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Genomic and epigenomic profiling of high stage neuroblastoma
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Neuroblastoma (NB) is the most common pediatric extracranial solid tumor
with a wide range of clinical phenotypes. Although recent multidisciplinary treatment for NB
improved patient outcomes, there still exists ultra-high-risk subset. In this study, meta-omics
analysis of NB were performed to identify genomic signatures which characteraize high-risk type
tumors. Target sequencing of high-risk NB cases registered in clinical studies and genome analysis
of 92 ultra-high-risk NBs revealed certain genomic features characteristic in high-risk tumors.
Based on these data, we designed a customized cancer gene panel which can survey gene alterations
frequently observed in NB. In addition, from the 145 methylome data, several genomic regions which
are highly methylated in high-risk NB were selected. The pediatric cancer panel and methylome
markers will provide beneficial information for considering a subsequent therapeutic strategies for
high-risk NBs.
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