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Introduction

Liquid biopsies are important samples for providing biomarkers in clinical studies in a non-invasive manner. They are particularly relevant for immuno-oncology trials, where
regulation of circulating immune cells may reflect immune changes in tumours in response to immune targeting therapies. For example, RXC004, a potent and selective inhibitor
of the Wnt pathway regulator porcupine is hypothesised to have immunomodulatory anti-cancer functions 1>. Therefore as part of an RXC004 safety and tolerability study in
cancer patients with solid tumours (NCT03447470), we aim develop methods to analyse immune response liquid biomarkers. This includes analysis of whole blood by flow
cytometry to quantify a range of immune cell subsets and functional markers.

Methods

Flow cytometry analysis is carried out in house using 7 multi-colour panels, analysed on the ACEA Biosciences Novocyte 3000 flow cytometer (Fig 1). Antibodies included in these
panels have been validated using healthy donor peripheral blood mononuclear cells (PBMCs), healthy donor whole blood and Biolegend VeriCells™.
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CD69 and Ki67 in activated PBMCs VeriCells™,
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Figure 6. Biolegend VeriCells™ immune cell subset analysis by
flow cytometry

Stability of key immune cell subsets over 10 staining dates,
quantified across multiple panels (mean+SD).
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