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Expression profiling of aggressive and benign neuroblastic tumors: is there a common pattern?
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We tested the expression pattern of aggressive neuroblastomas and their benign variant and tumors of other entities. The direct visualization of all transcribed sequences along the chromosomes was enabled by the use of the CESH (comparative expressed sequence hybridization) technique. The differential expression pattern is obtained after transcribing RNA from the tumor cells and control cells (either white blood cells or another tumor), into cDNA, after two color fluorescence labeling and the hybridisation to normal chromosomes. Thus, the total transcriptome of a given cell type can be directly visualized and assigned to specific chromosomal loci. cDNAs from neuroblastoma cell lines STA-NB-1,10,11,12,13, and corresponding tumors were analyzed, two loco-regional and one 4s neuroblastomas, STA-ET-6 and ZR75 were labeled and differentially hybridized either against leukocyte cDNA or in pairs against each other. Surprisingly, the differential hybridization of cDNA extracted from aggressive neuroblastomas against white blood cell cDNA revealed a common expression pattern among all tested neuroblastoma cell lines independent of the MYCN status and only minor differences were noted. The expression profiles of the different neuroblastoma cell lines and corresponding tumors tested displayed only minor but distinct differences compared to the tested breast carcinoma and Ewing tumor cell lines, indicating common expression profiles of malignant cells, referred to as 'malignancy-associated regions of transcriptional activation' (MARTAs). On the contrary, the expression profile of the benign variants of neuroblastico tumors displayed quite an opposite expression pattern. These data, despite the fact that only a limited number of tumors and cell lines was looked at, permit to hypothesize that malignant tumors have common hot spots of expression which totally differ from the expression profile of benign

neuroblastoma cells. 
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