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Development of Genetic Diversity Evaluation System for The Endangered Avian
Species, The Japanese Crested lbis in Japan

Taniguchi, Yukio

3,800,000
5 DNA 222
multiplexPCR (NGS)
multiplePCR/NGS
multiplexPCR NGS
DNA 200

DNA

The Japanese crested ibis is an endangered avian species. Understanding
genetic diversity in the Japanese population of this species using molecular tools such as a single
nucleotide polymorphism (SNP) and a short tandem repeat (STR) is critical for establishment of
further effective management for conservation. We previously detected approximately 50,000 of
polymorphic marker candidates using a combination of reduced representation libraries and
next-generation sequencing (NGS). In this study, 222 informative markers including SNPs and STRs
were selected and genotyped by a combination of multiplex PCR and NGS. Analysis of genotyping data
indicated that this novel genotyping method was feasible. Moreover, paternity testing/individual
identification based on their genotyping data could be available. However, to improve this method
more efficiently and cost-effectively, re-construction of multiples PCR reaction conditions and NGS
library preparation procedures should be required.
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