Extended data Fig. 1

d GBM PD

LD*/CS*gene signature in IvyGap

LD*/CS* gene signature
L A w oo

\y () S £
e o » &
P LS & SN
AN RGNS YN & B
o’b (}o \s\\z 'bb\ &(\ \\&

é,,\»b N \Qs\'\\\(b ® U3047MG
Q
b

LD CS Hoechst

CS Hoechst

LGG ______GBM

<

\ 7 < AR
Hoechst Hoechst Hoechst LD Hoechst CS Hoechst




] /CD31*/LD/CS" )

X A3 3 — f— — |
D CS Hoechst - Hoechst LD Hoechst CS Hoechst Merged
Kidney Cancer CNS Met erinecrotic CA9*/CD31-/LD*/CS*

& %

Vascular /CD31*/LD/CS

Hoechst LD Hoechst CS Hoechst Merged
Perinecrotic CA9*/CD31-/LD*/CS*

B Vascular CA9/CD3IYLDICS

]
Hoechst LD Hoechst CS Hoechst Merged
Perinecrotic CA9*/CD31-/LD*/CS*

' /CD31/LDICS*

Hoechst LD CS Hoechst Hoechst LD Hoechst CS Hoechst Merged



Extended data Fig. 3

a b US7MG AA vs. NA GSEA Map c US7MG - Lipid droplet
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Extended data Fig. 4

a U87MG short-term acidosis pH 6.4 vs.7.4 GSEA Map b
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Extended data Fig. 5
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Extended data Fig. 6
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Extended data Fig. 7
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Extended data Fig. 8
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Extended data Fig. 9
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Extended data Fig. 10
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