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Objective: This research had the purpose of ascertain if mutations in PDGFRA gene (platelet-derived growth factor recep-
tor alpha) are associated with triple negative breast cancer, and compare this group with luminal subtype. Clinical, and 
staging data were considered. Methods: Genomic DNA was extracted of 12 tissue samples in which 9 from luminal subtype 
and 3 TNBC by DNeasy® Blood & Tissue Kit (Qiagen). PDGFRA gene were amplified by PCR (polymerase chain reaction) 
with specific primers and GoTaq® Green Master Mix (Promega), in the thermal cycler Veriti (Applied Biosystems). The PCR 
products were purified by ExoSAP- IT PCR Product Cleanup (Thermo Fisher Scientific). PCR fragments were then sequen-
ced using BigDye Terminator (Applied Biosystems) on a MegaBACE 1000 Sequencing System (GE Healthcare). Results: The 
results were used to performance sequence alignment in CLC Genomics Workbench according to PDGFRA gene sequence 
(NG_009250).The age of women were from 32 to 70 years. All TNBCs patients in this study were recidivant in breast can-
cer. Upon analysis of the PDGFRA genome, a mutation was found in all TNBC samples, and in none of the luminal sub-
type. The mutation consists of an A> G exchange at position 50792 of the DNA strand. The amino acid encoded by this 
region, proline, remains preserved. Thus it is considered a sSNV (Synonymous Single Nucleotide Variant), classified how 
a type of silent mutation. Despite being classified as silente, is now known that sSNVs may have multiple consequences 
for RNA maturation and stability as as well as protein translation. In addition, tissue-specific and tumor-specific chan-
ges in tRNA (transfer ribonucleic acid) expression combined with symmetric tRNA abundance may play a role. Like many 
receptor tyrosine kinases (RTKs), PDGFRA is involved in the progression of a variety of cancers either by overexpression 
or by increased activity. Conclusion: Systematic reporting of sSNVs will be essential to achieve positive progress in our 
understanding of the full spectrum of functional effects associated with genomic variants in the population as well as in 
each patient. Knowing this genetic information is essential for precision medicine. In the future it will provide diagnosis 
and treatment specific to each individual.
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