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Supplementary information 

Supplementary Figures 

 

Figure S1. Unsupervised hierarchical clustering heatmap of our 116 cases. 901 proteins common to 

1521 protein-coding genes used in CPTAC-BRCA subtyping analysis were utilized for unsupervised clus-

tering analysis of 116 cases. The heatmap demonstrated that most of the low ER+ (10%>ER>=1%) 

breast cancers are clustered with ER- (ER<1%) breast cancers instead of ER+ (ER%>=10%) breast can-

cers. 
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Figure S2. PFI/PFS/RFS differences by IHC-LT34 subtypes. A-B PFI (A) and PFS (B) difference by 

IHC-LT34 subtypes in TCGA cohort. The contingency tables, K-M plots and hazard ratio forest plots 

showing the PFI and PFS differences for L/T subtype versus L/L subtype and T/T subtype versus L/T 

subtype are not statistically significant (log-rank p>0.05). C RFS difference by IHC-LT34 subtypes in 

METABRIC cohort. The contingency table between IHC-LT34 subtypes and RFS status showing more 

percentages of L/T subtype patients were relapsed compared with the percentage of L/L subtype (Fish-

er’s exact test p= 2.677e-06). K-M plot and hazard ratio forest plot showing the RFS difference for L/T 

subtype versus L/L subtype is statistically significant (log-rank p<0.05), however, there is no significant 

difference between T/T subtype and L/T subtype. 
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Figure S3. Consensus clustering analysis of the training L/L cohort. 901 proteins common to 1521 

protein-coding genes used in CPTAC-BRCA subtyping analysis were utilized for consensus clustering 

analysis of 74 L/L cases in our cohort. Pearson correlation was used to generate distance matrix and 

ward.D2 method was used as the linkage method in the hierarchical clustering algorithm. Two distinct 

clusters were identified through consensus matrix analysis and silhouette analysis. 
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Supplementary Tables (Excel files) 

Supplementary Table S1: Differential and survival analyses results for identifying 34 bi-

omarkers.  

Supplementary Table S2: KEGG pathway analysis results for 34 genes.  

Supplementary Table S3: Proteogenomic characteristics of 34 genes from CPTAC-

BRCA cohort. 

Supplementary Table S4: The centroids of our LT34 subtypes. 

Supplementary Table S5: All involved BrCA samples with 34 biomarkers and clinical 

and predicted characteristics. 

Supplementary Table S6: Data maturity analysis of OS in all cohorts. 

Supplementary Table S7: The survival difference among LT34 subtypes 

(OS/PFI/PFS/RFS). 

Supplementary Table S8: Association between LT34 subtypes and clinical groups. 

Supplementary Table S9: Overall survival difference among LT34 subtypes within 

treatment. 

Supplementary Table S10: Overall survival analysis between Luminal-like and TN-like in 

each clinical group. 

Supplementary Table S11: All involved TCGA pan-cancer samples with 34 biomarkers 

and clinical and predicted characteristics. 

Supplementary Table S12: Overall survival analysis by LT34 subtypes within each 

TCGA cancer. 


