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Currently, the long-term survival rate of pediatric acute myeloid leukemia
(AML) improved 60-70%. Recently, clinical sequences are used to determine the therapeutic methods of
many cancers. Pediatric AML is also needed more genome information to perform clinical sequences
for precision medicine. Here, we performed targeted sequencing using a 343-gene custom panel and
next-generation sequencer in pediatric patients with de novo AML. As a result, we found recurrent
gene mutations such as PTPN11, TET2, and TP53 which might be associated with outcome of AML. And we
reported these results in the 60th and 61st American Society of Hematology Annual Meeting. Now, we
have performed further analyses to determine the relations between genetic mutations and clinical
features and prepared for submitting these significant results.
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