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SUMMARY

Glioblastoma (GBM) is a highly malignant and fatal type of adult diffuse

glioma that originates from neuroglial progenitor cells, and it has a
remarkable ability to infiltrate normal brain parenchyma. Despite being a
rare tumor, it is the most common Central Nervous System (CNY)
malignancy. The median age at diagnosis is 65 years, indicating that GBM
predominantly affects older adults, although rare cases also occur in
younger individuals. In this study, we present a bioinformatics analysis aimed
at identifying differences between younger and older GBM patient groups

by analyzing RNA-Seq data and metadata from the TCGA cohort, as
reported by Wang et al. (2021).
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