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QTL MAPPING OF SEED OIL AND PROTEIN CONTENT OF SOYBEAN

Zhang Zhongchen Zhan Xiuling Chen Qingshan Teng Weili  Yang Qingkai  Li Wenbin

(Soybean Research Institute of Northeast Agricultural University, Harbin 150030)

Abstract A recombinant inbred lines of soybean was developed from an intraspecies cross of Charleston and
N EAU594. A genetic linkage map of soybean genome was constructed, which composed of 20 linkage groups
included163 SSR markers, covered 1835.5¢M. The composite interval mapping was used to identify quantitative
loci (QTLs) associated with protein and oil content in the RIL population. The results indicated that 6 QT Ls
were detected for protein and oil content in 2002, among which oil—4and pro—2were located on LG N.
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