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METHOD

Study Design & Patient Cohorts: NGS Identifies MRD Earlier and More Frequently Than MFC Across Longitudinal Patient Trajectories
- Retrospective study utilizing archived samples from AML
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 This NGS assay enables multi-gene analysis at ultra-low variant frequencies, supporting its use for sensitive, comprehensive MRD monitoring.
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performed using OGT’s  genes key AML-associated biomarkers * Overall, the study confirms that capture-based NGS can reliably detect variants predictive of clinical relapse, supporting its utility for future

Interpret Software MRD research and post-transplant surveillance.
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