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Supplementary Figure S1. Correlation between CMRG-based signature genes and canonical
oncogenes in the TARGET-0S cohort

A EPYC B AOC3
10 1 10 -
54 4 5 3
N 3
o 0 ; o 0 2
: 2 £ ~
5 57 1 35 757 1
-10- 0 -10 0
10 -5 0 5 10 -10 -5 0 5 10
C UMAP_1 D UMAP_1
MYC SCD
10 7 10
NI > 4 (\Il o 3
o e 3 [a 04
: : £ ;
35 51 1 5 51 1
-10 1 0 -10 1 0
-0 -5 0 5 10 -0 -5 0 5 10
E UMAP_1 = UMAP_1
KLK2 MYC
10 - E’a
5 =3
N 20 3,
o 0- 15 8,
< 5
= -5 1.0 g3 o
2 . 0.5 &5 @@‘v\%‘? Q\\ @\\5, a‘:@\ﬂ: \ﬂ.v\\fo
=101 0.0 le"pQ \'p‘}\céég& < C.}\:\\Q \!\GQ @_r',‘Qo Qé\@é@} \ik_ @"g}
1 r 1 r ! F ) \eﬁ} &
-0 -5 0 5 10 & & ¢
UMAP_1 Identity

Supplementary Figure S2. Cell-type-specific expression distribution of CMRG-based signature
genes in single-cell osteosarcoma data



