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Supplementary Table S1. The significantly up-regulated genes for 10 subgroups 

characterized by PIK3CAH1047R or PIK3CAE545K in HER2+/ER+ breast cancer patients. 

 

Supplementary Table S2. The 52 well-annotated gene signatures and their enrichment 

analysis results. 

 

Supplementary Table S3. Lists of up-/down-regulated proteins in four groups: 

HER2+PIK3CAH1047R versus HER2+PIK3CAWT, HER2+PIK3CAE545K versus 

HER2+PIK3CAWT, ER+PIK3CAH1047R versus ER+PIK3CAWT, and ER+PIK3CAE545K versus 

ER+PIK3CAWT. 
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Supplementary Figure S1. Kaplan-Meier overall survival rates for HER2+ or ER+ 

breast cancer patients with or without two PIK3CA hotspot mutations (H1047R 

and E545K) using TCGA data. All P values of Kaplan-Meier survival analysis were 

performed using a log-rank test. 
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Supplementary Figure S2. Correlation analyses for the protein expression level of 

YAPpS127 with protein expression of BCL-XL and mRNA expression level of TEAD1 

and CTGF in ER+/PIK3CA-H1047R breast cancer patients. R was calculated by 

Pearson correlation coefficient and P-value was calculated by F-statistics. 
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Supplementary Figure S3. Box plots showing the representative differential 

proteins/phosphoproteins in HER2+PIK3CAE545K versus HER2+PIK3CAWT 

subgroups. Top 5 up-regulated and down-regulated proteins in HER2+PIK3CAE545K 

patients versus HER2+PIK3CAWT subgroup were shown. The detailed data are provided 

in Supplementary Table S3. 
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Supplementary Figure S4. Box plots showing the representative differential 

proteins/phosphoproteins in ER+PIK3CAE545K versus ER+PIK3CAWT subgroups. 

Top 5 up-regulated and down-regulated proteins in ER+PIK3CAE545K patients versus 

ER+PIK3CAWT subgroup were shown. The detailed data are provided in Supplementary 

Table S3. 

 
 


