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Abstract: Soybean is one of the most important oil crops in the world. With the rapid development and the
wide application of gene sequencing technology, soybean breeding research has been deeply affected. This
paper briefly described the main methods of gene sequencing and the whole genome resequencing application
in soybean breeding and genetic transformation research, summarized the whole genome resequencing to study
the molecular mechanisms of soybean breeding and disease development from the perspective of functions and
structures of functional genes through discovering mutation sites, revealing evolutionary relationships, and

mining functional genes. The study could provide certain reference for the research and application of the gene

sequencing technology in the future.
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