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Introduction Results: Comparing capabilities of detecting/quantifying peptide and protein isoforms
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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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Building on this foundation, Protein Metrics recently introduced a new
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- By incorporating profile data, we enhance true signal discrimination, enabling the recovery of matches even in =
MethOdS cases of complex isotope interference. Uniquely, this approach allows for direct matching of raw profile points. =
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The prototype of the new search engine was evaluated within the framework . Js s B E ﬁ M 1 =T
of existing Byos® Host Cell Proteome (HCP) and Multi Protein Quant (MPQ) . D ST N SR N
workflows. In these tests, the new engine was run in place of Protein Metrics’
traditional Byonic™ search engine.
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