Study Purpose:  To investigate the changes in gene expression accompanying the development and progression of kidney cancer and uncover gene expression changes shared with other epithelial tumors, as well as a unique signature for renal cell carcinoma.
Data Description: Two sets of 171 expression profiles were from 32 primary RCC samples, matched with normal renal tissue from the same patients, and five liver and pancreas metastases of RCC.  Each hybridization was performed twice by use of independently labeled cDNA target from the same mRNA isolation.
Array Type:  cDNA spotted microarray
Data Source:  ftp://ftp.ncbi.nih.gov/pub/geo/DATA/SOFT/GDS/GDS8.soft.gz; ftp://ftp.ncbi.nih.gov/pub/geo/DATA/SOFT/GDS/GDS9.soft.gz 
Data Size: 133 MB (61.7 MB for zipped file); 134 MB (61.7 MB for zipped file)
