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Introduction

Deep functional profiling of immuno-oncology markers and cytokines in whole blood (WB) reveals immune signatures that
inform disease prognoses, immunotherapy selection and outcomes in cancer patients. WB is best analyzed within 24 hours of
collection to capture clinically relevant immune signatures; however, WB collection and cytometric analysis are often
performed at different sites, which can lead to significant delays. WB stabilizers can overcome this challenge, yet not all
antibody panels are compatible with these reagents. To enable flexible experimental workflows for deep functional profiling in
WB, we developed modular Flex-Fit CyTOF™ panels compatible with stabilizers.

High-parameter flow cytometry mediated by CyTOF technology enables single-tube staining to identify 50-plus markers at the
single-cell level. CyTOF technology provides exceptional resolution without spectral unmixing or compensation, while Flex-
Fit™ CyTOF panels allow simple and quick panel design by combining a customizable selection of pre-validated subpanels.
Importantly, CyTOF technology demonstrates superior detection and signal resolution of intracellular markers compared with
full spectrum flow cytometry (see Abstract #5755) and thus is ideally suited for measuring immune functionality.

In this study, we analyze two high-parameter panels across two workflows, fresh WB staining and PROT 1-stabilized WB
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