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Spatial distribution of environmental DNA of amphibians in farm pond
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Detected species and its read counts using environmental DNA metabarcoding.

B 4 B 7K R LK &t
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Bl @k : 1) Sakataetal. (2022): Development and evaluation of PCR primers for environmental
DNA (eDNA) metabarcoding of Amphibia, Metabarcoding and Metagenomics 6, 15-26. 2) Ig
B2 DNA %2 (2020) : BR#E DNA % - FEBi~== 7/ (ver. 2.2).
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