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Research Advances in ATAC-seq Technology for Key Poultry Traits

LI Shaoming]’z, KE Wentao'?, LIANG Hao'?, DONG Tianshu'?, FANG Chun',
TIAN Guangming', PI Jinsong’, YOU Lei’", WU Yan™

(1.College of Animal Science and Technology, Yangtze University, Hubei Jingzhou 434025, China;
2.Hubei Academy of Agricultural Sciences, Institute of Animal Husbandry and Veterinary Medicine; Hubei
Key Laboratory of Animal Embryo Engineering and Molecular Breeding, Hubei Wuhan 430064, China;
3.College of Urban Construction, Yangtze University, Hubei Jingzhou 434025, China)

Abstract: Poultry, as economically important species in global animal husbandry, exhibit critical epigenetic regulation
governing their growth, reproduction, and disease resistance. In recent years, the emergence of Assay for Transposase-
Accessible Chromatin using sequencing (ATAC-seq) technology has provided a pivotal technical tool for deciphering
epigenetic regulatory mechanisms in poultry. This review summarizes research advances in ATAC-seq applications for
investigating poultry growth and development, reproductive traits, and disease-related studies. It further serves as a reference
for future investigations into chromatin accessibility and gene expression regulation, offering valuable insights for epigenetic
research in avian species.
Keywords: Poultry; ATAC-seq; Chromatin accessibility; Growth and development; Reproductive traits; Poultry diseases
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