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and reduction steps, three subunits were generated. Thermo Scientific™ Orbitrap
Exploris™ 240 MS was operated at a resolution of 120k to quantify the intact light
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Results: The method needed low volume sample of 10 mL per analysis within < 1.5
hours of sample preparation. The LOQs were determined to be between 1 to 5
ug/mL of the mAb concentration in human serum with great linearity of R?2 > 0.99.
Different lots of MAbPac columns generated reproducible retention times and peak
areas, providing coherent intact protein data for clinical research.

Thermo Scientific™ MAbPac™ RP HPLC column
(2.1 x 50 mm, 4 um, Part No. 088648)
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INTRODUCTION

Each year, more monoclonal antibodies (mAbs) are approved by regulatory agencies
to treat a wide range of diseases with an expected market value of over $200 billion
by 2026.12 In clinical testing, the presence of endogenous immunoglobulins with
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almost identical structures from patients’ samples adds another challenge to the pressure
accurate quantitation of therapeutic mAbs. Accordingly, mass spectrometry has « Standard: 1.1e-2 Mass
mbar

gained substantial popularity for therapeutic mAb monitoring in clinical laboratories
due to its great versatility to detect both tryptic peptides and intact light and heavy
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