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Neuroblastomas with high expression of NTRK1 gene are associated with favourable prognosis, therefore investigation of polymorphic patterns of NTRK1 gene was performed to identify correlation of their occurrence with clinical and cytogenetic prognostic factors.

SSCP was used to screen for sequence variants in NTRK1 gene exons 14 and 15 (coding for the functional part of the protein - cytosolic tyrosine kinase domain) isolated from 30 primary neuroblastoma tumours. In samples in which aberrant banding pattern was identified, genetic changes were confirmed by direct sequencing. Additionally differential restriction enzyme digestion specific for known polymorphisms was performed. Results were correlated with clinical and cytogenetic data.

The most frequent polymorphism occurred at codon 628 (c1886 T>C) in 27% of tumours, followed by the one at codon 557 (c1673 G>A) – 20% and at codon 603 (c1809 C>T) – 7% tumours. The variant at codon 588 (c1766 T>C) was not detected neither by SSCP nor restriction analysis. The sequence variant at codon 603 (C>T) always occurred together with codon 557 (G>A) variant and lack of 1p deletion.

We found tendency of NTRK1 gene polymorphic variants to cluster in the group of patients with good prognosis (infants < 1y.o, disease stage other than 4, no 1p deletion). However, the examined group was too small to assess correlation with MYCN oncogene amplification and chromosome 17q gain. 

To investigate correlation of NTRK1 polymorphisms with clinical outcome of the disease further enlarging of the number of analysed cases is necessary coupled with the extension of the period of clinical observation of patients. 
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