Longitudinal Monitoring of Pediatric Acute Myeloid Leukemia Using Duplex
Seqguencing of Patient-Specific Panels Reveals Ultra-Low Frequency MRD that
Marks Persistent Carcinogenesis and Complex Clonal Evolution
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Conclusions

e \We detected MRD in one or more treatment/remission time points from all 9 patients who
went on to relapse. However, we also observed high-confidence TOD variants in the last
collected sample from all 4 patients who did not relapse during at least 24 months of clinical
follow-up.
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* |[n some cases, all mutations decreased at a similar rate by many orders of magnitude,
whereas in others there was clear dispersion of subclones over time, with some declining 100
times more quickly than others.
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