
Supplementary File 1: Cross-platform comparison of GATA family members expressed in 
breast carcinomas using SAGE, EST and DNA-microarrays databases.  

 

Figure 1. GATA family gene expression profile in breast samples as revealed by 
monochromatic SAGE/cDNA virtual northern (CGAP). Spot images represent expression level 
of the gene. For each combination of tissue and histology, expression is computed by dividing 
the number of ESTs or SAGE tags representing the gene divided by the total number of ESTs 
or SAGE tags in all libraries with the given tissue/histology. This ratio is then multiplied by 
200,000, giving the number of ESTs or SAGE tags per 200,000. 

 

 

Figure 2. GATA family gene centric expression analysis as revealed by Oncomine database 
using breast carcinomas profiles from Ramaswamy’s study (A) and Su’s study (B). GATA3 gene 
showed high expression levels compared with the other GATA members. GATA5 transcript was 
not detected in breast carcinomas. GATA transcripts are represented in normalized expression 
units (Log2 data transformed, array median set to 0 and array SD to 1).  
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