Lo bhI AR K BEEEERS 7ot [T, TAME] TR [EH] osiE) 49

Lba b VAR VICX BAHRABER S 7 il
[, THHM, TRk ], [EHM] o mkEEs

PRAOR™ - e —iE

R LE RO X 7 Wil [SHiE] SO ERE SIS T 21250, #IERFORE B EERT 572012, EHNT
WS A TEALME 7 SR ADNAY — 7 — 12 X 2 SRR OS2 17> 720
oL ha b5 Y AR VCMRE 1 % 312535 3% %E L 72IRAP (Inter-Retrotransposon Amplified Polymorphism) ~ —
71— 5B X OU'REMAP (REtrotransposon-Microsatellite Amplified Polymorphism ) ~—7% — 9ffil%, ¥~ 135 MM T
SRIAZR L7 RIEERO 4mfE [FE], [ AW TFREE] TEHA (&, BN THREY 2 EE 210010 LT, IRAP~ —
71— 1 REMAP~— 7 — 2ff (CRF151-827, CRF151-816) O~— 4 —%FH$ 42 L I2X Dikplc& 7z,
[¥—T—F: %7, §fE#S, DNA~Y—%—, IRAP, REMAP, L ta hJ v ARV V]

Discrimination of Chrysanthemum Cultivars “Yukihime”, ” Tsukihime “, ” Shuka” and “Natsubiyori” bred at the Fukuoka
Agricultural Research Center by Retrotransposon DNA Markers. HIRASHIMA Keita and Kazunao SAEKI (Fukuoka Agricultural
Research Center, Chikushino, Fukuoka 818-8549, Japan) Bull. Fukuoka Agric. Res. Cent. 31: 49-53 (2012)

To protect intellectual property and to ensure correct labeling of chrysanthemum varieties in the marketplace, it is important
to have an accurate and reliable marker system. We developed a system to discriminate varieties of chrysanthemums using
retrotransposon DNA markers. Inter-retrotransposon amplified polymorphism (IRAP) and retrotransposon-microsatellite
amplified polymorphism (REMAP) markers were designed from retrotransposon CMREI, and showed polymorphisms
among 13 chrysanthemum cultivars. Four varieties that were bred at the Fukuoka Agricultural Research Center (‘Yukihime’,
‘Tsukihime’, ‘Shuka’, and ‘Natsubiyori’) were distinguished from 10 domestic varieties using an IRAP marker and two
REMAP (CRF151-827, CRF151-816) markers.

[Key words : Chrysanthemum % morifolium Ramat., variety identification, DNA markers, IRAP, REMAP, Retrotransposon]
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