Study Purpose: To correlate survival in patients with metastatic renal cell cancer with the expression of various genes based solely on the expression profile in the primary kidney tumor   
Data Description:   58 archived frozen tissue fragments from patients with sporadic, stage IV kidney tumors and eight matched, grossly normal-appearing kidney fragments from these patients.   There were 42 men and 16 women ranging in age from 21 to 66 years old (mean 50.2); 51 tumors had clear cell histology, 6 papillary and 1 undifferentiated histology. To evaluate the reproducibility of the array methodology, replicate arrays were performed by using the same RNA samples for 22 of the patients. Eight matched normal samples were also included.
Array Type:  cDNA microarray.  The amplified tumor and normal mRNA were reverse-transcribed, incorporating a Cy3 (green)-labeled thymidine into the newly formed DNA molecule. All tumor and normal DNA was hybridized against a standard reference consisting of amplified mRNA from six pooled tumor cell lines labeled with Cy5 (red).
Data Source:    http://www.pnas.org/cgi/content/full/1131754100/DC1
Data Size: 18.7 MB (9.7 MB for zipped file)
