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Expression of CK19 mRNA in peripheral blood of breast cancer and
correlations with cliniopathological significance”
MO Jun-yang , HUANG Ping ,ZHUANG Ya-qiang ,et al.
(Department o f Breast Surgery, The Fifth Hospital of Guangxi Medical University ,Guangxi,Liuzhou 545006 ,China)
Abstract ; Objective To detect the expression of CK19 mRNA in peripheral blood of breast carcinoma and to study the correla-

Peripheral blood samples of 45 patients with breast carcinoma,30 patients with

The positive rate of CK19 mRNA in breast car-

tions with cliniopathological significance. Methods
benign breast lesions were assessed by RT-PCR analysis of CK19 mRNA. Results
cinoma patients was 62. 2% and the related benign breast lesions were 3. 3%. Significant differences were found in the expression of
CK19 mRNA in peripheral blood among patients with benign breast lesions and patients with breast carcinoma(P<C0. 01). The pos-
itive rates and related of CK19 mRNA was significantly correlated with clinical stage and lymph node metastasis(P<Z0. 01) ) but
didn't relate to ER and PR(P>>0. 05). Conclusion The expression of CK19 mRNA is an objective biological marker for estimating
the occurrence and progression of breast cancer. CK19 mRNA can be used to predict micrometastasis and evaluate prognosis be-
cause they are closely correlated with clinical stageand survival.
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