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Abstract
cartilage, bone, blood vessel, nerve and velveu <izin. a1l regeneration of deer antlers is a stem cell-based process of

Deer antlers is the only mammalian or=nc thac can fully regenerate in annual cycles. It comprised of

rapid proliferation and differentiation withouv voing ~ancerous. It can not only be used as a biomedical model for
the investigation of limb regeneration, but . «rov.th and development of bone. The modern omics technology is
developing fast and has been widely . plcd to various fields in biology. The omics approaches including
transcriptomics and proteomics have acvancrd our understanding of antler biology at the molecular level. This
article is intended to review the app'icativn of omics technology in the study of antler biology and point out the

future direction of antler research, ~ .- provides reference for further study of antler biology.
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