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Potential application of long-chain non-coding RNA-ROR in breast cancer diagnosis”
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Abstract: Objective To explore the potential value of long-chain non-coding RNA-ROR (lincRNA-ROR)

in early diagnosis of breast cancer. Methods The expression of lincRNA-ROR in breast cancer tissues and ser-
um was detected by qg-PCR,and the levels of CA153 and CAE in breast cancer samples were detected by elec-
trochemiluminescence. The potential diagnostic value of lincRNA-ROR in serum for early breast cancer was
analyzed by establishing multiple logistc regression model and drawing ROC curve. Results LincRNA-ROR
was highly expressed in tissues and peripheral serum of breast cancer patients. The ROC curves of lincRNA-
ROR,CA153 and CEA were drawn. It was found that the area under the lincRNA-ROR curve (AUC) was
0. 76 ,which was superior to CA153 (AUC=0. 66) and CEA (AUC=0. 52), the difference was statistically
significant (P <C0. 000 1), and the combined diagnostic value of lincRNA-ROR, CA153 and CEA (AUC=
0. 85) was higher than that of lincRNA-ROR alone. Conclusion LincRNA-ROR is up-regulated in tissues and
serum of breast cancer patients,and has good sensitivity and specificity. It is a potential biomarker for diagno-
sis,treatment and prognosis monitoring of breast cancer.
Key words: long-chain non-coding RNA-ROR; breast cancer; carcinoembryonic antigen;
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