Supplementary Tables
Table S1. Summary of the human datasets used in this study.
	Dataset
	Platform
	n
	Role

	CGGA (discovery)
	RNA-seq (mRNAseq-693)
	693 (657 survival)
	Discovery

	TCGA-GBM
	RNA-seq
	152
	External validation

	GSE4412
	Microarray (Affymetrix)
	85
	External validation

	GSE4271
	Microarray (Affymetrix)
	77
	External validation

	GSE7696
	Microarray (Affymetrix)
	80
	External validation

	Single-cell (CELLxGENE)
	Smart-seq2
	3,589 cells
	Cell-type origin

	Visium (4 slices)
	10x Visium
	11,126 spots
	Spatial origin



Table S2. DSscore and survival of all samples in the five cohorts (first rows shown; full table supplied as the Table S2 CSV).
	Sample
	Cohort
	DSscore
	Survival (days)
	Event
	Time unit

	CGGA_1002
	CGGA
	1.04245324439543
	305.0
	1.0
	days

	CGGA_1003
	CGGA
	0.702360001685499
	3817.0
	0.0
	days

	CGGA_1010
	CGGA
	1.09868853971596
	246.0
	1.0
	days

	CGGA_1012
	CGGA
	1.15329460324115
	3679.0
	1.0
	days

	CGGA_1014
	CGGA
	1.02614296050103
	263.0
	1.0
	days


Note: per-cell (3,589) and per-spot (11,126) scores are supplied in the source-data files. Columns: Sample; Cohort; DSscore; Survival (days); Event (1=death); Time unit.

Table S3. Statistics and sensitivity blocks. (a) Parallel-score survival in CGGA.
	Parallel score
	HR (95% CI)
	P

	DS38 (unselected)
	3.22 (2.61–3.97)
	<0.001

	Actin11 module
	3.73 (3.01–4.62)
	<0.001

	Rest16 module
	3.78 (3.05–4.69)
	<0.001

	Rest15 (no ARC)
	3.20 (2.59–3.95)
	<0.001


(b) Ecotype survival, three-stage adjustment.
	Dominant ecotype (vs EC0)
	Unadjusted HR (95% CI)
	Adjusted (age/grade/IDH)
	Adjusted + DSscore

	EC1 hypoxic core
	5.95 (4.47–7.92)
	2.63 (1.88–3.69)
	1.69 (1.15–2.47)

	EC3 vascular-mesenchymal
	3.01 (2.36–3.85)
	1.58 (1.19–2.10)
	0.92 (0.64–1.31)

	EC2 immune-vascular
	1.59 (1.15–2.20)
	1.35 (0.95–1.92)
	1.06 (0.74–1.53)


(c) Discriminant validity and mediation of DSscore (continuous, per standard deviation).
	Model
	HR (95% CI)
	P

	DSscore (unadjusted)
	2.01 (1.83–2.22)
	<0.001

	DSscore | endo+stro+emt
	2.12 (1.85–2.44)
	<0.001

	DSscore | generic PC1
	2.02 (1.79–2.27)
	<0.001

	Core score (unadjusted)
	1.65 (1.46–1.87)
	<0.001

	Core | endo+stro+emt
	1.19 (0.96–1.48)
	0.115

	Mediation: endo
	indirect 0.001 (-0.034, +0.035)
	prop mediated 0.1%

	Mediation: stro
	indirect -0.050 (-0.156, +0.063)
	prop mediated -7.2%

	Mediation: emt
	indirect 0.037 (-0.037, +0.118)
	prop mediated 5.4%

	Mediation: Fibroblasts
	indirect -0.113 (-0.242, +0.016)
	prop mediated -16.1%

	Mediation: Endothelial
	indirect -0.006 (-0.068, +0.048)
	prop mediated -0.8%

	Mediation: CYT
	indirect -0.061 (-0.130, +0.001)
	prop mediated -8.7%


Note: HR per 1-SD increase; generic scores = endothelial, stromal, EMT marker modules; VIF < 5. Mediation rows give the indirect effect on survival via each program with bootstrap 95% CI (all include zero), i.e. a direct survival effect.
(d) SLC7A11 drug-sensitivity associations.
	Compound
	rho
	P
	BH-q

	Erastin (xCT)
	+0.157
	<0.001
	0.008

	RSL-3 (GPX4)
	+0.124
	0.003
	0.031

	Tanespimycin/17-AAG (GDSC1)
	−0.269
	<0.001
	<0.001

	Tanespimycin/17-AAG (GDSC2)
	−0.148
	<0.001
	0.001

	Trametinib (GDSC2)
	−0.093
	0.013
	0.028

	Thapsigargin (GDSC1)
	−0.126
	0.001
	0.006


[bookmark: _GoBack](e) Dependency spectrum of the 27-gene program (median CERES in glioma lines vs all DepMap lines).
	Gene
	glioma_median
	glioma_n
	all_median
	all_n

	CAPZB
	-1.156
	71
	-1.227
	1208

	RPN1
	-1.078
	71
	-1.049
	1208

	TLN1
	-0.691
	71
	-0.555
	1208

	CENPH
	-0.632
	71
	-0.663
	1208

	MYH9
	-0.565
	71
	-0.523
	1208

	NDUFA11
	-0.439
	71
	-0.529
	1208

	MGAT2
	-0.138
	71
	-0.166
	1208

	MYL6
	-0.135
	71
	-0.11
	1208

	FNDC3B
	-0.134
	71
	-0.019
	1208

	CPM
	-0.101
	71
	-0.101
	1208

	SP6
	-0.096
	71
	-0.08
	1208

	LOXL4
	-0.075
	71
	-0.063
	1208

	LOXL1
	-0.059
	71
	-0.036
	1208

	PDLIM1
	-0.039
	71
	-0.016
	1208

	SLC25A23
	-0.019
	71
	-0.009
	1208

	ACTN4
	-0.017
	71
	0.006
	1208

	FLNB
	-0.016
	71
	-0.061
	1208

	IQGAP1
	-0.008
	71
	-0.01
	1208

	SGCD
	0.039
	71
	0.037
	1208

	EVI2B
	0.041
	71
	0.023
	1208

	SNX10
	0.053
	71
	0.051
	1208

	FLNA
	0.057
	71
	0.049
	1208

	GYS1
	0.063
	71
	0.022
	1208

	ARC
	0.08
	71
	0.08
	1208

	INF2
	0.085
	71
	0.108
	1208

	CD2AP
	0.153
	71
	0.129
	1208
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