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Quantitative targeted absolute proteomics-based diagnostics for personalized cancer
chemotherapy
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There has been increasing demands for molecular-targeted drugs-based personalized
cancer chemotherapy. Our findings provide the basis that the characteristics of human malignant brain tumo
rs can be stratified according to the absolute protein expression levels of target receptors. Simultaneous

and highly sensitive quantitative targeted phospho-proteomics has also been established.
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The standard curves were prepared by

plotting the peak area ratios of the

standard and internal standard peptides

(v-values) againstthe standard peptide

amounts (x-values).
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