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Expressions of miR-92a and KLF4 mRNA in breast cancer tissues
and their relationship with pathological parameters and prognosis*

Xue-li Hu, Xian-cheng Fan
(Department of Breast and Thyroid Surgery, The First Hospital of Changsha,
Changsha, Hunan 410005, China)

Abstract: Objective To investigate the expressions of microRNA (miRNA)-92a and Kriippel-like factor 4
(KLF4) mRNA in breast cancer tissues and their relationship with pathological parameters and prognosis. Methods
A total of 124 breast cancer patients admitted to our hospital from January 2014 to September 2016 were selected.
The expressions of miR-92a and KLF4 mRNA in cancer tissues and adjacent tissues more than 5 cm away from the
tumor edge were detected by qRT-PCR. Pearson correlation analysis was used to investigate the correlation between
the expression of miR-92a and that of KLF4 mRNA in breast cancer tissues. Survival curves of breast cancer patients
with different expressions of miR-92a and KLF4 mRNA were plotted, and multivariable Cox regression analysis was

performed to determine the factors affecting the prognosis in breast cancer patients. Results The relative
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expressions of miR-92a and KLF4 mRNA in breast cancer tissues were higher than those in adjacent tissues (P <
0.05). Pearson correlation analysis showed that there was a positive correlation between miR-92a and KLF4 mRNA
expression in breast cancer tissues (r = 0.612, P < 0.05). The expression levels of miR-92a and KLF4 mRNA in
patients with stage III and IV tumors as well as lymph node metastasis were higher than those in patients with stage I
and II and without lymph node metastasis (P < 0.05). There was no significant difference in the expression levels of

miR-92a and KLF4 mRNA in patients with different age, tumor diameter, degree and of differentiation, and the in

those with breast cancer positive or negative for estrogen receptor and progesterone receptor (P > 0.05). The
accumulative survival rates of patients with high expressions of miR-92a and KLF4 mRNA were lower than those of
patients with low expressions of miR-92a and KLF4 mRNA. Multivariable Cox regression analysis showed that
stage IV and III tumors [HAR =3.716, (95%CI: 1.765 ,7.826) ], lymph node metastasis [HAR =3.021, (95% CI: 1.341,
6.803) ], miR-92a > 1.627 [HAR =3.401, (95% CI: 1.358, 8.515) ], and KLF4 mRNA> 2.270 [HAR =2.059, (95% CI:
1.026, 4.133) | were risk factors for poor prognosis in breast cancer patients (P < 0.05). Conclusions High

expressions of miR-92a and KLF4 mRNA in breast cancer tissues are associated with TNM stage and lymph node

metastasis, and may be potential biomarkers for assessing breast cancer prognosis.
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