
Online Resource 8. ARNT2 mRNA levels in patients’ glioblastoma. 
A. ARNT2 mRNA levels in glioblastoma compared to non-tumor brain tissues Analysis performed on the GlioVis 
platform (http://gliovis.bioinfo.cnio.es/) using transcriptomes of 481 untreated primary human glioblastoma of the 
TCGA dataset, and 10 brain tissue samples. **** p<0.0001, pairwise t test.
B. ARNT2 mRNA levels do not discriminate patients according to overall survival or progression free survival. 
Analysis Cut-off values were determined by automatic scanning of the entire set of values (transcriptomes of 481 
untreated primary human glioblastoma of the TCGA dataset) using the R2 Genomics Analysis and Visualization 
Platform (http://r2.amc.nl).
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Changes in chromatin state reveal ARNT2 at a node of a tumorigenic transcription factor signature driving glioblastoma 
cell aggressiveness.  
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