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Abstract: To investigate the genetic basis of dressing percentage in broilers, a total of 264 Jinlinghua chickens wers selected
to measure their dressing percentage phenotypic values. Utilizing 10Xwhole genome resequencing technology, a genome-wide

association study (GWAS) was performed. The analysis identified 20 single nucleotide polymorphisms (SNPs) significantly
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associated with the dressing percentage on chromosomes 1, 4, and 11. Linkage disequilibrium analysis revealed three significant

haplotype blocks on chromosomes 1 and 11. Furthermore, individuals with the CC genotype at locus 4_35233727 exhibited a

significantly higher dressing percentage compared to those with CT and TT genotypes (P<0.01). Additionally, individuals with the

CC genotype at locus 11_7830618 showed a higher dressing percentage than those with CA and AA genotypes. These findings
suggested that the GPRIN3 gene at locus 4_35233727 and the ORC6 and VPS35 genes at locus 11_7830618 were potential

candidate genes influencing dressing percentage in broilers.
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