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i Genetic testing methods such as PCR targeting species-specific and
multi-copy DNA markers are useful for detecting adulteration, contamination in processed foods and

crops in vomit. i ) o i i i i
In this study, we investigated the maize-specific and multi copied markers targeting ribosomal RNA.

We also investigated the rice-specific and multi copied markers using bioinformatics approaches, and

a search pipeline was developed. Highly sensitive real-time PCRs were successfully developed by
targeting the respective candidate marker regions. On the other hand, non-specific and trace
amplification could not be completely eliminated in certain crops, and further studies are required
when applying them to tests.
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LAMP Loop-mediated isothermal amplification
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For the development of a PCR primer design pipeline for detection of contamination in foods.
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