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Inheritance and Gene Mapping of Resistance to Soybean Mosaic Virus Strain
SC-11 in Soybean
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(National Center for Soybean Improvement , National Key Laboratory for Crop Genetics and Germplasm Enhancement, Nanjing Agricultural University , Nan-
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Abstract ; Soybean mosaic virus( SMV ) is one of major viral diseases in soybean production worldwide. It causes yield loss
and seed quality deficiency seriously. SMV strain SC-11 is a common prevalent strain in both of the Huang- Huai summer
planting soybean region and the northern China spring planting soybean region. The major objectives of this research were to
determine the inheritance of resistance, test the allelism of the resistance genes among the resistant cultivars, map the resist-
ant gene to SC-11. The results showed that Qihuang No. 1 has a single dominant resistance gene to SC-11. The resistance
genes to SC-11 among Qihuang No. 1, Qihuang 22, Kwanggyo and Zaoshu 18 were allelic. Bulk segregant analysis ( BSA)
demonstrated that in the F, mapping population from Qihuang No. 1 x Nannongl138-2,Four SSR markers Sattl114,Satt334,
Sat_234 and Sct_033 in F linkage group were found closely linked to Ry |, ,with genetic distances of 11.1¢M,8.9 ¢M ,4.6
cM and 4.7 cM,respectively. Ry |, was located between Sat_234 and Sct_033 in F linkage group. Using 18 SSR markers lo-
cating in F linkage group of the integrated joint map and expressing polymorphism between the two parents,the genetic map
of the F linkage group was constructed. The full length of the linkage group is 245. 8¢cM with an average interval of 13.41cM
between two markers.
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