3 0.557 0.608 0.980 1.010 0.719 0.594 1.010 1.033 0.749 0.576 0.993 1.018
2 4 0.494 0.563 0.907 0.985 0.685 0.535 1.009 0.988 0.714 0.510 0.982 0.960
3 4 0.541 0.607 0.977 0.988 0.713 0.588 1.004 1.020 0.748 0.569 0.986 1.012

3 5 0.480 0.561 0.918 0.971 0.675 0.527 0.990 0.975 0.723 0.516 0.992 0.988

TrG: Training generation, TeG: Test generation, BOGM: Breed of Origin Genomic Model, TGM: Traditional Genomic Model
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e BOGM outperformed TGM when the correlation between QTL effects was <1.

e Accuracy of TGM was higher than BOGM when QTL effects were identical.

e Prediction bias was only observed when the first generation was used for training.
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