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Proteomic profiling of serum exosomes to identify novel biomarkers for

tuberculosis
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We conducted latest proteomic analyses of exosomes from peripheral blood to

find novel biomarkers of tuberculosis for diagnosis, disease grasp, and treatment response
rediction.

Exosomes were isolated from the sera of ten healthy controls and ten patients with tuberculosis by
size exclusion chromatography, and 1661 proteins were identified by non-label quantitative
proteomics. Using the PCA analysis by the identified proteins, healthy subjects and tuberculosis
patients were grouped. Thirty proteins were significantly more than doubled in patients with
tuberculosis, and considered as biomarker candidate proteins. Among them, several proteins that were
favorably decreased by tuberculosis treatment were identified.
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