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Neuroblastoma represents the most frequent solid extracranial neoplasia in children. Cytogenetic and molecular analysis of neuroblastoma demonstrated that several chromosome abnormalities are present in these tumors. Unfortunately, the functional role of these genetic events in the development of neuroblastoma is not well defined and the involved genes are not known yet. In order to identify genes, proteins and pathways responsible for malignant transformation and progression in neuroblastoma, we performed a gene expression profiling approach of undifferentiated and retinoic acid differentiated neuroblastoma cell lines as model system. This approach is indicating new genes up and down regulated in neuroblastoma cellular models. We used the GeneChip Human Genome U133 Set (Affymetrix) for testing mRNA from LAN-5 cell line. 0.3% of the total genes were differentially expressed in LAN-5 cell line: 81 were up-regulated and 17 down-regulated in differentiated cells. The genes up-regulated at least 2.0-fold belonged in the functional categories of signal transduction, regulation of transcription, endocytosis, protein biosynthesis, apoptosis, neurogenesis, development. The genes down-regulated belonged in the functional categories of signal transduction, apoptosis and cell proliferation. 0.3% of the total genes were differentially expressed in Neuro-2a cell line: 25 were up-regulated and 18 down-regulated in differentiated cells. The genes up-regulated belonged in the functional categories of signal transduction/apoptosis, regulation of cell cycle. The genes down-regulated belonged in the functional categories of protein folding, steroid biosynthesis, proteolysis and peptidolysis, regulation of transcription

DNA-dependent, DNA packaging, oxidoreductase activity. 
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