Study Purpose: characterize variation in gene expression patterns in a set of 65 surgical specimens of human breast tumours from 42 different individuals

Data Description: Gene expression data were generated from grossly dissected normal or malignant human breast tissues from 42 individuals (36 infiltrating ductal carcinomas, 2 lobular carcinomas, 1 ductal carcinoma in situ, 1 fibroadenoma and 3 normal breast samples). Fluorescently labelled (Cy5) cDNA was prepared from mRNA from each experimental sample and Cy3 was prepared from a pool of mRNAs isolated from 11 different cultured cell lines.

Twenty of the forty breast tumours examined were sampled twice. After an open surgical biopsy to obtain the 'before' sample, each of these patients was treated with doxorubicin for an average of 16 weeks (range 12−23), followed by resection of the remaining tumour. In addition, primary tumours from two patients were also paired with a lymph node metastasis from the same patient. To help interpret the variation in expression patterns seen in the tumour samples, 17 cultured cell lines were also characterized  (with one cell line cultured under three different conditions), which provided models for many of the cell types encountered in these tissue samples.  In total, 84 cDNA microarray experiments were analyzed.  (see Supplementary Information, Table 2; the primary data tables can be obtained at http://genome-www.stanford.edu/molecularportraits/). 

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=38
Data Size: 34.5 MB (14.9 MB for zipped file)
