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Purity Identification of “Meiqiao” Soybean ( Glycine max) by SSR Markers
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Abstract: “ Meiqiao” is a vegetable soybean with good quality in Huaibei Anhui Province, as result of continuous cultivation,
the purity and yield reduced seriously. In this article, 92 plants were selected to identify the purity using SSR molecular
markers so that it could provide theoretical guide for purification and rejuvenation of “Meiqiao” Soybean. The results showed
that the high quality soybean genomic DNA was extracted by improved CTAB method, under optimization of SSR-PCR reac-
tion system, eight SSR primers were selected and 10. 6 bands were obtained from each one, the rate of polymorphic bands
was70.9% , the purity of “Meiqiao” Soybean germplasm was 38.04% .
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Fig.2 Ultraviolet spectrum of the “Meigiao” soybean gDNA
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Fig.5 Amplifying result by SSR primer satt173 from No.1 to No.23 materials( arrows show different bands)
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Fig. 6 Amplifying result by SSR primer satt583 from No.24 to No.46 materials( arrows show different bands)
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Fig.7 Amplifying result by SSR primer satt298 from No.47to No. 69 materials( arrows show different bands)
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Fig.8 Amplifying result by SSR primer satt596 from No.70 to No. 92 materials( arrows show different bands)
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Table 1 Polymorphism of bands which amplified by 8 pair SSR primers for “Meiqiao” soybean
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No. Name No. of bands No. of plants with Ratio of plants with
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different bands different bands/%
1 Sattl137 11 6 54.6 47 51.1
2 Satt173 8 4 50.0 51 55.4
3 Satt220 10 6 60.0 38 41.3
4 Satt298 10 7 70.0 52 56.5
5 Satt390 11 10 90.9 39 42.4
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