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Background: In the last decade, microarray technology has been extensively applied to evaluate both gene expression profile and genome imbalances. We have developed a Comparative Genome Hybridization (CGH) array to identify 1p chromosome deletion and MYCN gene amplification, two major markers of tumor aggressiveness in neuroblastoma (NB). Methods. Total DNA was purified from sixteen tumor samples containing at least 90% malignant neuroblasts and collected at the onset of disease. Pooled fluorescent-labeled reference and NB tumor genomic DNAs were hybridized to epoxy coated glass slides on in-house made cDNA microarray. The array contains PCR-probes from cDNAs of 1p36.33-36.1 chromosomal region and MYCN gene. cDNAs from 2q3-q34 and 12p13 chromosome regions were used as control and A. Thaliana genome was spotted to control for unspecific hybridization. Results and discussion. Both 1p36 chromosome deletion and MYCN amplification were detected by CGH array. A double color FISH analysis was also performed to validate results of the CGH array. For MYCN amplification, the comparison between CGH array and FISH resulted in a sensitivity of 66.7%, with a specificity of 90.1%. The sensitivity evaluated for the chromosome 1p36 deletion was 66.7%, with a specificity of 90.0%. Our study demonstrates that the CGH array can be efficiently adapted to study DNA gain and loss of specific chromosome regions. For this purpose, we have created a NB array that allows the simultaneous detection of MYCN gene amplification and chromosome 1p36 deletion.
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