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[Abstract] Objective To investigate the reverse transcription quantitative polymerase chain reaction (RT-
qPCR) for detecting the expression levels of B-cell lymphoma/leukemia-2(BCIL.-2) and human breast cancer mamma-
globin(hMAM) gene in peripheral blood circulating tumor cells(CTCs) and their combined detection’s clinical appli-
cation value in diagnosing breast cancer. Methods The expression levels of BCL.-2 and hMAM were detected in the
health control group(55 cases), 171 cases of breast cancer and 91 cases of benign breast diseases by RT-qPCR. Glyc-
eraldehyde-3-phosphate dehydrogenase gene(GAPDH) was used as internal control. Results The levels of BCL-2
and hMAM had no statistically significant differences between the healthy control group and benign breast disease
group(P>0. 05). The levels of BCL-2 and hMAM in the breast cancer group were found to be significantly higher
than those in the healthy control group and benign breast diseases group,the difference was statistically significant
(P<C0.05). The sensitivity of combined detection of BCL-2 and hMAM genes was significantly higher than that of
single gene detection. Conclusion The combined detection of BCL-2 and hMAM in peripheral blood by RT-qPCR

could improve the sensitivity for diagnosing breast cancer and effectively assists the clinical diagnosis of breast

cancer.
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