Development of highly reproducible and sensitive sequencing-based methods for the detection of
measurable (minimal) residual disease (MRD) in acute amyeloid leukemia
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* Sensitivity of 10 for SNVs and 10~ for NPM1 insertions/deletions ¢ Leukemic cells could be detected down to as low as 1 per

100,000 healthy donor cells

* Detection sensitivity between 1:10,000 to 1:100,000 for the
fusion and mutated NPM1 transcripts

* MRD positive status by NSG sequencing

Lower disease-free survival HR 3.4, p=0.005

Lower overall survival HR 4.2, p<0.001
I Risk of death HR 4.54, p =0.005~ * 1M reads are needed for the detection of fusion transcripts
Risk of relapse HR 3.76, p =0.012+ and 3M reads for the detection of NPM1 insertion mutations

*Multivariate analysis
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