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SUPPLEMENTARY MATERIALS

Genome wide DNA methylation landscape reveals glioblastoma’s 
influence on epigenetic changes in  tumor infiltrating CD4+ T cells



Supplementary Figure 1: (A) Flow cytometry data showing percentages of different subpopulations of CD4+ T cells in the GBM tumor 
infiltrating lymphocytes (black dots) compared to the blood (red dots) from the same individuals. Each dot represents an individual included 
in the analysis. We performed whole genome bisulfite sequencing of DNA samples from GBM tumor infiltrating CD4+ T cells and also 
from blood of the same individuals. (B–D) GC content in the sequencing data, mapping statistics and CpG coverage for each individual, 
respectively. The data obtained from bisulfite sequencing was analyzed in house in the Department of Bioinformatics, Indiana University 
School of Medicine, Indiana. The table provides information on mapping stats of all individual samples, hyper and hypomethylated regions 
in tumor samples etc.

Supplementary Table 1: Top 10 significant DMRs and their associated genes in tumor CD4+ T cells 
compared to blood CD4+ T cells. See Supplementary Table 1


