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Figure s1: (A) ANCO1 mRNA levels in the different IHC subtypes of breast cancer. TCGA and 
Metabric datasets were used for this analysis. n= 526 and 1,257, respectively. ANOVA test was 
used for statistical analysis. (B) Representative images of ANCO1 IHC staining in mouse xenograft 
tumors. Scale bars, 200 μm. (C) Recurrence-free survival probability based on nuclear ANCO1 
protein levels in all subtypes of breast cancer in the TMA. ANCO1 level was stratified by IQR. n = 
146 patients. (D) Recurrence-free survival probability based on cytoplasmic ANCO1 protein levels 
in all subtypes of breast cancer in the TMA. ANCO1 level was stratified by IQR. n = 146 patients. 
(E) Overall survival of patients with TNBC based on cytoplasmic ANCO1 protein expression.
ANCO1 level was stratified by IQR. n = 48 patients.


