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Supplemental Figures 

 

Figure S 1 Cytokine gene expression by glioblastoma cells. Nanostring analysis of absolute 

mRNA count in NZB11, NZB19, NZB12, NZB13, NZB14 and NZB15  GBM lines. The results of two 
independent experiments are shown. Unpaired students t-test analysis was carried out. P-value 
= 0.05 (*), 0.01 (**), 0.001 (***), 0.0001(****).  



 

Figure S 2 Chemokine gene expression by glioblastoma cells. Nanostring analysis of absolute 

mRNA count in NZB11, NZB19, NZB12, NZB13, NZB14 and NZB15 GBM lines. The results of two 



independent experiments are shown. Unpaired students t-test analysis was carried out. P-value 
= 0.05 (*), 0.01 (**), 0.001 (***) , 0.0001(****).  

 



 

Figure S 3 Non-classical immune modulator gene expression by glioblastoma cells. 

Nanostring analysis of absolute mRNA count in NZB11, NZB19, NZB12, NZB13, NZB14 and 
NZB15 GBM lines. The results of two independent experiments are shown. Unpaired students t-
test analysis was carried out. P-value = 0.05 (*), 0.01 (**),  0.001 (***),  0.0001(****) .  



 

Figure S 4 Gene set enrichment analysis (GSEA). Gene set enrichment analysis was performed 

on phenotypically high (Q1) (n=40) and low (Q4) (n=40) glioblastoma samples from a publicly 
available GBM RNA-seq dataset (n=160). The GSEA algorithm shows the concordant differences 
between high and low expressing GBM samples for IL6, IGFBP2, MIF,  CCL2, ANG, CHI3L1, 
SERPINE1, VEGF, and IL8 . The defined gene sets correspond to the Gene Ontology (GO) terms 
for Macrophage Activation, T cell Activation, NK Activation, Macrophage Migration, T cell 
Migration, and T cell proliferation. A) Statistically si gnificant enrichment plots between Q1 and 
Q4 phenotypes across six GO term. B) Table of al l  normalised enrichment scores (NES) with 
corresponding p-values and false discovery rate q-values for six GO terms. Positive NES are 
positive correlations with Q1, and negative NES are negative correlations for Q1. FDR cut -off of 
0.25 and p-values less than 0.05 were used to define significance. P-value = 0.05 (*), 0.01 (**), 
0.001 (***), 0.0001  (****).  

 


