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Abstract
plex and difficult to distinguish. However, the identification of aquatic animal species has long troubled experts and scholars in related fields.

Aquatic animals are a group of animals that mainly live in water, with the characteristics of diverse species, wide distribution, com-

With the advancement of DNA barcoding technology, it has been successfully applied to species identification of aquatic animals. This study

summarized the application of DNA barcodes in the identification of aquatic animal species at home and abroad.
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