Supplementary Table S1: 24 disulfidptosis-related genes
	ACTN4
	ACTB
	CD2AP
	CAPZB
	DSTN

	FLNA
	FLNB
	INF2
	IQGAP1
	MYH10

	MYL6
	MYH9
	PDLIM1
	TLN1
	SLC7A11

	SLC3A2
	RPN1
	NCKAP1
	NUBPL
	NDUFA11

	LRPPRC
	OXSM
	GYS1
	NDUFS1
	



Supplementary Table S2: siRNA sequences
	Gene Name
	Sence
	Antisence

	si-NC
	UUCUCCGAACGUGUCACGUTT   
	ACGUGACACGUUCGGAGAATT

	si-LINC02542#1
	GCUGUCACCCAUGCCUCUUTT
	AAGAGGCAUGGGUGACAGCTT

	si-LINC02542#2
	GCCAGGAUCCUGGUUGGUATT
	UACCAACCAGGAUCCUGGCTT

	si-LINC02542#3
	GCCCUUAGCAGAGAACCAUTT
	AUGGUUCUCUGCUAAGGGCTT

	si-LINC02542#4
	GCCUGCAAAUUGUAAUGAATT
	UUCAUUACAAUUUGCAGGCTT



Supplementary Table S3: Primer list of PCR
	Gene Name
	Forward
	Reverse

	LINC02542
	CCCTTTGCTATTCTGCTCCAGTGTTTG
	TCCACCAGCCCTACCTTTCCTTTCC

	HMBS
	GGAATGTTACGAGCAGTGATGC
	CCTGACTGGAGGAGTCTGGAGT



Supplementary Table S4 LncLocator predicts subcellular localization of LINC02542
	Subcellular locations
	Score

	Cytoplasm
	0.878715906

	Nucleus
	0.063929563

	Ribosome
	0.020571293

	Cytosol
	0.033696765

	Exosome
	0.003086472



Supplementary figure legends
Supplementary Figures S1 Identification of prognostic DRL in glioma and construction of a DRL prognostic model A The Sankey diagram showing the expression correlation of 24 DRGs and 621 DRLs B LASSO regression identified 18 prognostic DRLs C The mean squared error determined by 10-fold cross-validation as a function of Log(λ) D The regression coefficients of the 18 DRLs selected by LASSO as a function of Log(λ) (each line represents a DRL) E Correlation analysis between the 7 DRLs used for model construction and DRGs (* p < 0.05, ** p < 0.01, *** p < 0.001)

Supplementary Figures S2 K–M curves for PFS in the training sets, test sets, and entire set A training sets B test sets C entire set D Correlation of the prognostic DRL signature with tumor grade 4(G4)

Supplementary Figures S3 Subgroup stratification based on patient clinical data A Distribution of patients with different clinical characteristics in the two risk groups B-D Summary of age, gender, and tumor grade distribution

Supplementary Figures S4 PCA validation of the spatial grouping performance of the DRL model A All genes B DRGs C All DRLs D DRL model

Supplementary Figure S5 Enrichment analysis A GO analysis showing that DEGs are enriched in various biological processes (BP), cellular components (CC), and molecular functions (MF) B, C GSEA showing the enrichment of KEGG pathways in the two risk groups D-E GSEA showing the enrichment of GO functions in the two risk groups F, G GSVA showing the correlation between model DRLs and multiple cancer-related pathways in KEGG and Hallmark datasets (* p < 0.05, ** p < 0.01, *** p < 0.001)

Supplementary Figure S6 Immune-related analysis between high-risk and low-risk groups A Heatmap of the differential analysis between the two risk groups in immune cell infiltration based on 7 immune cell infiltration algorithms B Correlation analysis between model DRL and immune checkpoint genes C GSVA showing differences in immune function pathways between the two risk groups (* p < 0.05, ** p < 0.01, *** p < 0.001)

Supplementary Figure S7 Differential analysis of PD-L1 expression in high and low DRL expression samples (* p < 0.05, *** p < 0.001)

Supplementary Figure S8 Drug sensitivity based on IC50 between high-risk and low-risk groups A Tumor chemotherapy drugs B MEK/ERK inhibitors C PI3K/AKT/mTOR inhibitors) D Other protein kinase inhibitors E BET inhibitors F DNA repair inhibitors G HGFR inhibitors

Supplementary Figures S9 Differential analysis between the two clusters of consensus clustering A Heatmap of the differential analysis between the two clusters in immune cell infiltration based on 7 immune cell infiltration algorithms B, C PCA dimensionality reduction between the two clusters and the two risk groups D, E t-SNE dimensionality reduction between the two clusters and the two risk groups F GSVA showing differences in immune function pathways between the two clusters
