Study Purpose:    Use gene expression profile to reveal differences between normal brain samples and tumor tissues and between GBMs and lower-grade oligodendroglial tumors and to identify and validate a prognostic marker of both biologic and clinical significance.
Data Description:    DNA microarrays consisting of 
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23,000 elements (representing 18,000 unique UniGene clusters) to survey gene expression in 31 patients with primary brain malignancies. The tumor specimens included 25 glioblastomas (four in which two distinct regions were analyzed) and six oligodendroglial tumors [including oligoastrocytomas (OACs) and ODGs]. Three postmortem samples from normal brains were also included.
Array Type:  cDNA microarray. The reference pool of mRNA was prepared from a combination of human cell lines labeled as Cy3, while Cy5 was prepared from total RNA extracted from frozen glioma specimens and a portion of the paraffin-embedded tissues.
Data Source:    http://smd.stanford.edu/cgi-bin/publication/viewPublication.pl?pub_no=443
Data Size: 46.5 MB (18.1 MB for zipped file)
