Flexible and Comprehensive Phenotyping of Tumor and Peripheral Blood

STANDARD Mononuclear Cells iIn Endometrial Carcinoma

BIOTOOLS Jessica Elmore, Deega Mahamed, Geneve Awong, Gary Impey
Standard BioTools Inc., Markham, ON, Canada

Introduction Results

Cancer biomarkers have revolutionized management and treatment of the disease, leading to remarkable A 47-marker CyTOF panel for broad immune cell phenotyping deep T cell profiling
advancements in personalizing medicine and determining optimal therapeutic combinations. However, researchers face ’ ’

significant challenges in identifying biomarkers in the context of extreme biological heterogeneity, a common feature of CytOkine prOdUCtion and cell proliferation
many cancers. While immune profiling of peripheral blood is a common approach, many critical disease processes are
only evident within the tumor environment. These processes can provide valuable prognostic and diagnostic insights or
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predictive biomarkers. Mass cytometry conducted on the CyTOF™ XT PRO system uniquely enables higher-parameter, Tl Wy We | Wiy Wey (We | [We) W |

precise immunophenotyping at greater throughput without the data artifacts introduced by compensation and spectral

deconvolution. The ability to easily and rapidly design and modify 50-plus-marker panels, along with flexible sample ] , ) ! . !
staining and acquisition workflows and the use of sample multiplexing, makes mass cytometry the premier choice for Tellurium-based live-cell barcoding for sample multiplexing of immune and non-

large and complex clinical studies and drug discovery programs. Immune cells enables fast sample processing and reduces batch effects.
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valuable insights for cancer research and potential therapeutic targets from minimal sample amounts. := o ok e targets before acquisition on a CyTOF XT PRO instrument. After acquisition, the
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Mahalanobis filtering). About 15% of events were unassigned, including EQ6 Beads.

Key advantages of mass cytometry on the CyTOF XT PRO system for clinical research

e Capturing phenotypic and functional variation in a single CyTOF panel generates unique

B-catenin

biomarkers that can reveal mechanisms of disease activity, drug response and prognostic potential Cell composition and functional heterogeneity in PBMC and tumor-derived cells
e Pre-optimized modular panels combined with the enhanced throughput of the CyTOF XT from endometrial cancer patients

PRO system enables fast implementation of large-scale immune profiling studies = o
e Sample multiplexing using a variety of barcoding reagents (Pd, CD45, TeMal) is a powerful A e e T . C
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method to harmonize sample sets, reduce batch effects, and improve standardization in multi-site pae |
and longitudinal studies
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e The CyTOF XT PRO system addresses regulatory requirements with 21 CFR Part 11 compliance-
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Activation and checkpoint markers in tumor and peripheral blood T cell subsets captured the
unique enrichment of CD69+ CD103+ tissue-resident memory T cells in tumor samples.
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Conclusions

This panel enables cell composition analysis of immune and non-immune cells including
frequencies of T cells, B cells, NK cells, granulocytes, monocytes and epithelial cells

By using modular and flexible panel design, deeper characterization of T cells and NK cells
(memory, exhaustion, response to stimuli, proliferation) revealed disease- or tissue-specific
processes

This approach can be used for tracking the homing, activation and functional responsiveness
of engineered cell therapy products such as TlLs and CAR T cells at the tumor site

The response to other immmune-directed therapies such as checkpoint inhibitors, antibody-drug
conjugates, cancer vaccines or bispecific T cell engagers can be monitored

Tellurium-based barcoded enabled sample-sparing multiplexed staining and acquisition to
reduce batch effects and streamline the sample preparation, staining and acquisition workflow
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