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Bispecific antibody (BsAb) has emerged as an important class of biopharmaceutical
drugs. Compared to conventional monoclonal antibodies, BsAb characterization is

more challenging due to the structure asymmetry and complexity. Therefore, LC-MS
based peptide mapping method has become the core technique for BsAb 100
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Figure 9. HC(SC) N-glycosylation% in all samples.
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