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Comparison of Phenotype and Genotype between Brown
Seed Coat Line and Its Parental Line with
Yellow Seed Coat in Soybean( Glycine max )
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(' High School Attached to Capital Normal University , Beijing 100048 ;> The National Key Facility for Gene Resources and

Genetic Improvement/ Institute of Crop Sciences,Chinese Academy of Agriculture Sciences, Beijing 100081 )

Abstract ; Seed coat color,one of the most important morphological markers, is changed from black to yellow
during the artificial selection of cultivated soybean from wild soybean. Therefore, discovering genes related to the
seed coat color is very important not only for evolutionary study but also for breeding practice in soybean. In this
study, J1265-1 (yellow seed coat) and its derived line J1265-2 with brown seed coat were used to check whether
they had the same genetic background using 161 SSR markers. Meanwhile , The coding sequence and promoter re-
gion of a candidate gene ( GmF3'H) which was related to seed coat color in soybean was also amplified and se-
quenced. SSR marker analysis revealed that two lines with different seed coat color had similar genetic background
and they were near isogenic lines. There were no sequence difference between two lines in coding region and 1465 bp
promoter region of GmF3'H , suggesting that gene controlling brown seed coat in J1265-2 was different from the
known allele.
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