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Abstract: Marker—assisted selection (MAS) is an effective tool for crops genetic improvement. With the development and
application of high—throughput and low—cost SNP markers and the rapid development of bioinformatics, the application of MAS has
been expanded to genome-wide selection (GS), which greatly improves the efficiency and accuracy of selection. Due to restriction
from the technology and cost, the function of MAS has not been fully used. In order to expand the application path of MAS in crop
breeding and play an important role, this paper summarizes the wide application ways and advantages of MAS for crop breeding, and
analyzes the reasons why the application of MAS is restricted, followed by the measures for solving corresponding problems and the
application prospect of MAS. Due to the rapid development of high throughput genotyping and genome sequencing technology, the
cost of MAS will be significantly decreased, and the selection efficiency will be greatly improved in the future to lead to a broader
applying space for MAS.
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