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Abstract: Proteomics has become one of the hot topics in modern life sciences. Its application pros-
pects have been confirmed in clinical medical research, such as the discovery of new disease biomark-
ers, identification of disease—related proteins, and development of new drug targets. However, in the
field of forensic science, especially in forensic pathology, it is still in the stage of exploration. This pa-
per reviews the research techniques and the use of proteomics in forensic pathology in domestic and
foreign scholars, in order to provide new ideas for the research and application of forensic pathology.
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