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ABSTRACT: Algae has complex and diverse evolutionary history and biological characteristics, not only plays an
important role in the ecosystem, but also has many unique genetic and biological processes. With the advent of the
post-gene era, the omics technology has been highly valued by scholars from all walks of life, and has also been
applied in marine algae research in recent years. The application of high-throughput technology in the field of algae
research has greatly promoted the development of algal proteomics. This article reviewed the research progress of
proteomics technology in the identification of algae quality differences, the effects of aquaculture stress, and
physiological mechanisms, and prospected for its development direction and application prospects, so as to provide
reference for researchers engaged in algae omics.
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