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Development and validation of the method for species diversity assessment based
on environmental DNA analysis accounting for species detection errors
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Environmental DNA metabarcoding is an environmental DNA analysis technique
that efficiently collects occurrence data for many species. However, the species detection errors
(i.e., false negatives and false positives) that can occur in the application of this approach make
interpreting the resulting data challenging, and the development of methods to deal with species
detection errors is required to achieve a reliable survey. This study focused on false-negative
errors in environmental DNA metabarcoding and developed a statistical method to appropriately

address these errors for accurate and efficient assessment and prediction of species diversity. The
proposed method was implemented in a software package to make it easier to use.
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