
Table S1. Demography, molecular subgroup, clinical data, and molecular-clinical correlation in 
SickKids cohort of MBs. 

Molecular subgroup assignment 

N = 763 WNT n = 70 
(18.9%) 

SHH n = 223 
(42.7%) 

Group 3 n = 144 
(29.2%) 

Group 4 n = 326 
(9.2%) 

Age (median, range) at diagnosis (years) 

8.0 (0.24–56.8) 10.8 (2–56.3) 8.8 (0.2–56.8) 5.1 (1.2–49.6) 8.0 (1.0–48.2) 

≤3y (n = 119, 16.3%) 2 (3.1%) 70 (32.6%) 31 (22.8%) 16 (5.1%) 

>3y (n = 610, 83.7%) 62 (96.9%) 145 (67.4%) 105 (77.2%) 298 (94.9%) 

Sex 

Male, n = 472 (65.6%) 29 (45.3%) 128 (61.0%) 99 (72.3%) 216 (70.1%) 

Female, n = 247 (34.4%) 35 (54.7%) 82 (39.0%) 38 (27.7%) 92 (29.9%) 

Male/female ratio (1.9/1) 0.8/1 1.6/1 2.6/1 2.3/1 

Metastasis stage at diagnosis (M0, Met), number of cases (percentage) 

M0, n = 397 (69.3%) 43 (87.8%) 134 (83.8%) 66 (60.6%) 154 (60.4%) 

Met, n = 176 (30.7%) 6 (12.2%) 26 (16.2%) 43 (39.4%) 101 (39.6%) 

Pathology variant, number of cases (percentage) and median age (years) 

Classic, n = 387 (66.0%), 8.0 40 (80.0%) 78 (43.1%) 68 (66.0%) 201 (79.8%) 

DNMB, n = 109 (18.6%), 5.2 5 (10.0%) 73 (40.3%) 8 (7.8%) 23 (9.1%) 

MBEN, n = 18 (3.1%), 2.4 0 10 (5.5%) 2 (1.9%) 6 (2.4%) 

LCA, n = 72 (12.3%), 7.0 5 (10.0%) 20 (11.0%) 25 (24.3%) 22 (8.7%) 

Median follow-up time (range) (years) 

3.9 (0–25.0) 4.2 (1.1–17.9) 3.9 (0.1–25.0) 3.0 (0–19.0). 4.2 (0–22.0) 

Survivals of molecular subgroup (percentage) 

5-year OS rate: 74.9% 98.2% 79.1% 56.9% 75.0% 
DNMB: Desmoplastic/nodular medulloblastoma, MBEN: Medulloblastoma with extensive 
nodularity, LCA: Large-cell/anaplastic, M0: no metastasis of tumors, Met: metastasis of tumors, OS: 
Overall survival. 



 
Figure S1. Analysis of immune cells and B cell subsets from the 70 MB patients based on the 2021 
WHO classification of MB subgrouping. (a) The proportion of T cells, B cells, macrophages, DCs, 
mast cells and other myeloid cells in MB tumors. (b) The distribution of lymphoid and myeloid cells 
enrichment. 
  



 
Figure S2. Expression of the infiltrating B cells subsets from in the MB subgroups. The analysis 
of B cell subsets from the 70 clinical patients based on the 2021 WHO classification of MB. The p 
values were determined by Kruskal-Wallis test. 
  



 

 
Figure S3. Correlation of B cells with other immune cell types in the VI and VIII subgroups of 
MB tumors. Correlation between the expression of B cells and the expression of DCs, CD4+ T cells, 
CD8+ T cells, NK cells, mast cells, Th1 cells, Th2 cells, pDCs and eosinophils in the VI and VIII 
subgroups of MB tumors. Correlation coefficients (R) were obtained by using Pearson’s correlation 
coefficient test. 
  



 
Figure S4. Expression of interleukins in different MB subgroups tumors and normal brain. The 
expressions of interleukins among 4 subgroups of MB tumors and normal brain tissue were analyzed 
from the transcriptome data. *, p < 0.05; **, p < 0.01; ***, p < 0.001, compared to G4 subgroup tumors. 
NS: no significant difference. 
  



 
Figure S5. Expression of CCL chemokines in different MB subgroups tumors and normal brain. 
The expressions of CCL chemokines among 4 subgroups of MB tumors and normal brain tissue were 
analyzed from the transcriptome data. *, p < 0.05; **, p < 0.01; ***, p < 0.001, compared to G4 
subgroup tumors. NS: no significant difference. 
  



 
Figure S6. Expression of CXCL chemokines in different MB subgroups tumors and normal brain. 
The expressions of CXCL chemokines among 4 subgroups of MB tumors and normal brain tissue were 
analyzed from the transcriptome data. *, p < 0.05; **, p < 0.01; ***, p < 0.001, compared to G4 
subgroup tumors. NS: no significant difference. 




