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Breast cancer is the most common neoplasm in women and the second leading cause of cancer 
death worldwide. According to the International Agency for Cancer Research (IARC), in 2018 

in Colombia 3,702 women died from breast cancer (mortality of 11.9 per 100,000 people). The 
global cancer observatory refers that for this same year breast cancer in Colombia was reported 
in 13.1% of diagnosed patients. Genetic studies in Colombia that have focused on the search 
for mutations that make it possible to explain the epidemiology of cancer have shown varied 
results regarding the participation of associated genes. BRCA1 and BRCA2 mutations have 
been found to affect between 5 and 8% of patients with breast cancer in Colombia, and in 10% 
of patients with ovarian carcinoma. However, there are very few studies in which the incidence 
and prevalence of different genes associated with breast cancer can be determined that allow 
estimating a susceptibility to cancer, which provides an accurate diagnosis and timely treatment. 
In this way, our work aims to identify through a bibliographic search, the genetic variants found 
in patients clinically diagnosed with breast cancer in the Colombian Southwest, seeking to 
determine the prevalence of pathogenic mutations that may increase the risk of inheritance, 
recurrence, metastasis and mortality.
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