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Neuroblastoma is the most common malignant disease in infancy and the third most common pediatric cancer. Although numerous factors including patient age, stage of the disease and genetic abnormalities have been shown to be predictive of the outcome in children with neuroblastoma, the mechanisms responsible for the highly variable clinical behaviour of this tumor remain largely unknown. In order to gain new insights in the biology of this tumor, we performed Affymetrix micrarray analysis and compared the gene expression pattern of neuroblastomas detected by mass screening, characterized by a high probability of spontaneous regression, to the one of metastatic neuroblastomas with a pejorative prognosis. The bioinformatical analysis revealed a set of 19 discriminatory genes,  that may play a significant role in the natural progression of neuroblastoma. These genes are involved in various biological functions such as cell proliferation, cell adhesion, angiogenesis, transcriptional regulation DNA repair, splicing events or carbohydrate metabolism. The clinical pertinence of this classifier was subsequently confirmed in an independent set of samples including low and high risk neuroblastoma.
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