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Fig.6 A signature peptide detected on Xevo™ TQ-S before and after
SPE sample cleanup. SPE method not only reduced the
background noise, but also increased signal substantially.
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Solid phase extraction

Oasis® WCX and MCX uElution Plates (Waters) were used to
cleanup the serum digest samples. 30000 -
Specifically, 400—750 uL of diluted serum
digest was loaded onto the plate.

40000 - Fig.7 MRM quantification of trastuzumab in human serum on a Trizaic

Xevo TQ-S platform. MRM chromatograms for the spiked trastuzumab
(1,5,10 nM) and the corresponding 3C?°N-isotopically labeled peptide
spiked at the same concentration in human serum.
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Fig.4 Calibration curve of a signature peptide without serum digest

background.5 uM tryptic digested trastuzumab was diluted in 0.1 % FA to
various concentrations.
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