Study Purpose: correlate gene expression data with detailed clinico-pathological characteristics and clinical outcome in an unselected group of 99 node-negative and node-positive breast cancer patients.  
Data Description: All of the 99 tumor samples were invasive ductal carcinomas; 46 individuals were node negative and 53 were node positive. Almost all of the patients received adjuvant treatment after surgery, consisting of radiotherapy (80 patients), chemotherapy (32 patients), and endocrine therapy (78 patients) according to accepted practice guidelines at that time.   
Abbreviation: NCI no., National Cancer Institute number; ER, estrogen receptor; IHC, immunohistochemistry; LBA, ligand-binding assay; rfs, relapse free survival; rip, acronym of requiescat in pace; brca, breast cancer; os, overall survival; adj,: adjuvant; CMF, cyclophosphamide, methotrexate, 5-fluorouracil; Adr, adriamycin; PMF, prednimustine, methotrexate, 5-fluorouracil.
Array Type: cDNA microarray.  Cy5 was prepared from RNA extracted from frozen tumor tissue and Cy3 from a common reference RNA derived from the Universal Human Reference (Stratagene)
Data Source: http://www.pnas.org/cgi/content/full/1732912100/DC1 in Supporting Tables 2 and 3. Additional information publicly available on the NCI Microarray Database (mAdb) website (http://nciarray.nci.nih.gov/cgi-bin/gipo) for the array print set used in this study (Hs-ATC7.6k-v5p4-020801 ) provides updated clone identities obtained by resequencing.  Current annotation of the clones can be obtained by submitting the IMAGE clone IDs to Source (http://source.stanford.edu)

Data Size: 20.8 MB (9.9 MB for zipped file)
