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Differentiation and Genetic Diversity of SSR Molecular Markers for Huangh
uai and Southern Summer Sowing Soybean in China

LI Lin-Hai, QIU Li-Juan, CHANG Ru-Zhen, HE Xue-Li

Key Laboratory of Crop Germplasm & Biotechnology, the Ministry of Agriculture, Institute of Crop Scig
nces, Chinese Academy of Agricultural Sciences, Beijing 100081

Abstract Chinaowns the most soybean germplasm resources in the world, and is the origin of the soybean too. There are 1
1 207 accessions of summer sowing soybean, accounting for 49% in Chinese soybean germplasm resources. Chinese Summe
r sowing soybean is divided into 2 different ecotypes: Huanghuai summer sowing soybean (HHS) and Southern summer so
wing soybean (SS). It will provide vauable information for broadening genetic base of modern cultivars and deducing the ev
olution of cultivated soybean by using the genetic diversity existed in it. In this experiment, 142 HHS and 146 SS accession
s sampled from the primary core collection, which was established by Qiu et al. (2003) [1] based on the total of HHS (471
1) and SS (6496) (Table 1), were analyzed at 60 SSR loci for their genetic diversities. The aim was to illustrate the genetic si
milarities and diversitiesin order to provide the evidence for study and utilization of summer sowing soybean germplasm re

sources. The resultsindicated that there were total of 808 alleles at 60 loci with average 13.47 alleles per locus. The HHS ha
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d 725 aleles and 141 unique alleles, which were lower than those of SS (729 and 145), and the loci for unique alleles were di
fferent between two types of summer sowing soybeans, though there was no significant difference. Comparing genetic diver
sities being represented Simpson index (SI), the HHS was higher than SS, and Sl (0.76) of HHS was significantly different fr
om that of SS(0.73). Though there was obvious differentiation (8.72%) between two types of summer sowing soybean, the
differentiation within each of them was even higher (Table 3). By comparison of pairwise similarities between or within eac
h types of summer sowing soybeans, similarity coefficients within HHS ranged 0.161—0.285, which was lower than that
within SS (0.191—0.307), but they were relatively higher than those (0.103—0.209) between two types of summer so
wing soybeans (Fig.3, Table 6). These parameters indicated that both HHS and SS had abundant genetic diversities and diffe
rentiation as compared with those between them. It provides molecular evidence for multiple origins of soybean and parent
s selection in soybean improvement.
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