TCGA-BRCA RNAseq(N=95,T=940) 10 DRGs

i
l Expression of DRGs in Normal and R
Tumar samples
DRGs expression
profiles
RT-PCR validation
unsupervised
clustering
analysis
K-M survival curve

DRG clusters
l GO and KEGG analysis between

Pearson analysis DEGs of clusters
|R|>0.3,p<0.001

472 DRIncRNAs TCGA-BRCA RNAseq + clinical information

o
i Training cohort Testing cohort
(n=552) (n=368)

Univariate cox L
regression analysis validation

7 prognostic IncRNAs
K-M curve of OS Independent AUC value of ROC

LASSO and prognostic analysis

Multivariate cox

\ I regression analysis H
H
i

Risk prognosis
model

[IIETEEN

a1 e 056
S e 0514

b0 0 e

o0 02w A an 40

EE—

’ Predictive DCA curve
performance .. e
TME score Nomogram " ket
YT Immune landscape  Correlation analysis of P
U hvh M P clinicopathological features - T
Immune cell infiltration Immune check point
Immune cell genes
T function

R

f

Jﬂ,*uﬂ&uunﬁﬂﬂ L

Supplementary Figure S 1. The flow chart of the study design
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Supplementary Table SI. Comparison of the predictive performance of different
prognostic models

Jingsong disulfidptosis-related INcRNA in AP003419.3, AL161891.1, AC234917.3, LINC00536, 0.64 (1-year), 0.68 (3-year),

Wang et al BRCA AL021707.6, AL445649.1, AC104785.1 0.70 (5-year)

Xi Chen et Disulfidptosis-related InNcRNAs in ~ YTHDF3-AS1, AC002398.1, AL451085.2, 0.66 (1-year), 0.70(3-year),

al BRCA AC092718.4, AC097662.1, AC053503.5 0.68 (5-year)

JieWuetal 2024  disulfdptosis-related genes in HLA-DQA2, CCL13, GBP1, LAMP3, SLC7A11 0.79 (1-year), 0.74 (3-year),

TNBC 0.71 (5-year)




Supplementary Table SlII. Drug sensitivity results

1C50 mean vaule 6.186 6.566
KRAS (G12C)  Lower 95%IC of mean 6.093 6.468 1.40E-07
Upper 95%IC of mean 6.28 6.664

1C50 mean vaule 3.131 3.266
Weel Inhibitor  Lower 95%IC of mean 3.043 3.17 7.20E-04
Upper 95%IC of mean 3.219 3.361

1C50 mean vaule 3.663 3.91
Afuresertib Lower 95%IC of mean 3.562 3.802 8.70E-05
Upper 95%IC of mean 3.763 4,019

1C50 mean vaule 5.221 5.654
Oxaliplatin ~ Lower 95%IC of mean 5.128 5.547 3.40E-10

Upper 95%IC of mean 5.314 5.762




