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Abstract; Long non-coding RNAs (IncRNAs) are a class of non-coding RNAs (nt) greater than 200 nucleo-

tides in lengths produced during gene transcription. LncRNAs are usually expressed at lower levels than mRNAs

and do not have highly conserved sequences and lack open reading frames, but they have stronger tissue-specific

expression patterns. LncRNAs can perform their functions by interacting with DNA, RNA (mRNA, miRNA, cyclic

RNA) and proteins, and thus can act as signaling molecules, inducers, etc. to regulate complex gene expression

networks. As a new regulatory molecule, IncRNA is becoming a new important player in the regulation of gene ex-

pression, and recent studies have shown that it is closely linked to the regulation of animal traits in livestock. In

this paper, we review the role of IncRNAs in muscle growth and differentiation, fat deposition, hair follicle develop-

ment and reproduction in animals, aiming to provide a basis for the application of IncRNAs in genetic breeding of

livestock.
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