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Objectives

Mining the genetic heterogeneity between Braunvieh and  

Fleckvieh
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Material

1 Cows
1 999 Fleckvieh (FLV), 985 Braunvieh(BSW)

2 SNPs
Geneseek Genomic Profiler HD BeadChip  

76 932 SNPs
74 762 SNPs (MAF 0.01; call rate 99 % )

3 Phenotype
total number of leg disorders until DIM 300t h  

EBV
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Methods/genome-wide association study (GWAS)
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Methods/EBV prediction

EAAP, 2019



Genome-Wide Association Study for Leg Disorders in Austrian Braunvieh andFleckvieh

Methods/GWAS model
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Results/GWAS
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Results/GWAS
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Results/GWAS

*False Discovery Rate

**ARS UCD1.2.assembly
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Methods/principal components analysis
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Methods/Local principal components analysis between  

breeds/ Machalanobis distance
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Comparison of LD patterns
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Methods/Differences in pairwise LD structure between  

breeds

(Garcia, 2012)
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Results/PCA/BTA1
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Results/PCA/BTA5
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Results/PCA/BTA6
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Results/PCA/BTA13
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Results/PCA/BTA16
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Results/PCA/BTA4
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Results/PCA/BTA14
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Results/PCA/BTA24
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Conclusions

1 Genetic heterogeneity in the number of leg disorders between  

Fleckvieh andBraunvieh

2 Differences in LD structure between Fleckvieh and Braunvieh  

in some genomic regions

3 Differences in LD structure partially explain genetic  

heterogeneity
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