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Introduction Y Conclusion

Genomic selection strategies applied to complex traits like residual feed intake (RFI) could

A improve selection for feed efficiency in livestock. The aim of this study was to test whether
L9l combining information from genome-wide association studies (GWAS) and expression of genes
significantly associated (GSA) with RFI results could improve accuracy of genomic prediction.

Methodology
Data
A total of 2,190 Angus steers with estimated RFl and

imputed genotypes (50k and 770k} were uses. Further
information about the dataset, cakulation of RFl and
imputation is found in [1]. The RFI was adjusted for
contemporary groups (CG) as y;; = CG, + ¢

The use of top SNPs in combination with selected SNPs located inside GSA reduced the bias in
prediction compared with using only top SNPs from the independent GWAS set and slightly
increased the accuracy of prediction by 2%. Genomic prediction accuracy can be improved

when using selected SNPs from GWAS and GSA in larger datasets.

Results
* Moderate heritability was observed for 50k and 770k (0.26 and 0.27).
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* The number of top SNPs (-loglO(p-value) was larger for the 4CV strategy than the 4x4CV (Table 1). The number of ‘ -
\ SNPs selected based on the gene expression information were from 2,439 to 23, '
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* Higher accuracy was obtained for 4CV than the 4x4CV for 50k, 770k and Top, SNPs (Figure 1). The maximum benefit of 83
using top SNPswas of 0.01 and 0.02 for 4CV and 4x4CV, respectively, compare to the accuracy obtained using the 50k. ; I
*Larger bias was observed by using the 4CV strategy when 50k+Top SNPs were used compare with using only one 0 . Il l l . .
» GRM. Smaller bias (0.14) was obtained when GRM from SNP pre-selected from GSA and 50k were used with an a - we ;‘"‘:;:"";:’ ’“f“‘;‘:::’:‘;":"w"“"”' .
i\ increase of 0.01and 0.02in accuracy of prediction than 50k or 770k respectively. c.'::xm m“';xf;umf:,:w‘;:“ si:;;_":vz A0V ,,"‘n,’ ::‘Y:s) ,;M
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