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Figure S1. Consensus clustering analysis based on 84 disulfidptosis-related genes.
(A) The area under the cumulative distribution function curve. (B) The Delta Area Plot.

(C-F) Kaplan-Meier analysis for OS, PFI, DFI, and DSS in different clusters.
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Figure S2. The expression level of SLC7A11 across different cancers. (A) Only

TCGA database. (B) TCGA combine GTEx database.
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Figure S3. SLC7A11 expression pattern in HCC. (A-B) The expression levels of

SLC7A11 in HCC tumor tissues and normal tissues in TCGA and TCGA combined

with

GTEXx datasets. (C-D) The expression levels of SLC7A11 at different stages of

HCC. (E-F) The expression of SLC7A11 in different cell types in HCC.



Overall Survival

Progression Free Interval

Disease Free Interval

Disease Specific Survival

uvm —_— uvm —_—— ucs E— uvm [P

ucs ucs —_— UcEC ucs —

Ucec _0 UcEC —— THCA - Ucec —
THYM — THYM | Teer 1 THYM —h—

THCA [r—— THCA L o J THCA pr—

TGCT TGCT —— STAD TGCT

STAD -l STAD 1 SARC = STAD o
SKCM ™ SKCM * READ e SKCM r

SARC gl SARC ™ PRAD ™ SARC ™

READ —k READ PCPG READ

PRAD o — PRAD -— PAAD L PRAD [P

PCPG

PCPG —_ ov s PCPG —_— .

PARD PAAD — PAAD - pvalue
MEg; -] ov ey MESO r—— oV ol

Lusc e MESO B Lusc I MESO ™ 06
LyAD Lusc LUAD Lusc .

LiHC L LUAD . LiHC L LUAD L 04

LGG [, LIHC 1= LGG [, LIHC =

LAML (R KLI‘;'; r'_ KIRP | = KL:{; l'_ 02
KIRP —

1 KIRC S KIRC - KIRC o

KiRc KICH ——

KICH | — KICH | — T KICH | ——
HNSC HNSC - HNSC HNSC -

GBM C GBM I ESCA 18 GBM 1

ESCA o= ESCA - pLec t ESCA 1

DLBC — DLEC | st COAD DLBC
coAD — coAp CHoL coAD !
CHOL! b CHOL 1 CcESC 1 CHOL o
CESC CESC CESC
BRCA lr---- BRCA lI'-— BRCA b BRCA. r_

BLCA I BLCA = BLCA *- BLCA le

AcC | —— acc | — Acc | — acc | —

-2 2 4 -4 -2 2 -15 -10 -5 [ 5 2 0 2 5
IogZ(Hazard ratios) log2(Hazard ratios) G log2(Hazard ratios) log2(Hazard ratios)
Overall Survival Progression Free Interval Disease Free Interval Disease Specific Survival

e 8 oo,

Longun

oo 8 Hhrup 8 Low e

100 109
Zo7s| 2075 Zors B
g 2 i
8o o Los Zos
5075 P =000056 302 P =0.00076 @02 P =00063 302 p=0012
oo oo
T Ew W T Eo T W T W
Univariate cox regression analysis Multivariate cox regression analysis
pvalue  HR (95%Cl) pvalue  HR (95%Cl)
SLC7A11 <0.001 1.308 (1.115-1.534) & SLC7A11 0.005 1.272 (1.074-1.507) .
Age 0.849 0.998 (0.980-1.017) L Age 0.856 0.998 (0.981-1.016) .
Gender 0.240 0.744 (0.454-1.219) . Gender 0.741 0.915 (0.538-1.554) -
Grade 0.894 1.023 (0.736-1.422) * Grade 0.597 1.101 (0.771-1.571) .
Stage <0.001  2.113(1.621-2.758) . Stage 0.689 1.222 (0.457-3.267) .
T_stage <0.001 2,017 (1.581-2.573) . T_stage 0.265 1.647 (0.685-3.961) -
N_stage 0.253 2.279 (0.555-9.354) . N_stage 0.556 1.759 (0.268-11.539) .
M_stage 0.014 4.302 (1.344-13.777) - M_stage 0.688 1.315 (0.346-5.000) .
L | | |
0123 01 2 3

Figure S4. The prognostic value of SLC7A11 in cancers. (A-D) The correlation of

SLC7A11 with OS, PFI, DFI, and DSS in various cancers. (E-H) K-M analysis of

SLC7A11 in HCC. (I-)) Evaluating the prognostic value of SLC7A11 in HCC in

comparison to clinical characteristics.
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Figure S6. Construction of disulfidptosis-related clusters. (A) The area under the
cumulative distribution function curve. (B) The Delta Area Plot. (C) Consensus values
across different values of k. (D) A heatmap of 7 genes expression between two clusters.

(E-G) Kaplan-Meier analysis for PFI, DFI, and DSS in different clusters.
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Figure S7. The relationship between the disulfidptosis-related clusters and the

tumor microenvironment. (A) Comparison of the infiltration levels of 28 immune cell

types between 2 disulfidptosis-related clusters. (B) Cancer-Immunity Cycle status
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Figure S8. Time-dependent ROC analysis of the DR score in three cohorts. (A)
Time-dependent ROC analysis of the DR score in TCGA-LIHC. (B) Time-dependent
ROC analysis of the DR score in GSE116174. (C) Time-dependent ROC analysis of
the DR score in LIRI-JP.



