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Figure 2. The RF-MS system can be applied for a typical large molecule (e.g., antibody) analysis. (A) The | B4
. . . g system enabling data to acquisition rates as fast as 5 seconds per le. The ple IDs and | ions L E4
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— @ throughput. (C) Accurate mass was deconvoluted with Byos intact mass deconvolution algorithm.
Intact MS Figure 6. RF-MS Batch processing of 96-well plate with masses close to the target mass. (A) The
raw data mass spectra of the ten samples. (B) The deconvoluted masses from panel A. (C) The
Data Server Deglycosylated MS (A) [ - (B) zoom-in image of the ten masses shown the two samples with target mass, three samples with

Byos™,, unprocessed Lysin, and five samples with a mass of another target molecule (re-annotation).
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Validation Figure 3. Rapid subunit glycoforms analysis via RapidFire. (A) Diagram of subunit digestion and =
) "" fragments (B) High quality raw MS data were acquired with high-throughput. (C-E) Accurate masses of e o n
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Figure 7. Byosphere advanced search capabilities based on meta data attributes
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immediately using a RapidFire coupled with a quadrupole time-of-flight mass
spectrometer (RF-MS).
T - > This E2E workflow to identify hundreds of large molecules in a day with minimal
e human intervention
Figure 4. Web-based customizable reports showing relative % of glycoforms and the mass accuracy
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FE— ® Large panels of biologics generated in HT-Protein Expression are screened

® The acquisition is hands-off and significantly faster compared to conventional

LC-MS approaches.
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E2E ple Preparation, Acquisition and Data Analy M AT > Enabling the team get an early insight in the quality of biologics in real-time.
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