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Abstract; The candidate genes involved in the regulation of key traits can provide crucial genetic targets for genetic improvement work. In
this experiment, fibroblast growth factor receptor 2 (FGFR2) of the backfat—thickness—trait—related candidate gene was selected. Firstly,
PCR amplification and direct sequencing of PCR products were used to screen for SNP sites in the exon regions of the FGFR2 gene, and then
analysis of the association between the genotype and the backfat thickness level was performed. Further, protein expression of FGFR2 in the
heart, lungs, kidneys, and muscle tissues of the Large White pig population was detected using Western blotting. The results were as follows ;
A total of four SNP sites were determined in the FGFR2 gene of the Large White pig, including one missense mutation ( g. 131275771A>T) ,
one synonymous mutation ( g. 131207101T>C), and two intronic mutations ( g. 131246599A >C, g. 131206870A >G ). Moreover, the
FGFR2-encoded protein was expressed in all tissues, with significantly higher expression in the heart, compared with the lungs, kidneys,
and longissimus dorsi muscle. In summary, the FGFR2 gene has SNP sites associated with backfat thickness in Large White pigs, and the
protein encoded by this gene is differentially expressed in different tissues, indicating that the gene may be involved in the regulation of back-

fat thickness traits in pigs.
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