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Introduction

LC-MS/MS bioanalytical methods using signature peptides as
stoichiometric representations have emerged for quantification of
monoclonal antibodies (mAbs) in biological matrices. While promising,
the selection of sensitive and selective signature peptides remains a
critical step in the development of a robust bioanalytical method to
deliver high-quality data for mAb quantitation.
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Bevacizumab was purified from rat plasma by immunocapture Figure 4. Representative LC-MS/MS chromatogram of Bevacizumab . . o . .y .
using streptavidin MSIA-D.ART'S ppreviously activated with a biotin digest using the optimized MRM method created from Skyline software. Q”atr.‘;'fy B‘;‘.’aﬁ'zuma? m ‘;'T'CS' studies by monitoring the 2 signature
conjugated antibody specific to the Bevacizumab Fc region. The Bevacizumab was spiked at 10ug/mL in pure solution, processed and PEPHIces which Were totind o be Lnique.
sample processing workflow is depicted in Fig. 2. ggfgf;ig y LC-MS/MS. Note: no immunocapture enrichment was This method will be tested, together with a heavy isotope labeled mAb

internal standard, for bioanalytical assay performance.
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