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Application of Environmental DNA Technology in the Study of Molluscs Resources

CHEN Jin-ping, LI Xiong-hui,ZHOU Chun-hua et al ( School of Life Sciences, Nanchang University, Nanchang, Jiangxi 330031)
Abstract Environmental DNA (eDNA) refers to DNA fragments that organisms shed in their surrounding environment when in exchange for
material (ingestion, excretion, etc.) with otuside,eDNA technology refers to the direct extraction of DNA fragments from environmental sam-
ples (soil, sediment and water, etc.), and the use of sequencing technology for qualitative or quantitative analysis of organisms. Compared
with traditional methods, eDNA technology is more high efficiency, high resolution and no damage in sampling. eDNA technology has been
widely used since it came into being. Mainly used for biomonitoring, conservation biology (single and multi-species detection, abundance esti-
mates ) , invasion biology (early species detection, passive surveillance) and environmental assessment. This article reviewed the sampling
method, research progress, advantages and limitations of eDNA technology in the research of mollusks,and the research status of this method
in the prevention and control of mollusks invasion, the protection of endangered species, the evaluation of biodiversity and biomass. At the
same time, the application prospect of eDNA in mollusks resources was prospected, it can provide new technique and methods for the research

and protection of mollusks’ biodiversity.
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