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Abstract: In order to promote molecular marker assisted breeding of rice aroma,in this paper, F; and F, seg-

reation population derived from a cross between fragrant rice variety Wuyoudao 4 and non-fragrant rice variety

Longjing 20 were used to study the inheritance of fragrance trait and initial mapping the fragrance gene by SSR

molecular marks in rice. The results showed that the fragrance trait of rice variety Wuyoudao 4 was controlled

by one recessive gene and fragrance was recessive and non-fragrance was dominant. Through primer screening,

forty-nine pairs of primers showing steady polymorphism in parents were selected. By screening the fragrance

and non-fragrance bulked using these primers,one SSR markers RM5647 linked distance of 25.7 c¢M.

Keywords:rice; fragrance genetic analysis; SSR molecular marker



