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Abstract:

Objective To investigate the association between G(-248)A single nucleotide polymorphism (SNP) in pro-apoptosis gene
Bax promoter and the clinicopathological features of breast cancer. Methods The 3 genotypes (AA, AG, GG) of Bax G(-
248)A SNP in 113 patients with breast cancer were analyzed using polymerase chain reaction-restriction fragment length
polymorphism (PCR-RFLP), and the distributions of the 3 genotype frequency were compared. Results The distribution of
genotype AG+AA was notably lower than that of GG in tumor size T>2cm, clinical stage 11+111, positive lymph node
metastasis and C-erbB2 protein expression, with statistically significant difference (P<0.05). There were no differences
between the distributions of AG+AA genotype and GG genotype in pathological types, histological grade, estrogen receptor
(ER) and progesterone (PR). Conclusion The AG+AA genotype may be associated with smaller breast cancer, lower clinical
stage, lower auxiliary lymph node metastasis rate, and negative C-erbB2 protein expression.
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