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SUPPORTING FIGURE 11 
Kaplan-Meier analysis for the independent Dutch breast cancer dataset of 295 
patients partitioned by STMN1 mRNA expression (A,B) or PTEN mRNA expression 
(C,D) using the median expression value as the threshold (high=top 50th percentile; 
low=bottom 50th percentile). (A,C) Results for distant disease-free survival and 
(B,D) overall survival. Log-rank P-value at complete follow-up is in the top right 
corner of each graph, and the P-value at the 5-year time interval is below the 
double-arrow time bars. 




