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Analysis of interregional differences in somatic genetic landscape and prognosis
in glioblastoma
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We conducted the largest-ever retrospective cohort study for Japanese
patients with glioblastoma and investigated the prognostic impact of copy number alterations (CNAs)
using two population-based cohorts: an original Japanese cohort and a dataset from The Cancer Genome

Atlas (TCGA). The results showed that the triple overlap CNAs in EGFR, CDKN2A, and PTEN (triple
CNA) can be a common poor prognostic factor and that the discrepancies in the distribution of
triple CNA in these two cohorts could provide a full account of the cohort disparities of survival
duration.
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