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Figure S1

EGFR in TCGA GBM dataset
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TFR in TCGA GBM dataset
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Figure S1: The cancer genome atlas of glioblastoma. EGFR and TfR expression levels
from the adult TCGA-glioblastoma dataset were obtained by the GlioVis platform, compared
to non-tumor brain tissue (A-B) and separated by GBM genetic subtype (proneural, classical
and mesenchymal) (C-D). The data are based on the RNA-Seq platform and plotted for
MRNA expression.



