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Potential application of environmental DNA technology
in monitoring aquatic organisms in the Yangtze Estuary
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Abstract: Environmental DNA (eDNA) is a technique of biological monitoring and it is deve- loping rapidly. It can
monitor specific objects or a variety of aquatic organisms simultaneously in need. Due to its convenience and effi-
cient, it has a broad application potential for the monitoring of aquatic biological resources due to its advantages of
friendliness to the detection objects and eco-environment. As the largest estuary in China, the Yangtze Estuary is an
important waters for seasonal migration, foraging and habitat of aquatic organisms. Therefore, accurate monitoring of
the dynamic changes of aquatic biological resources is a necessary basis for corresponding ecological protection. This
paper summarizes the environmental monitoring principle of eDNA technology and its application situations of the
rare and endangered species, alien species, biodiversity including gene diversity and resources in monitoring in ad-
dition to the application limitations. Considering the specific needs of monitoring in the Yangize Estuary, the appli-
cation of eDNA technology in the monitoring and research of aquatic resources and so on are suggested and prospec-
ted.

Key words: marine environmental science; environmental DNA technology; aquatic biological resources; monito-
ring technology ; application prospect; Yangtze Estuary
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