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Abstract; Single cell RNA sequencing ( scRNA-seq) is a high—throughput sequencing technique at the single cell level, which can be
used to study the heterogeneity of gene expression in specific cell subsets, help us to identify unknown or rare cell types, and lay a foundation
for further research. With its progress, the scRNA-seq technology has been widely used in the fields of oncology, clinical medicine and de-
velopmental biology, but it is rarely used in research on livestock and pouliry breeding. This paper introduces the general process of scRNA—
seq, focusing on its research status and prospect in research on reproductive differentiation, hair follicle development and muscle production
of livestock and poultry, in order to provide theoretical basis for research and application of scRNA-seq in livestock and poultiry genetics and
breeding.
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