Study Purpose: To classify breast tumors into clinically relevant subgroups from gene expression.  
Data Description: 122 tissue samples were included in the analysis, of which 77 carcinomas and 7 nonmalignant tissues were previously published.
Array Type: cDNA microarray.  The reference pool of mRNA was prepared from a combination of 11 human cell lines labeled as Cy3, while Cy5 was prepared from total RNA extracted from frozen tumor tissue.
Data Source: http://smd.stanford.edu/cgi-bin/publication/viewPublication.pl?pub_no=248
Data Size: 205 MB (48.7 for zipped file)
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