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Abstract End to end single-cell multiomic workflow

Flow cytometry technology remains one of the most powerful tools used by life scientists to analyze single cells and

characterize the cell at the protein layer. As biologists have sought to know more, the single “ome” of proteins alone High-dimensional
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could not fully explain cellular complexity. Single cell multiomics provides a comprehensive view of the cellular

heterogeneity and the complex interplay between multiple layers of cellular "omics”, namely the DNA, RNA and

protein layers. Researchers are increasingly applying single cell multiomics across many fields including cancer
research, drug discovery, infectious disease research and more.

Here in, we present data to showcase how BD Rhapsody HT-Xpress System fits within a reliable end-to-end single-cell
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multiomic solution with upstream cell-sorting solutions and downstream single-cell multiomic assay kits and

bioinformatic tools. The gentle and robust micro-well based high throughput single-cell partitioning system featuring
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specificity of these multiomic assays and showcase the depth of molecular information and discovery enabled by

single-cell multiomics.
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BD Rhapsody™ ATAC-Seq Assay
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BD OMICS-Guard™ Sample Preservation buffer
PFA-free buffer that preserves RNA and protein epitopes in PBMCs forup to 72 hat 4 °C

High specificity and sensitivity assay to profile open chromatin regions of the genome
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Conclusions Class 1 Laser Product.
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In summary, we show case how high parameter spectral flow cytometry with real-time imaging and flexible/high-
throughput single-cell multiomic assays to profile DNA/RNA/protein enable deeper biological insights. BD and the BD logo are trademarks of Becton, Dickinson and Company or

its affiliates. All other trademarks are the respective property of their
owners.© 2024 BD. All rights reserved. BD-120943(v1.0) 0524
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