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This project used hybridized populations of Japanese native and Eurasian
introduced strains of common carp as a model system and developed environmental DNA (eDNA) methods
for quantitative analysis of native and non-native allele frequencies at nuclear loci using
real-time PCR and high-throughput sequencing. The developed eDNA methods were tested in the field
and successfully quantified the native and non-native allele frequencies in the wild population. The

estimation from the eDNA methods well corresponded to the results of DNA analyses of carp eggs
collected simultaneously with the eDNA samples, indicating the high potential of the eDNA-based
methods for rapid assessment of population genetic structure and hybridization.
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