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Comprehensive genetic analysis in pediatric acute myeloid leukemia to elucidate
the clinical significance of genes on chromosome 7.
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Identification of novel prognostic factors is urgently needed to improve the
prognosis of pediatric acute myeloid leukemia (AML). We focused on monosomy 7 and deletion of the
long arm of chromosome 7[del(7g)], which are representative chromosomal abnormalities in AML, and
performed mutation analysis and copy number analysis of genes on chromosome 7 using next-generation
sequencing to verify their clinical significance. Monosomy 7 was significantly associated with poor
prognosis, while del(7q) was not associated with prognosis. MECOM high expression was significantly
more common in monosomy 7 but not in del(7q), suggesting that monosomy 7 and del(7q) have different
molecular biological backgrounds. As for genetic mutations on the long arm of chromosome 7, patients
with KMT2C mutations had a significantly poorer prognosis, suggesting that KMT2C mutations may be
an important prognostic factor in pediatric AML.
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Molecular and cytogenetic aberrations in pediatric AML patients with alteration on chromosome 7
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