
 

Figure S1. Differential expression analysis reveals several immune related genes associated 

with response at various time points. Volcano plots comparing fold-change (x-axis) and adjusted 

p-value (y-axis, edgeR), for 36,410 expressed genes at weeks 0, 6, 15, and 34 between PR (n=3 

patients) v.s. SD (n=7) and CR (n=2) vs. SD (n=7). Specific immune-related genes are highlighted 

in red. 



 

Figure S2. Gene set enrichment analysis at week 0.  (A-C) In enrichment plots genes are ranked 

by signal/noise ratio according to their differential expression between SD and CR patients. Genes 

in the gene sets indicated on top of each figure are marked with vertical bars, and the enrichment 

score is shown in green. (D) Figure as in (A-C), with genes ranked according to differential 

expression between PR vs SD patients. 

 

 

 

 



 

Figure S3. Induced and repressed pathways associated with treatment response at different 

time points. (A) Left: Significance (y-axis, Fisher’s exact test) of pathway enrichment for genes 

differentially expressed between PR and SD patients at week 0. The ratio of differentially 

expressed genes to the total number of genes in the pathway is given by the orange line. The 

average expression of genes in each pathway is indicated by color (z-score). Right: Same as on the 

left for genes differentially expressed between CR and SD patients. (B) Figure as in (A) for week 

6. (C) Figure as in (A) for week 15.  

 

 



 

Figure S4. Survival analysis for GSTM1 expression in public pediatric and adult glioma 

datasets. (A) Left: Survival analysis based on TCGA RNA-seq data of LGG tissues (n=510 adult 

patients). The two groups were determined based on median GSTM1 expression. HR= Hazard 

Ratio. Right: Figure as in (A) for n=155 adult glioblastoma patients. (B)  Left: Figure as in (A) for 

n=47 pediatric glioblastoma patients. Right: Figure as in (A) for n=19 pediatric glioblastoma 

patients. 

 

 

 

 

 

 

 



 

Figure S5. Pathway analysis of genes correlating with ELISPOT counts. (A) Significance (y-

axis, Fisher’s exact test) of pathway enrichment for genes correlating with Survivin ELISPOT 

counts. The ratio of differentially correlated genes to the total number of genes in the pathway is 

given by the orange line. The average correlation z-score of genes in each pathway is indicated by 

color. (A) Additional pathways (in addition to Figure 5A) correlating with Survivin ELISPOT 

counts (B) Pathways correlating with IL-13Ra2 ELISPOT counts. (C) Pathways correlating with 

EphA2 ELSPOT counts. 

 

 

 

 

 



 

Figure S6. Summary of potential biomarkers of vaccination response at different time points. 

Arrows pointing up indicate an induction of the indicated gene, pathway/cell type (columns) in 

each of the three groups (rows). Time points are indicated below the markers. If no time point is 

mentioned, the markers are predictive at every given time point including week 0 (pre-treatment).  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Table ST1. Predicted upstream regulators of our gene pathways at time points 0, 6, 15 

using IPA software. Analysis was performed based on up-/downregulated genes between 

groups. 
 


