Study Purpose:   To characterize gene-expression profiles that molecularly distinguish prostatic neoplasms may identify genes involved in prostate carcinogenesis, elucidate clinical biomarkers, and lead to an improved classification of prostate cancer
Data Description:   Prostate tissues used in microarray analysis included 4 BPH samples, 8 NAP samples, 1 commercial pool of normal prostate tissue (from 19 individuals), 1 prostatitis sample, and 11 localized and 7 metastatic prostate-cancer samples. Three cell lines from metastatic prostate cancer (DU-145, LnCAP and PC3) were also profiled for gene expression.  
Array Type:  cDNA microarray. Fluorescently labelled (Cy5) cDNA was prepared from total RNA from each experimental sample. A second distinguishable fluorescent dye (Cy3) was used to label the two reference samples used in this study: a pool of NAP from four independent patients with prostate cancer and a commercial pool of normal prostate tissues.
Data Source:  http://www.pathology.med.umich.edu/chinnaiyan/Nature/Nature.htm
Data Size: 15.1 MB (5.3 MB for zipped file)
