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Association of the rs2234909 variant of the FGFR3
gene with colorectal cancer in a Mexican population

To analyze the association between the FGFR3 rs2234909 variant and CRC in the Mexican population.
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Colorectal cancer (CRC) ranks as the third most common malignancy worldwide and the leading cause of
cancer-related mortality in 2024. While previous studies have explored the role of intracellular genes in
CRC development, there is limited evidence regarding the involvement of fibroblast growth factor
receptors (FGFR), particularly FGFR3    . 

This gene, located on chromosome 4p16.3, consists of 19 exons and plays a key role in cell cycle
regulation. Three high-variability regions, or hotspots, have been identified within the gene, with exon 7
being the most significant—accounting for approximately 88% of reported mutations   . 

Exon 7 encodes the IgIII domain, which is essential for the formation of receptor isoforms via alternative
splicing, affecting ligand-binding specificity. The synonymous variant rs2234909, located in exon 7 (codon
294), involves a T>C transition (p.Asn294Asn)   .  

Although it does not change the amino acid sequence, it may promote disulfide bond formation between
adjacent monomer receptors or induce structural changes in the tyrosine kinase domain, leading to ligand-
independent dimerization   .
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The rs2234909 variant of
FGFR3 may serve as a
potential genetic
susceptibility marker for
CRC in the Mexican
population.
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