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Introduction Results: Comparing capabilities of detecting/quantifying peptide and protein isoforms
Over the past several years, Data Independent Acquisition (DIA) methods In this work we new approaches to extend the capabilities of Byos® platform for DIA analysis, Cumulative unique sequence counts ROC. Ecoli + soiked. 3 renticatos
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Protein Metrics, LLC's MS/MS search engine, well-regarded for its role in 3. More accurate detection of elution boundaries for both precursor and fragment ion signals.
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Data Dependent Acquisition (DDA) applications within the PTM workflow,
has been widely adopted by researchers and pharmaceutical companies. Our approach is centered around preserving flexibility throughout the analysis pipeline: 2000
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for handling complex proteomic datasets. _
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- By incorporating profile data, we enhance true signal discrimination, enabling the recovery of matches even in
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Methods cases of complex isotope interference. Uniquely, this approach allows for direct matching of raw profile points. =
Elution boundaries for both precursors and fragments are refined using multiple isotope observations. ATPCENE23159
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e B e M ber of peptides, Peptide Length, Peptide Ranking B B o er of eptices, Petice Length, Peptide Ranking The new search engine prototype demonstrates enhanced discrimination of true positive matches compared to Byonic™.
The prototype of the new search engine was evaluated within the framework It successfully recovers additional identifications in challenging cases involving complex isotope interference.
of existing Byos® Host Cell Proteome (HCP) and Multi Protein Quant (MPQ) We also observed improved quantification precision, reflected in lower coefficient of variation (CV) values in DIA data
workflows. In these tests, the new engine was run in place of Protein Metrics’ analysis. Furthermore, the new approach shows a reduced incidence of sporadic isoform reporting, indicating greater
traditional Byonic™ search engine. consistency and reliability in identification results.




