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BACKGROUND RESULTS

The European Leukemia Net (ELN) criteria for AML risk assessment uses cytogenetic testing and molecular

mutations for recurrent chromosomal aberrations as standard-of-care for risk stratification and treatment Figure 2. AccuGenomics IS added to of background Figure 4. IS detection is accurate after spike-in into AML samples. This experiment
decisions in AML®. The prognosis anld treatment of acute myeloid leukemia (AML) is largely defined by DNA The experiment demonstrates linear detection of demonstrates the addition of IS spike-ins in a background of AML DNA at expected
cytogenetics and molecular variants. Accurate quantification of these mutations is important in risk the IS to low VAF levels (0.01%) in the contrived does not effect IS amplification and detection at expected values

determination and the evaluation of treatment response?. Standard clinical next generation sequencing (NGS) is
impacted by pre-analytical factors, amplification and sequencing issues that often effect accurate assessment of
reported variants. The existing test QC, such as QS20 or read depth, are indirect surrogates of sample
performance, and positive external run control reference materials monitor ability to sequence cell line
genomic DNA. What is needed is a simple direct QC that ensures the sensitivity and performance of each SNAQ-SEQ Accukit Myeloid v3 Titration 1.6%
sample. We developed a “spike in” control to assist in accurate assessment of oncogenic and likely oncogenic
variants in AML, allowing for the assessment and control of variations in each NGS sequencing sample
independently.
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