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INTRODUCTION RESULTS

. Beyond predicting malignancy risk in indeterminate thyroid nodules, molecular testing may provide FIGURE 3: Expression of immune checkpoint ligands and T cell-related genes across thyroid nodules stratified by malignancy risk and BRAFV600E status

pre-operative molecular prognostic information and identify opportunities for targeted therapy in aggressive
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« GSC-S and Bethesda SFM/M cohorts were stratified by BRAFV600E+ or wildtype (WT) status.
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