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Identification of a SRAP Marker Linked to Bacterial Wilt
Resistance in Diploid Potato

Lei Jian, Liu Jun

( Key Laboratory of Horticultural Plant Biology Huazhong Agricultural University, Ministry of Education;

Potato Engineering and Technology Research Center of Hubei Province; Huazhong Agricultural University, Wuhan, Hubei 430070, China )

Abstract: In this paper, bulked segregant analysis was used to identify SRAP markers linked to bacterial
wilt resistance in the two segregating populations (CE and ED) of diploid potato. A SRAP marker M32 linked to
resistant gene Rgy Was screened from 88 pairs of combination with 8 forward primers and 11 reverse primers. The
genetic distance between the M32 and site of bacterial wilt resistance was 10.2 cM and 17.3 cM in ED and CE

population, respectively.
Key Words: potato; bacterial wilt; SRAP marker
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