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The clinical significance of methylation of RASSF1A gene
in the diagnosis of early breast cancer

YU Haijing ,LIAN ZhenQiang
( Breast Disease Center ,Guangdong Women and Children’ s Hospital , Guangzhou 511400, China))

Abstract : Objective To investigate the difference between cytological smear of breast duct lavage fluid
and methylation of RASSF1A gene in early breast cancer and benign breast disease. Methods The sensitivity
and specificity of preoperative cytological smear examination of breast duct lavage fluid in 40 patients with
benign or malignant breast tumors with nipple discharge were retrospectively analyzed. Simultaneously, the
methylation specific PCR method was used to analysis RASSF1A gene methylation in 40 cases of patients with
breast duct lavage fluid. And then we analyzed the differences of two detection methods. Results The sensi-
tivity and specificity of cytological smear of the fluid were 24% and 93. 3% , respectively. Methylation of
RASSF1A accounted for 80% of early breast cancer tissue,20% of benign breast disease. The diagnostic sen-
sitivity and specificity were both 80% . Methylation of RASSF1A was more sensitive and specific to breast
cancer with pathological nipple discharge than cytology. The difference between methylation of RASSFI1A
gene and cytological diagnosis of pathological nipple discharge was statistically significant( P <0.05). Conclu-
sion The detection of methylation of RASSF1A gene by quantitative PCR could be used as a reference basis
of preoperative diagnosis for early breast cancer.
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