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Identification of toxic plants from mixed samples by Next Generation Sequencing
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Some plants are toxic and show strong morphological similarities to edible
plants. Therefore, poisoning is frequently caused by accidental ingestion of them by mistake. In
this study, we developed a species identification method for mixed samples by next-generation
sequencing (NGS). We developed and optimized a sequencing method of specific loci for plant species
identification, known as DNA barcoding regions (trnL and rbcl).

We analyzed mixed samples, cooked materials and simulated gastric contents. At first, mixed samples
were assessed. All species were detected except rbcL region of one species. Next, cooked materials
and simulated gastric contents were prepared and examined. All tested species could be detected at
least one re?ion. These results indicated that NGS utilizing DNA barcoding region are useful for
forensic analysis of plant materials.
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