UMAP_2

UMAP_2

18,500 cells
T-cells A . ZFTA-fusion .
10 - neoplastic .
. ’
3 - PFA
B-cells ﬁ
5 .
0 .
-5
classic-M ?
oligodendrocytes
T T T T T
-10 -5 0 5 10
SERPINA3 CIR cis CFB
10 10 10 10
s Expr 5 Expr s Exp; 5
I I I:
A Ay 3 o
2 < 3< <
2
0 : % 0 f § 0 X § 0
0 0 0
-5 -5 -5 -5
-10 -5 0 5 10 -10 5 0 10 0 -10 5 0 5 10 -10 0 10
UMAP_I UMAP_1 UMAP_1 UMAP_
HLA-DRA HLA-DRBI c3
10 e 10 Gy 10
s * Expr 5 # Expr s Expr
6 6 o s
I4 z I4 ¥ l
. \ \ 3
1 e 2 E 0 | § % . a5, 2
e o T 1
0 0 G 0
{@ ,5 | @
-10
-10 -5 0 5 10 -10 5 0 10 -10 -5 0 5 10
UMAP_1 UMAP_1 UMAP_1

Supplementary Figure 6. Reanalysis of ependymoma scRNAseq data showing
MEC-A ST cluster marker gene expression at single cell resolution. A,
Reference UMAP projection of scRNAseq data from 26 EPN patient samples with
major cell types and subgroups indicated. B, UMAP feature plots of top MEC-A

Visium cluster marker expression in scRNAseq dataset.
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