Study Purpose: classify breast carcinomas based on variations in gene expression patterns derived from cDNA microarrays and to correlate tumor characteristics to clinical outcome.

Data Description: The cDNA microarrays used in this study were from several different print runs that all contained the same core set of 8,102 genes.  A total of 78 breast carcinomas (71 ductal, five lobular, and two ductal carcinomas in situ obtained from 77 different individuals; two independent tumors from one individual diagnosed at different times) and three fibroadenomas were analyzed in this study. These include 40 tumors that were previously analyzed and described. Four normal breast tissue samples from different individuals also were included, three of which were pooled normal breast samples from multiple individuals (CLONTECH). In summary, 85 tissue samples representing 84 individuals were analyzed. (http://genome-www.stanford.edu/breast_cancer/mopo_clinical/supplement.shtml)
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=95
Data Size: 72.4 MB (18.3 MB for zipped file)
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