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Delineation of genetic-morphometric subgroups using ArrayMap tool in neuroblastoma
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Background: Omic technologies have allowed obtaining of a great amount of clinical and biological data in
neuroblastoma (NB). However, its funnelling in the development of effective therapies is being very complex and
unfruitful, especially in high-risk tumors. It is therefore imperative to develop bioinformatic resources that allow their
integrated analysis.

Objectives: 1) Computational integration of clinical, genetic and morphometric data obtained in 103 NB patients. 2)
Search for associations between these data in order to identify possible therapeutic targets and/or prognostic
markers.

Methods: The following data were integrated using arrayMap platform (http://arraymap.org): i) Clinicobiological
factors with independent prognostic value that define the profile of tumor aggressiveness according to the INRG
classification; ii) Morphometric quantification of the immune cells infiltration and the pattern of vascularization in the
tumor tissue, from the detection of immunohistochemical expression; iii) Amplification of MYCN and changes in the
number of chromosomal copies (CNV) diagnosed by SNPa (Affymetrix and Illumina). The metadata list was
introduced into SPSS and its association was evaluated using Fisher\'s statistical test.

Results: The integration of the data into arrayMap allowed to visualize the CNV profiles according to each variable.
The analysis showed that patients with elevated risk of relapse and/or death had elevated infiltration of
macrophagic cells (CD68+ and/or CD163+), -11q and +17q typical segmental chromosomal aberrations (SCAs)
with intratumoral clonal homogeneity and +3q, -6q, +7q, -9q SCAs.

Conclusion: arrayMap tool has proved to be very useful for the integration and analysis of clinical, biological,
histomorphometric and oncogenomic data, allowing a precise delineation of subgroups of patients and laying the
foundations for the development of a targeted therapy.
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