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RSS marker for the detection of F; hybrid Radish cultivar ‘Shohaku’.

Aiko KAMINISHI, FumikaM1Y OHASHI and Makoto Y OSHIDA
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Summary
We selected SSR markers for assessment of genetic purity of F, hybrid radish ‘Shohaku’. Four markers derived from
Raphanus sativus EST-derived SSR showed polymorphism which able to detect on agarose gel electrophoresis between
‘Shohaku’ and the parents. Among them, RSS3172 showed some pol ymorphism between the parental lines maintained mass
selection. Consequently, three SSR markers, RSS0171, RSS3174 and RSS1661, were available for ‘Shohaku’ F; purity test.
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