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Application Prospects and Challenges of Environmental DNA (eDNA)

Technology in Fishes Research in Xizang
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Abstract: This paper explores the application prospects and challenges of environmental DNA (eDNA) technology in fishes research in Xi-
zang , to respond to the practical needs for ecological environmental protection and biodiversity surveys methods of plateau fish species.By eluci-
dating the basic principles and characteristics of eDNA technology,and integrating it with the resource distribution,ecological characteristics,
and current research status of Xizang fishes, this study analyzes the potential applications of eDNA technology in biodiversity surveys,endan-
gered species monitoring,and invasive species detection of Xizang fishes. The results indicate that eDNA technology has advantages such as
high efficiency, sensitivity,and non-invasiveness.It can overcome the limitations of traditional fish biodiversity survey methods and provide a
novel technical approach for fish resources in Xizang. However,eDNA technology still faces numerous challenges in practical applications,in-
cluding the need to develop species-specific primers that can distinguishing various fish species in Xizang, the uneven population distribution of
Xizang fishes in rivers and lakes, which complicates eDNA enrichment,and the current lack of platforms capable of conducting eDNA sequen-
cing and analysis in Xizang. Additionally,further investigation is required to determine whether eDNA degradation occurs during sample trans-
portation.
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