Study Purpose:  Cutaneous melanoma is a common, aggressive cancer with increasing incidence. The identification of melanoma-specific deregulated genes could provide molecular markers for lymph node staging assays and further insight into melanoma tumorigenesis. 
Data Description: The dataset contains gene profiles of 45 primary melanoma, 18 benign skin nevi, and 7 normal skin tissue specimens.
Array Type:  Affymetric GeneChip (U133A)   
Data Source:  ftp://ftp.ncbi.nih.gov/pub/geo/DATA/SOFT/GDS/GDS1375.soft.gz
Data Size: 50.6 MB (22.8 MB for zipped file)
