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Fig.1 The banding pattern of PCR amplification products for five
tobacco materials by different SSR markers
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Fig. 2 The results of PCR amplification products of 123 BC1F1
individuals with the co-dominant SSR marker TM508-007
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Fig.3 Linkage relationship between the TMV resistant gene N of
tobacco and co-dominant SSR marker TM508-007
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Co-dominant SSR marker closely linked to TMV resistance gene N of tobacco
(Nicotiana tobaccum L.)
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Abstract: Tobacco mosaic virus (TMV) was one of the major diseases in tobacco (Nicotiana tabaccum L.) production. Separate progenies

(BC1F1 population) from a cross between a resistant parent Coker176 and susceptible parent Y3 were used to establish TMV resistance

gene N molecular marker-assisted selection system by bulked segregation analysis (BSA) method and simple sequence repeat (SSR)

technology techniques. Among 18,764 SSR primer pairs, 396 SSR primers were polymorphic between parents, while only one SSR

marker TM508-007 amplified products was closely linked to TMV-resistant gene N and the genetic distance between TM508-007 and

gene N was 0.41 cm. The co-dominant SSR marker screened in this study enriched the number and types of molecular markers in terms

of tobacco’s resistance to TMV, and they are expected to be used as marker-assisted selection in tobacco's resistance to TMV disease.

Keywords: Tobacco (Nicotiana tabccum L.); tobacco mosaic virus (TMV); bulked segregation analysis (BSA); co-dominant SSR marker
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