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Abstract . High density planting is one of the technical measures to improve the yield of soybean, and the tolerance of soybean
varieties to high planting density is the outcome of the interaction between genotype and environment. The growth traits
affecting the densely planting tolerance characteristics of soybean varieties were mainly plant architecture, e. g. plant height,
branch number, the length and the angle of petiole, and lodging resistance. By analyzing different genetic populations, the
reseachers obtained multiple QTL sites that control relevant phenotypes, and propesed relevant candidate genes. Up to now,
238 QTL controlling plant height, 68 QTN related to plant height, 21 QTL related to branch, and 106 QTL related to lodging
resistance or stem strength have been collected in soybase. This review briefly summarizing recent progress on genetic factors
underlying the tolerance to high planting density will facilitate further fine-mapping and gene cloning of identified novel QTL as
well as further functional studies; and will benefit the breeders to breed the tolerant cultivars to high planting density through
molecular design breeding.
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FERRBC RS . AR EE A P R SO
SRACAE, RSLAR I A B R AR S R MEAR T
BRI o TR ZE MR A P T RE S AR
JRER A ARG SE R AT T 58 RE . Yan 207 BF 5T
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SR BT X, O T 50 IE X 8 3 PR B S R
HZEEAERR, A ] R & A A R 450148 551
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