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alkylated with iodoacetamide and finally acidified with formic
acid (70 pL final volume) as seen in Figure 1.
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« BioResolve: 450A, 2.7 um, 2.1 x 50 mm NCLUSION
« BEH C4 3004, 1.7 um, 2.1 x 50 mm - CONCLUSIONS N
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A sensitive, fast, and widely applicable
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LC System: ACQUITY UPLC I-Class PLUS (Fixed Loop) LC-MS/MS method for the accurate
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quantification of mAb subunit light chains
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Sample Preparation 21C 2 HC I Figure 3. Mass spectrometry scans of adalimumab | achieving a dynamic range of 25—100,000 I
Adalimumab was immunopurified from rat plasma (10 pL) ProteinWorks Auto-eXpress Mixture of Light I « Precursor scans of adalimumab collected on (A) Xevo TQ-XS tandem | ng/mL, and QC accuracies from 89—112% I
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« Mobile Phases: A: 0.1% formic acid in water Precursor  Fragment Fragment ) adalimumab from rat chromatograms of | + Selective and specific sample preparation I
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