Figure S9

Osteoblasts - Glycolysis
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Figure S9. Heterogeneous activation of glycolysis identified across multiple cell line and PDX tumor
datasets. FeaturePlots for glycolysis module score in each of the datasets. Module score for glycolysis was
calculated using the ‘AddModuleScore’ function in Seurat with msigdb HALLMARK _GLYCOLYSIS genes as
input features for the expression program.
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Osteoblasts - Hypoxia

6
9
(R
4 L
.
N 2 e 0.25
o 20 020
£ PN 7 g o
50 PN e o1e
0 A 010
2 3 y
3
” -
-75 50 -25 00 25 50
UMAP_1
0S-17 Culture - Hypoxia 0S-17 Tibia - Hypoxia 0S-17 Lung - Hypoxia
4 -
» aee @
) & are *I\.,..
N O £ 3 25 s’ %
] gt B .
o- = “Ig8 0225 ¢ % £2
o . . 0200 3 % 05 & 8 04
% oirs % ° Tl 04 o 00 e y
) 5 e 03
= ~3 0150 = ) 03 =
S-2 o125 2 . 02 S 5 02
g -
0.100 % 01 s 01
% -3 M b 73 -25
” o L it y s
o - ¢
-6 -6 -5.0
8 -4 0 4 -4 E 0 4 50  -25 00 25 50
UMAP_1 UMAP_1 UMAP_1
143B Culture - Hypoxia 143B Tibia - Hypoxia 143B Lung - Hypoxia
4 50
L % l'
, P % 25 3,
y 28] TTAN .'\N;{‘r-' % 3
N £ 016 FARRE, D 05 o 5N b4 04
o e L) ORI KA 04 0.0 P .
%o s ¢ 014 % 7 by 0s £ L 4ot £ 03
3 ? 02 5 %0 % e o 0.2 3 3 '.". 0.2
5 S 010 g 3 01 s o Vi 01
-25 .- »" *
2
-4 -50
-4 -2 0 2 4 -50  -25 00 25 50 -6 -3 0 3
UMAP_1 UMAP_1 UMAP_1
NCH-0S-2 Flank - Hypoxia NCH-0S-2 Tibia - Hypoxia NCH-0S-2 Lung - Hypoxia
6 5.0 6
-
I . ey o Pacr
. & TF LF ]
* fou .*o
¥ AR 28 ue ® ;
) S % b 3 r
N I 5 % A 05 o 4% 3 SR ] 0s o AL R {7 0s
| b Py S 05 ol s s o ) X1 A
% t o ) s % {4 o 04 q atanI Y 04
A < 3 fos PO < LR 4.5
S0 B, 3 03 = 00 iy X S0 310 03
=] e P o 02 2 . "‘-' K Y 02 5 '.‘.. Sertx 02
A5, g B TR SN 01 % L 01 01
3 § . N
-3 & o P o -
E - >t # 33
el
50  -25 00 25 50 E: 0 6 -50 -25 0 25
UMAP_1 UMAP_1 UMAP_1
4
3
o 05 o o 05
oo 04 q 04
< 03 £ 03
=} 02 272 0.2
. 01 01
-4
-6 -6
50  -25 00 25 50

Figure S10. Heterogeneous activation of hypoxia related genes identified across multiple cell line and
PDX tumor datasets. FeaturePlots for hypoxia module score in each of the datasets. Module score for hypox-
ia was calculated using the ‘AddModuleScore’ function in Seurat with msigdb HALLMARK _HYPOXIA genes as

input features for the expression program.




Figure S11

Osteoblasts - EMT
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Figure S11. Heterogeneous activation of EMT identified across multiple cell line and PDX tumor
datasets. FeaturePlots for EMT module score in each of the datasets. Module score for EMT was calculated
using the ‘AddModuleScore’ function in Seurat with msigdb HALLMARK_EMT genes as input features for the
expression program.
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Osteoblasts - TNFA
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Figure S12. Heterogeneous activation of ‘TNFa signaling via NFkB’ identified across multiple cell line
and PDX tumor datasets. FeaturePlots for TNFa signaling via NFKB module score in each of the datasets.
Module score for EMT was calculated using the ‘AddModuleScore’ function in Seurat with msigdb HALL-
MARK _TNFA genes as input features for the expression program.






