Study Purpose: To identify differentially expressed genes that may be involved in melanoma progression and prognosis, the relationship between gene expression profiles and clinical outcome in a cohort of patients with primary melanoma was investigated. 
Data Description:  The BRB-ArrayTools generates two project files for this study: the first project file combines E-TABM-1 IGR_MELANOMA_STUDY (corresponding to the 83-patient study set) and E-TABM-2 IGR_MELANOMA_VALID (17-patient validation set); and the second project file contains E-TABM-4 IGR_MELANOMA_META (nine-patient set with paired tumors and metastases).  Dye-swap experiments were performed comparing the Cy5-labeled cRNAs from the primary melanoma with the Cy3-labeled cRNA from its metastasis to increase the precision of these direct comparisons (E-TABM-4 IGR_MELANOMA_META).
Array Type:  Whole-human-genome 44K oligonucleotide microarrays (product G4112A; Agilent) for E-TABM-1 IGR_MELANOMA_STUDY.  Agilent oligonucleotide technology uses dual-color analysis, in which probes from tumor tissue and from the reference tissue are differentially labeled by the incorporation of cyanine 3 (Cy3) and cyanine 5 (Cy5) (Agilent Technologies), respectively.
Data Source:  http://www.ebi.ac.uk/arrayexpress/
Data Size: 109 MB (42.9 MB for zipped file); 35.7 MB (10.1 MB for zipped file).
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