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Abstract : Whole genome sequencing technology, with its technical principle and detection range as its main
advantages,has shown strong application value in different scenarios such as genetic disease gene diagnosis,
oncogene detection,and personalized drug research. Although whole genome sequencing technology has better
diagnostic efficiency, detection sensitivity, and accuracy compared to other genetic testing technologies, as a
new technology,there are inevitably difficulties and challenges in the application and promotion process. This
article mainly reviews the practical application examples of whole genome sequencing technology in clinical di-
agnosis and other related fields. At the same time,to further optimize and improve the application prospects of
this technology,the advantages and challenges of this technology are discussed in detail.
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