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Supplementary Figure S1. Protocol for tumor sample collection and analysis.
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Supplementary Figure S2. Distribution of breast cancers in genomic low or high 
risk depending on marker expression. (a) Proportion of tumor samples obtained by core 
needle biopsy (n = 47) with genomic low (25 cases) or high risk (22 cases) that presented 
expression or lack of the indicated individual markers (estrogen receptor, ER, progesterone 
receptor, PR, overexpression of HER2) according to immunohistochemistry (IHC), 
fluorescence in situ hybridisation (FISH) or silver-enhanced in situ hybridization (SISH). 
(b)Proportion of tumour samples obtained by surgery (n = 96) classified by TargetPrint as 
genomic low (53 cases) or high risk (43 cases) that presented expression of the markers as in a.



Supplementary Table S1. HER2 expression analysis. Comparative analysis between clinical 

assessment of HER2 overexpression/amplification using immunohistochemistry (IHC), 

fluorescence in situ hybridization (FISH) or silver in situ hybridization (SISH) in a total of 137 

tumor samples, using the microarray-based test TargetPrint in 48 samples and BluePrint in 89 

samples. The agreement between clinical surrogate and genomic profile data is indicated as 

percentage (%).  


