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Linking single-cell spatial multiomics of TCR repertoires using CosMx SMI with live T
cell function using the Beacon to characterize immune cell dynamics in tumors
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CosMx WTX + TCR + protein finds tumor-killing T-cells in space,

exposing mechanisms of immune evasion by tumors

Linking live T-cell function to spatial context in head and neck cancer via

Introduction

CosMx multiomics and TCR repertoire profiling
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