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Abstract: In order to resolve the agriculture problem using biological technologies and tools, modern molecular biology
technologies such as genome sequencing, transgenic technology and gene editing could serve agricultural genetics and breeding, to
realize the close intergration of traditional breeding and molecular design breeding, and accelerate the process of precision breeding
of crops, which has attracted academic attention in recent years. In this study, we sorted out some molecular biological terminology
concepts, and summarized how to rapidly locate QTL/gene for important agronomic traits using extreme phenotypic materials and
BSA-Seq (Bulked segregate analysis—sequencing) method (MutMap, MutMap+, MutMap-Gap and QTL-seq method) based on the
whole genome sequencing in forward genetics, providing new ideas for rapid mapping and cloning of candidate genes.
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