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I donors. (B) Venn diagrams indicate the number of shared or uniquely upregulated genes markers TYMS or PCNA throughout chronic stimulation. (C) Data are represented as mean + standard deviation. (B) Single-cell
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Conclusions
Figure 1. A) Microwell technology is used to partition single cells with BD Rhapsody™ Cell Capture ||+ AbSeq enables protein analysis with sensitivity and specificity similar to flow cytometry, as demonstrated by overall equivalent quantitation of CD8* T-cell subsets and measurement of expression levels for the majority of markers tested.
Beads. Upon lysis of the cells, mRNA and oligos from BD SMK and BD AbSeq are captured through ||« A comprehensive and accurate characterization and classification of resting CD8+ T-cell subsets was achieved by virtue of simultaneously analyzing the expression of 38 surface markers and 399 targeted genes.
hybridization of poly (A) sequences on the oligonucleotides to poly (T) sequences on the beads B) ||« In the context of in vitro chronic activation and expansion of T cells, this single-cell multiomic approach revealed distinct signatures shared by three different donors and characterized by unique expression patterns linked to the mode and
cDNA synthesis is performed on the BD Rhapsody™ beads. Sequences are amplified by using duration of activation.
random priming for whole transcriptome amplification (not shown), or highly multiplexed primer ||+ Markers associated with T-cell inhibition/exhaustion of activation/proliferation were upregulated throughout the course of chronic stimulation, which prompted us to investigate the relationship between these markers at the single-cell level.
panels targeting 300-500 genes of interest. C) Conjugation of oligonucleotides to antibodies can | [« Our study, for example, reports reciprocal expression of inhibitory LGALS? and ZBED2, in relationship to the expression of proliferation markers PCNA and TYMS.
enable readout of protein information from high-throughput sequencing data. D) This technology is ||« Analysis of kinetic expression of genes and their corresponding proteins was performed for 23 markers and showed an overall random distribution of marker for which correlation between the two modalities was observed.
used in the BD® Human Single-Cell Multiplexing Kit, in which a universal antibody is conjugated to | [« In conclusion, single-cell multiomic is a very powerful tool to identify immunophenotypic and molecular changes that occur during in vitro activation and expansion of T cells.
1 of 12 oligonucleotides. * In the context of CAR T cell generation, this approach may provide useful insight to monitor the exhaustion state of expanded cells in response to different manufacturing protocols and possibly linked to cell product efficiency.
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