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Biomonitoring of microscopic animals by massively parallel sequencing
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Metabarcoding is a method to assess biodiversity from unsorted specimens or
environmental samples based on two technologies, DNA barcoding and massive parallel sequencing.
While it has been used to determine which species are present or absent in a sample, metabarcoding
has, nonetheless, been poor in quantification of their abundances. We developed a novel protocol for
metabarcoding by which a researcher can minimize biases that occur during PCR amplification and
obtain a better analytic result by using an internal control material. Our data showed high
linearity (R = 0.91-0.99) between normalized read count and number of individuals of a species

included in samples. This protocol can be applied to monitoring of small organisms whose abundances,
rather than present or absent, are of interest.
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