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Development of Absolute Quantification of
Proteomics Based on Bio-Mass Spectrum

CAO Dong, ZHANG Yang-jun, QIAN Xiao-hong
(Beijing Institute of Radiation Medicine , Beijing Proteome Research Center, Beijing 102206)

Abstract: The quantitative methods of proteomics include the relative quantitation and abso-
lute quantitation of proteins. Relative quantitation of proteomics is the analysis of the rela-
tive changes of the expressed proteins in the samples originated from different physiological
and pathological situations. The absolute quantitation of proteomics is to determine the ab-
solute amount or concentration of each protein in a biological sample, such as cells, tissue or
body fluid. Currently, the main strategies of absolute quantitation of proteomics are com-
posed of the quantitative methods based on internal standard strategy and the label-free
technique with the statistic analysis of MS data. The quantitative information of the pro-
teome can help us understand the biological function of proteins in the interaction network.
With the determination of the absolute quantitation of the biomarker, we can directly judge

the status of a disease, which will benefit the clinical diagnosis and the treatment of the dis-

ease.
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