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[Abstract] Now,the specificity and sensitivity of the diagnostic methods for tuberculosis cannot satisfy
the demands of clinical diagnosis and treatment,and the new approaches and strategies are urgently needed.
Compared with the traditional methods,the proteomics detection has the advantages of high throughput,high
sensitivity and high specificity, which has a good application prospect in the diagnosis and treatment of tuber-
culosis. This paper summarizes the basic concepts, development history and commonly used proteomic data-
bases of proteomics,overviews the application of proteomics in tuberculosis diagnosis,prediction of tuberculo-
sis infection status changes, monitoring of tuberculosis treatment effects,and screening of multidrug-resistant
tuberculosis biomarkers, moreover indicates some problems in screening biomarkers for tuberculosis by pro-
teomics,such as the influence of high cost and inconsistent operation procedures on the detection results,and
difficulties in the follow up analysis of the data information amount of high throughput detection results.
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