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. Rapid and high-throughput screening of monoclonal antibodies

INTRODUCTION

(mAb) can potentially streamline their development

. Implementation of laboratory automation for routine analysis of

biotherapeutics can improve data reliability and laboratory

efficiency

. A high-throughput automated analytical platform combining a
compact pipetting robot and benchtop TOF LC-MS for routine
analysis of antibody from cell culture media is presented

* Small sample volumes (20-100 uL) of the mAb media samples were

evaluated for this study either directly (unpurified media) or as

Protein A purified samples for subunit, and possibly peptide or

glycan level analyses
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RESULTS AND DISCUSSION
Rapid sample preparation

25 h for 48 samples
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Figure 1. Rapid high-throughput mAb subunit screening workflow
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Figure 5. Reproducibility of relative glycan abundance

determinations
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Figure 3. LC-MS analysis of protein A purified digested mAb
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Figure 4. Reproducibility of selected

mAb subunit mass
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Figure 6. Andrew+ domino configuration for automated
subunit protocol. 2.5 h for 48 samples

CONCLUSION

* Rapid turnaround time for sample preparation and analysis

* 2.5 h for 48 samples on Andrew+ Pipetting Robot™

* 5 min per LC-MS analysis on BioAccord™

* Easily modifiable OneLab™ automated protocol works with a broad
range of sample titers during the cell cloning process (0.5 mg/ml or

higher)

* Low sample volume (100 puL) requirement for automated protocol is

compatible with microbioreactors

* Automated data acquisition and processing in Unifi™ for rapid mass

confirmation of subunits on BioAccord
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