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INTRODUCTION SUMMARY
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Figure 1. AML/MDS development study setup and summary. _ |
Retrospective case-only study design (N=230), utilizing a cohort Figure 3. Concordance between WGS and targeted sequencing panel (xT) was 95%. Structural Figure 5. High concordance (97%) was observed between our WGS assay and conventional methods in identifying
with established genomic results to assess result replication using variants (SVs) missed by WGS but identified by xT where detected in regions with >1000x guideline-recommended genomic alterations. Discordances in SNV/Indels and SV are due to alterations with very low
our internal process. coverage, indicating clonal nature of the alteration and exceeds the 80x coverage typically VAFs and high coverage based on targeted sequencing.

achieved in WGS.
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