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By identifying candidate genes and potential causal variants associated with beef production traits in 

cattle, meta-analysis demonstrates great potential for investigating underlying biological mechanisms

The H2020 BovReg project

20 partners from 14 

countries

11 WP incl. WP4:  Integrative

analysis of genotype-phenotype

Objectives of the present study
GWAS and meta-analyses from whole-

genome sequences (WGS) for beef traits

 GWAS by 

each partner

from imputed

WGS (GCTA)

 Sequence-based

GWAS meta-analyses 

(METAL)

Compared to GWAS, meta-analyses highlights:

1) a larger number of QTL, 

2) QTL more frequently located in genomic regions 

with effects on growth and meat/carcass traits 

reported in CattleQTLdb, 

3) a smaller number of variants within the QTL, 

4) variants more frequently located in genes.

Candidate variants located in genes including 

MSTN, LCORL, PLAG1, HS6ST1, HERC2, WDR75, 

COL3A1, SLIT2, MED28, and ANKAR

Some of these variants overlap with expression or 

splicing QTL reported in CattleGTEx and could 

therefore regulate gene expression. 

This project has received funding from the European Union’s Horizon 2020

research and innovation programme under grant agreement 815668

* marie-pierre.sanchez@inrae.fr

mailto:marie-pierre.sanchez@inrae.fr

