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Figure 1A (top) shows the mRNA correlation for the IC Day 0 sample vs Live control (left) and the IC Day 1 sample vs Live ./ =
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incubated at rest. After stimulation, the surface proteins were stained with a 40- number of reads per cell. Day 0 and Day 1 had 86% and 89% median molecules per cell compared to the live control and 95% LiveControl_d1 molecules per cell) for a select subset of cell types. The IC samples show a similar expression pattern for surface markers
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Figure 2A (above) shows histograms for intracellular AbSeq from resting and stimulated samples. Day O (middle column) and Day 1 (right column) show similar B Vorvors ool P For Research Use Only. Not for use in diagnostic or therapeutic procedures. BD,
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Figure 2B (right) shows tSNE plots overlaid with expression (in molecules per cell) for T-bet, Helios, and Granzyme B. Day 0O (left) and Day 1 (right) show similar Ungated 6276 respective owners. © 2024 BD. All rights reserved. BD-117499 (v1.0) 0324

expression and signal to noise. The bottom left panel shows the cell type as determined by the WTA analysis pipeline and demonstrates that the expression of the
markers is on the expected populations of lymphocytes.
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