Study Purpose:    Two prognostically significant subtypes of high-grade lung neuroendocrine tumors independent of small-cell and large-cell neuroendocrine carcinomas identified by gene expression profiles.
Data Description:   Spotted cDNA microarrays with 40386 elements were used to analyze the gene expression profiles of 38 surgically resected samples of lung neuroendocrine tumors and 11 SCLC cell lines. Samples of large-cell carcinoma, adenocarcinoma, and normal lung were also included to give a total of 105 samples analyzed.
Array Type:  spotted cDNA microarray
Data Source:  ftp://ftp.ncbi.nih.gov/pub/geo/DATA/SOFT/GDS/GDS619.soft.gz
Data Size: 87.4 MB (26.4 MB for zipped file)
