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Searching for genomic regions associated with

conformation traits in the Pura Raza Espaiiol horse
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| INTRODUCTION |

Conformation is of great importance in equine breeds like the Pura Raza Espariol (PRE) horse, not only because it reflects
the horse’s appearance, but also for it's relationship with functionality, especially the classical dressage in this breed.

| OBJETIVE |

The aim of this study was to determine genomic regions associated with conformation traits and to identify
markers associated with 5 zoometric measurements in the PRE horse.

| MATERIALS AND ME'mops -
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RESULTS |

Our results showed 562, 27, 49, 168, and 70 significant SNPs associated with SiL, LB, DsD, TP and
PACB, respectively (p-value < 10). Furthermore, 17 common significant markers were found for all
traits, of which 14 SNPs were located on chromosome 3 and 3 SNPs on chromosome 17.
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CONCLUSIONS

In conclusion, although more studies are required to increase the number of animals and the number
of zoometric measurements analyzed, our findings indicated that genomic markers associated with
conformational traits are in regions on chromosomes 3 and 17.
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