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The difference between secreted protein profiles of antigen-specific versus polyclonal activation was rank-ordered to identify

proteins preferentially produced under each condition (Figure 3). Consistent with Figure 2, many proteins showed higher secretion
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Secreted protein profiles showed hallmarks of T cell activation KEY TAKEAWAYS
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To characterize antigen-specific T cell response, we used peptide pools derived from the Spike protein of COVID-19 as a model . Secreted protein profiling offers deep, functional characterization of antigen-specific T cell response and illuminates
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Following overnight stimulation, we evaluated 1,034 protein readouts provided by Olink Reveal. Polyclonal stimulation induced analysis (Figure 4A) and hierarchical clustering (Figure 4B). The PCA plot showed that subjects generally grouped by the type can extend clinical biomarker strategies in oncology and beyond.
secretion of a broader set of proteins as well as higher levels of most proteins compared to specific peptide stimulation (Figure 2). of stimulation, with some exceptions like the response to peptide stimulation by subject 2, Which looKed Similar 10 POlYCIONAl i it ittt ettt ie et e e e et ee e et e e et e e e et e e e et e e e et e e ettt e e e e e et ae e e e ae e e e ee e et ae e aaaeeeaaeeennnnns .
Hallmarks of T cell activation were present under both conditions, including upregulation of IFN-y, IL-2, IL-4, IL-17, TNF, and Gran- stimulation. Clustering showed that polyclonal responses across all five subjects grouped together, with a subcluster of strong Please send inquiries to
zyme B. Factors known to be secreted by antigen presenting cells during T cell stimulation, such as IL-1a/B, IL-6, IL-12, and CXCL12 responders formed by subjects 2 and 5. The unstimulated (vehicle) profiles of subjects 2 and 5 also clustered together. As shown Matt Clutter
(SDF-1) were also detected in the supernatant. by PCA, clustering revealed that the response to peptide by subject 2 was different from, and stronger than, the responses of the Director Global R&D
other four subjects. matt.clutter@cellcarta.com
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