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Research Progress of Soybean Mutant Library Construction
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Abstract ;. Soybean mutant library is an important source of agronomic traits variation of soybean, which can be used as a basis
for the study of new varieties and soybean gene function. This paper reviewed several methods of soybean mutant library con-
struction and their characteristics and application scope, introduced some new methods in this field as well as their advantages
and disadvantages, meanwhile, the prospect of the new method in the construction of soybean mutant library was prospected.

The summaries will broaden the thinking and reference for soybean breeding practice and gene function research.
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