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Acute myeloid leukemia (AML) — cancer produced at the bone marrow, where and statistical comparison.2

myeloid stem cells cannot mature into healthy myeloblast white cells. : ymbute
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The objective of the current study Is to identify exonic DNA variants from R e e e (1 (I (RS INames
after relapse.
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The treatment of pediatric AML been based on adult AML studies, with the | ___Analysis
assumption of similar biology. Molecular profiling of AML in pediatric and adult | . . — _
studies has started to characterize AML as a disease with distinct age-dependent * There Is a necessity of target therapy for pediatric acute leukemia. |
alterations. 1  The communication diagram supported component level testing for “Submit
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MATERIALS AND METHODS * Further problems are still being identified, most of them have been in the
PROVEAN stands for Protein Variation Effect Analyzer. pre-Provean computation.
It provides predictions of the functional effects of protein sequence variations, * Additional corrections are necessary to analyze larger data sets using
Data retrieved from The Cancer Genome Atlas including single or multiple substitutions and insertions and deletions (indels) in OncoMiner pipeline.

« NGS data analysis Is time consuming. Efficient parallelized computational
approaches on high performance computers are desirable for processing

(TCGA), project TARGET-AML. BAM (Binary
Alignment Map) files range from 17 to 31 GB
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18 patients between one and 17 years old,
where each individual has three WES datasets
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