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Supplemental Figures 

Supplemental Figure 1

 

Supplemental Figure 1. PFS and OS Outcomes in Newly Diagnosed GBM Patients Treated with Atezolizimab 
(anti-PD-L1).  Cohort with IDH1 wildtype tumors (n=56).   Indeterminant, methylated vs. indeterminant MGMT 
(n=54).  Gross total resection (GTR) vs. subtotal resection (STR) (n=56).  Age, low vs. high median (n=56).  
Sex, male vs. female (n=56).  Dexamethasone vs. no dexamethasone (n=56). Unless specified, p-values from 
the Wald test are displayed. 
  



Supplemental Figure 2 

 

Supplementary Figure 2.  Global SCNA Analysis on GBM patients (n=29) and Clinical Outcomes.  A. 
Representation of SCNAs in GBM tumors of cohort patients. Source data are provided as a Source Data file. 
B. Box-plot graphs showing differential expression of specific genes between cluster 1 (n=18) and cluster 2 
(n=21) samples. C. Kaplan-Meier curve of OS for patients based on unsupervised clustering of global SCNA 
status of GBM tumors. P-value from the Wald test is showed. Source data are provided as a Source Data file. 
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Supplemental Figure 3 

 

Supplemental Figure 3. Enrichment of scRNAseq-derived myeloid and lymphoid profiles. A. Kaplan-Meier 
curve of OS for patients with low vs. high dendritic cell subcluster profile enrichment score. The p-values from 
the Wald test are displayed. Source data are provided as a Source Data file. B. Box plot representations of 
“activated and/or migratory” DC subpopulation markers between GBM tumors from patients with short (n=17) 
vs. long (n=22) OS. C. Kaplan-Meier curve of OS for patients with low vs. high L4 (left) and L5 (right) 
subcluster profile enrichment score. The p-values from the Wald test are displayed. Source data are provided 
as a Source Data file. D. Kaplan-Meier curve of OS for patients with low vs. high immune inhibitory CD4 
markers TNFRSF9 (left) and HAVCR2 (right). The p-values from the Wald test are displayed. 
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Supplemental Figure 4 

 

 
Supplemental Figure 4.  Patient Microbiome is Associated with Tumor Immune Infiltration. A.  The alpha-
diversity of the fecal microbiome was assessed and compared between low (n=5) vs. high (n=9) Estimate 
Immune Score (EIS) groups. Source data are provided as a Source Data file. B. A delineation of the type and 
relative abundance of each species identified in each patient’s fecal microbiome. Source data are provided as 
a Source Data file. C. Principal coordinate analysis of beta-diversity relative to tumor EIS. Source data are 
provided as a Source Data file. D. Prevalence of fecal microbiome bacterial species relative to low vs. high EIS 
tumor status. Source data are provided as a Source Data file. 
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Supplemental Table 1 

Adverse Event Grade 3 N (%) Grade 4 N (%) Grade 5 N (%) All Grade N (%) 
Lymphocyte count decreased 23 (38.33%) 0 (0%) 0 (0%) 23 (38.33%) 
Platelet count decreased 4 (6.67%) 1 (1.67%) 0 (0%) 5 (8.33%) 
Alanine aminotransferase increased 2 (3.33%) 2 (3.33%) 0 (0%) 4 (6.67%) 
Constipation 3 (5%) 0 (0%) 0 (0%) 3 (5%) 
Edema cerebral 0 (0%) 3 (5%) 0 (0%) 3 (5%) 
Fatigue 3 (5%) 0 (0%) 0 (0%) 3 (5%) 
Aspartate aminotransferase increased 0 (0%) 2 (3.33%) 0 (0%) 2 (3.33%) 
Blood bilirubin increased 1 (1.67%) 1 (1.67%) 0 (0%) 2 (3.33%) 
Hyperglycemia 2 (3.33%) 0 (0%) 0 (0%) 2 (3.33%) 
Neutrophil count decreased 1 (1.67%) 1 (1.67%) 0 (0%) 2 (3.33%) 
White blood cell decreased 2 (3.33%) 0 (0%) 0 (0%) 2 (3.33%) 
Bone pain 1 (1.67%) 0 (0%) 0 (0%) 1 (1.67%) 
Confusion 1 (1.67%) 0 (0%) 0 (0%) 1 (1.67%) 
Lymphocyte count increased 1 (1.67%) 0 (0%) 0 (0%) 1 (1.67%) 
Muscle weakness lower limb 1 (1.67%) 0 (0%) 0 (0%) 1 (1.67%) 
Nausea 1 (1.67%) 0 (0%) 0 (0%) 1 (1.67%) 
Pneumonitis 1 (1.67%) 0 (0%) 0 (0%) 1 (1.67%) 
Urinary tract infection 1 (1.67%) 0 (0%) 0 (0%) 1 (1.67%) 

 
 
Supplemental Table 1. PFS and OS Outcomes in Newly Diagnosed GBM Patients Treated with Atezolizimab 
(anti-PD-L1).  Cohort with IDH1 wildtype tumors (n=56).   Indeterminant, methylated vs. indeterminant MGMT 
(n=54).  Gross total resection (GTR) vs. subtotal resection (STR) (n=56).  Age, low vs. high median (n=56).  
Sex, male vs. female (n=56).  Dexamethasone vs. no dexamethasone (n=56). 
  



Supplemental Table 2 

 

Supplemental Table 2. Sources, catalogue numbers and species of antibodies used in Multiplex 
Immunoflourescence Imaging. 
 

SpeciesVendorCatalog #Antibody
RabbitAbcamab137132PD1
MouseThermo Fisher ScientificMS-457-SCD8
RabbitAbcamab68428GFAP
MouseAgilent DakoM0876CD68
RabbitAgilent DakoA045201-2CD3
RabbitCell Signaling13684SPD-L1
RabbitLeica MicrosystemsPA0146CD45RO
RabbitCell Signaling98377SFOXP3
RabbitLeica MicrosystemsPA0291Granzyme B


