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Material & Methods
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Results

Significant results (QTL) for 15 of the 16 MA Compared to GWAS, meta-analyses highlights:

Morphology 1) a larger number of QTL,
w0 MSTN gene on chrom. 2 2) QTL more frequently located in genomic regions
e ) with effects on growth and meat/carcass traits
* reported in CattleQTLdb,
3) a smaller number of variants within the QTL,
o ——r 4) variants more frequently located in genes.
Carcass Candidate variants located in genes including
i LCORL gene on chrom. 6 MSTN, LCORL, PLAG1, HS6ST1, HERC2, WDR75,
. <) COL3A1, SLIT2, MED28, and ANKAR
N . Some of these variants overlap with expression or
R QP TRRPTRE T T U 1Y ORI CEN IR T IV WP £ - T Y splicing QTL reported in CattleGTEx and could
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Conclusions

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
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