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Species Diversity of Aquatic Insects Revealed by Environmental DNA
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Environmental DNA (eDNA) is a powerful tool to investigate species-diversity
of aquatic insects. In this study, first, I performed the meta-barcoding analysis of the eDNA
originated from the aquatic insects. In result, most families which were collected from fields were
detected from eDNA. The number of reads of each taxon were positively correlated with the abundance
of insects from the fields. It supported that the eDNA analeis using NGS predict the abundance of
freshwater insects. However, NGS analysis also detected high proportion of non-target taxa (e.g.
microorganisms, crastaceans, inland insects). It is needed to design new universal primers targeted
aquatic insects. Second, | analyzed the flow distance of eDNA originated from lentic algae. The
concentration of the eDNA was decreased until about 3-7 km downstream from dams. It indicated that
eDNA drifted down that distance in the study rivers.
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