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Development of a novel method for identifying a wide variety of species from
environmental DNA
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i i Environmental DNA (eDNA), most likely derived from faces and so on, is detected
in lakes and rivers. Although the eDNA can be used to investigate the types of organisms that live in the

environment, a_conventional method using species-specific primer sequences can only be identified limited
species. In this study, by designing original universal primers, we successfully developed a new method

to identify a wide variety of living species in the environment. The results in this study would be
expected to the biodiversity survey and assessment.
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