Figure S5

A B
SR e EWS:iFLI repressed B0 DT EWS :FLM repressed
J ECM Organization "N ECM Organization
| | CcDB3 NG
n R [F=TY * cD83
I | cTSB s | I sto0at1 [|°
| cTsz $100410 | 1
| | | GPNMB S100a13
| FBN1 CAMK2D
PRSS23 | , coLsaz |
i COL1A2 I I 1 PRSS23 I2
coiat M PLACS
| COL5A2 | | MYOF
I IPPIC EW?:;FLH repressed FBN1 EW?::FLH repressed
| SPARC PPIC
| | s100a13 | EMP1
I BGN 11 NID1 0
I I 8100A711 ECM Organization FSTL1 ECM Organization
| 5100A4 oy W
| coLeA2 CoL1A1
TGFBIN - coLiaz 05
| NT5E J COLBA2
| MYOF SPARC
11 EMP1 TGFB1N
NID1 THY1
| PLACH cTsz
| | THY1 cTsB
I FSTL1 I| | LGMN
| $100A10 GPNMB
| | CAMK2D NTSE
L1 I NG I | 510044
GSE142162 (n=79 tumors) GSE17679 (n=44 tumors)
Surdez et al. 2021 Savola et al. 2011

Supplemental Figure S5. Patient tumor gene expression microarrays display heterogeneity of
expression of NT5E and associated mesenchymal gene signature. Related to Figure 5. A-B) Heatmaps
of NT5E and 27 associated marker gene expression vs. EWS::FLI1 repressed genes (31), ranked by ECM

organization expression (A) GSE142162 (18) and (B) GSE17679 (42).



