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Myeloid malignancies are clonal disorders caused by genetic alterations in Total Reads vs Variant Calling Sensitivity: SCMM Total Reads vs Variant Calling Sensitivity: AOHC Average Fusion Reads in Seraseg® Myeloid Fusion RNA Mix
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Library and templating conditions were optimized for improved performance in Table 2. DNA variant calling performance with hotspot control, DNA reference CEBPA 1% PRl 10-77% 9% 28% Intervention.
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