
Supplementary information 

Figure S1:  Flow diagram showing the number of patients included in the study. 

 

Figure S2: Distribution of TP53 mutation class in breast cancer subtypes. A. PAM50 and B. IC 

subtypes. 

 

Figure S3: A. Distribution of TP53 mutation, LOH, mRNA and protein expression in IC and 

PAM50 subtypes. B. Boxplot diagram showing the TP53 mRNA expression levels (log 

intensity values) with respect to TP53 protein expression (percentage of IHC staining) in 

mutated and wildtype tumors, and with respect to mutation types. The bold black line 

represents the mean TP53 expression value and the box represents 25th and 75th percentiles. 

 

Figure S4: Distribution of TP53 mutations in IC subtypes. A. METABRIC cohort. B. TCGA 

cohort. 

 

Figure S5: Boxplot diagram showing APOBEC3B mRNA expression levels as log intensity 

values in TP53 mutated and wildtype samples stratified by PAM50 subtypes. The bold black 

line represents the mean APOBEC3B expression value and the box represents 25th and 75th 

percentiles. 

 

Figure S6:  Kaplan-Meier survival curves. A. OS of TP53 mutation status in whole cohort B. 

BCSS of TP53 mutation status in patients not treated with adjuvant chemotherapy. Numbers 

at risk are listed below each chart [e = no. of all deaths (OS) or Breast Cancer specific deaths 

(BCSS)]. 

 



Figure S7: Kaplan-Meier survival curves showing BCSS of TP53 mutations status in ICs. 

Numbers at risk are listed below each chart (e = no. of Breast Cancer specific deaths). 

 

Figure S8: A. Frequency of TP53 mutations and LOH in PAM50 and IC subtypes. B. Kaplan-

Meier survival curves showing BCSS of TP53 mutation status in combination with LOH and 

MDM2 amplification. C. BCSS of TP53 mutation status combined with lymphocyte infiltration 

in ER negative patients. Numbers at risk are listed below each chart [e = no. of all deaths 

(OS) or Breast Cancer specific deaths (BCSS)]. 


