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The discovery of biological therapeutics, specifically antibodies, in treating a multitude of diseases has led to an
explosion in the research and development of these pharmaceuticals. This rapid expansion has also fueled the
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great an effect on the ability to sequence the antibody, and thus also allows for accurate host cell protein
analysis from the same sample. Furthermore, the DIA analysis of antibodies allows for the unbiased accurate

» Light chain sequences of both antibodies can be completely sequenced using our software

identification and quantification of sequence variants. > Including 2 digests in DDA acquisition method improves fully automated HC sequencing by approximately 7%
» In all cases, 100% of antibody sequence could be obtained
Finally, and perhaps the largest potential with our new method, is the ability to sequence antibody mixtures. > Sequencing was performed in a blinded manner such that standard antibody was revealed after sequencing was
Using our DIA approach, all potential peptides are captured and fragmented by the mass spectrometer. Our complete
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Figure 3 - Our PEAKS AB software uses an algorithm to assemble de novo sequencing tags into full sequences Figure 9 — Venn Diagrams showing identified mouse host cell proteins from NIST antibody. A. Identified proteins by
of heavy and light chains of antibodies. These are de novo sequencing results obtained from MS2 spectra. The DIA or DDA Direct Database Search in PEAKS X+. 1gG proteins have been removed. B. Identified proteins after IgG
overlaps are detected between de novo sequencing tags with high confidence, and based on the overlapping proteins and Contaminants have been removed. DIA data is able to identify more host cell contaminant proteins due to
information, de novo sequencing tags are assembled to a full sequence’. the nature of the data acquisition.
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