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Identification of recently registered pineapple cultivars in Okinawa using
retrotransposon-based insertion polymorphism (RBIP) markers.

Ayaka Irei! and Takuya Kobayashi2

1 Okinawa Prefectural Agricultural Research Center

2 Okinawa Prefectural Agricultural Research Center Nago Branch

Abstract
We investigated the genotypes of 17 pineapple cultivars, including “Okinou P17 (Sun Dolce®) and “Okinou P19” (White Coco®),
recently registered in Okinawa Prefecture, using retrotransposon-based insertion polymorphism (RBIP) markers. RBIP markers were
detected at target sizes, with PCR amplification band patterns varying among cultivars. Additionally, at least 8§ markers were
required to identify all 41 cultivars, including the 24 previously reported by Nashima ez al. (2015). These findings support cultivar

identification for protecting breeders' rights.

Keywords: Registered cultivars, Protection of rights, DNA marker, PCR, Minimal marker sets



