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Abstract ; Precision medicine is a new medical concept and model,which applies the cutting-edge
technology integrated with the environmental factors and clinical data of patients,to make accu-
rate classification and diagnosis of disease,and to develop a personalized prevention and treat-
ment strategy. Single nucleotide polymorphism(SNP) is the fundamental cause of the change of the
human genome. SNP research is an important approach to identify disease genes,discover high-
risk groups,and to design and test the effective drugs,as well as to undertake the basic biological
research. In this article,the significance of SNP in precision medicine of malignant tumor is re-
viewed.
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