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Supplementary Figure S1. Univariate and multivariate Cox analysis of 
clinicopathological features in training set and validation sets. (A, B) Univariate and 
multivariate Cox analysis of clinicopathological features of patients in GSE21653, 
respectively. (C, D) Univariate and multivariate Cox analysis of clinicopathological 
features of patients in GSE20685. (E, F) Univariate and multivariate Cox analysis of 
clinicopathological features of patients in GSE25055. 
 

 
 
 

 
 
 
 
 
 
 
 
 
 



Supplementary Figure S2. Validation of necroptosis-related signature in TCGA -
BRCA dataset. (A, B) Kaplan-Meier Survival analysis of overall survival for patients 
in high/low risk and ROC curve of 1-, 3-, 5-year survival in TCGA-BRCA dataset. (C,D) 
Kaplan-Meier Survival analysis of relapse-free survival for patients in high/low risk 
and ROC curve of 1-, 3-, 5-year survival in TCGA-BRCA dataset.  
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Supplementary Figure S3. ROC curve of other cell death-related prediction 
models. (A) ROC curve of 1-, 3-, 5-year survival of ferroptosis-related gene model 
(PMID: 35280394) in GSE21653. (B) ROC curve of 1-, 3-, 5-year survival of 
ferroptosis-related gene model (PMID: 34499616) in GSE21653. (C) ROC curve of 1-, 
3-, 5-year survival of ferroptosis-related gene model (PMID: 34222241) in GSE21653. 
(D) ROC curve of 1-, 3-, 5-year survival of pyroptosis-related gene model 
(PMID: 35464869) in GSE21653. (E) ROC curve of 1-, 3-, 5-year survival of 
pyroptosis-related gene model (PMID: 35957895) in GSE21653. (F) ROC curve of 1-, 
3-, 5-year survival of pyroptosis-related gene model (PMID: 35656090) in GSE21653. 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Supplementary Figure S4. Correlation between risk score and RCB assessment after 
neoadjuvant chemotherapy. (***, p<0.001) 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Supplementary Figure S5. Kaplan-Meier analysis for patients in BRCA cohort 
according to the necroptosis-related signature stratified by clinicopathological risk 
factors. (A, B) Tumor size. (C, D)Tumor grade. (E, F) ER status. (G, H) TRP53 
mutation status. 

 
 
 



Supplementary Figure S6. Immune profiles of two prognostic subgrougs after prior 
therapies. (A) Immune cell infiltration analysis between two subgroups. (B) 
ESTIMATE analysis for the comparisons between cluster A and B were presented in 
histogram. (ns, not significant; *, p<0.05; **, p<0.01; ***, p<0.001) 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 

 
 

 
 

 
 

Supplementary Figure S7. (A-F) Relative mRNA expression of ALDH2, CASP1, 
EZH2, NLRP3, RIPK3 and TLR3, respectively, in BRCA patients stratified by different 
clinicopathological risk factors as tumor size, lymph node status, tumor grade, p53 
status and molecular subtypes. (ns, not significant; *, p<0.05; **, p<0.01; ***, p<0.
001)



Supplementary Table S1. Clinicopathologic characteristics of breast cancer patients 
in GSE21653 dataset.  
 

Table S1. Clinicopathologic characteristics of breast cancer patients 
Variables GSE21653 

Age at diagnosis (years)  
≤ 50 87 
> 50 165 

Tumor size  
T1 57 
T2 121 
T3 66 

Unknown 8 
Lymph node status  

Negative 116 
Positive 133 
Grade  

I 43 
II 84 
III 121 

ER status  
Negative 110 
Positive 140 

PR status  
Negative 124 
Positive 126 

ERBB2 status  
Negative 207 
Positive 26 

Unknown 19 
P53 status  
Wild Type 125 

Mutant 68 
Unknown 59 

Ki67 status  
Negative 58 
Positive 142 

Unknown 52 
Molecular subtype  

Basal 75 
ERBB2 22 

Luminal A 85 
Luminal B 44 

Normal 26 
Vital status  

Alive 169 
Dead 83 

Median follow-up (Months) 52.92 
 
 
 
 
 
 
 



Supplementary Table S2. Expression of necroptosis-related genes between two 
clusters 

 


