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Function analysis and application of flowering-related genes involved in soybean
ripening period
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Using near-isogenic lines with the same genetic background of functional and
unfunctional FTB1 gene, which is thought to have an effect on the ripening period of soybean, 1
determined which stage of the developmental process from flowering to maturity the FTB1 gene
affects. Some alleles were identified using the soybean mini-core collection. In developing the
genetic materials, 1 also worked on the development of genotyping methods.
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