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. Sample Prep: Enrich-iST kit (PreOmics) (Figure 1 - g - - - - o R .
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mode; IM 0.75-1.3 V-s/cm2 100—1.700 m/z most extensive SF proteome coverage reported without fractionation or depletion (Figure 2A and B). OA development.
- Data Analysis: Spectronaut 20 (directDIA+ mode), Human UniprotkB - Reproducibility: Median CVs <10% across technical replicates (Figure 2C). « The approach reveals potential OA biomarkers and therapeutic targets.
reviewed database; statistical analysis in R:and Python - Separation: PCA analysis shows clear separation between controls and OA (Figure 3A).
- Differential Expression: Numerous proteins significantly up or downregulated in OA, including matrix
1.Peffers, M. J.,, Smagul, A, & Anderson, J. R. (2019). Expert Review of metalloproteinases (MMPs) implicated in cartilage degradation (Figure 3B).
Proteomics, 16(4), 287-302.
- Pathway Enrichment: Inflammation, cytokine production, and immune response pathways altered in COI Statement: MW and DA are employees of Bruker Scientific LLC. CE is an employee of PreOmics
OA (Figure 3C).
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