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Introduction 3. Multi-omic single cell characterization of T cell populations

« Characterization of lymphocyte types and understanding their antigen binding A
specificities is key to the development of effective therapeutics i
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Feature Barcoding technology and flow cytometry identify similar frequencies of
Dextramer® positive cells.

Feature Barcoding technology analysis with a CMV-specific dCODE™ Dextramer® panel.
Positive cells are above the dashed lines with the background colored in pink.
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CD8+ cells identified by Feature Barcoding technology and by flow cytometry.
C. Flow cytometric analysis of the same CMV seropositive sample with the same dCODE™
Dextramer® panel. Positive cells are inside the dashed box with pink background.
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Heatmaps show the significantly enriched (blue) or significantly under-represented (red) TCR
clonotypes. Each column represents a TCR clonotype. The number of T cells with specificity for
a particular Dextramer® (Specific binders) and the frequency of the T cell clonotype in the whole
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Paired TCR sequences were clustered
using TCRdist (Dash et al. 2017) to
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* A truer understanding the complexity
of the tumor microenvironment

A. i. CMV seropositive donor colored based on sample. Unsorted PBMCs = grey (6770

paired TCR sequence (at the
cells), sorted cells = green (2038 cells). B

CMV B0702 RPHERNGFTVL nucleotide level). # is the frequency at

B. i. CMV seronegative donor colored based on sample. Unsorted PBMCs = grey (5998 Té\R"/lino a?gRB TCIS:nTeCRB ) which the specific clone was detected.

cells), sorted cells = green (1566 cells).
In ii. Cell type classification was performed using both gene expression data and surface
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