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INTRODUCTION KEY RESULTS: ctDNA DETECTION WITH A BLOOD-ONLY METHYLATION ASSAY PRECEDES RADIOLOGIC
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O GRAILs blood-only, targeted methylation assay
demonstrated promising performance for MRD detection
in curatively treated CRC, potentially enabling tissue-
independent recurrence prognostication post-treatment

O These data support future investigation of the assay for
disease surveillance or risk-stratified therapeutic studies




