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Abstract

We devised a 2-stage multiplex PCR protocol for the simple identification of 12 rice cultivars, 8 of which are

designated by Kagawa Prefecture as recommended cultivars, and 4 others that are commonly cultivated in the

Prefecture. In the first stage, we performed multiplex PCR using 2 SNP markers and a PCR control marker

simultaneously to divide the 12 cultivars into 4 groups. In the second stage, we selected combinations of primers

that would enable discrimination of the cultivars in each group with a single multiplex PCR. The cultivar

identification protocol enables DNA extracted by a simple method to be used as a template, and cultivars to be

identified within about half a day after sample collection.
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