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Expression and clinical significance of UHRF1 mRNA in pleural effusion of patients with lung cancer”
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Abstract : Objective To investigate the expression levels and clinical diagnostic value of ubiquitin-like with PHD and ring finger
domains 1 (UHRF1) mRNA in exfoliated cells of pleural effusion in the patients with lung cancer. Methods A total of 124 patients
with pleural effusion in Jiangning Hospital affiliated to Nanjing Medical University from October 2015 to February 2017 were se-
lected and divided into the malignant pleural effusion group (60 cases) and the benign pleural effusion group(64 cases) according to
the pathological diagnosis results. The expression levels of UHRF1 mRNA in the two groups were detected by real-time quantita-
tive polymerase chain reaction, and their detection results were compared with the those of exfoliative cytology, carcinoembryonic
antigen(CEA) and DNA aneuploid cell in pleural effusion. Their relationship with clinical pathological factors was analyzed.
Results The relative expression level of UHRFI mRNA in the malignant pleural effusion group was (4. 53=+4. 33) , which was sig-
nificantly higher than(1. 61+1.56) in the benign pleural effusion group,the difference was statistically significant(z=5. 057, P =
0. 000). The receiver operating characteristic(ROC) curve analysis showed that the areas under the curve of UHRF1 mRNA,CEA
single detection and combined detection were 0. 753,0. 879,0. 861,and the sensitivities were 53. 48% ,78. 18 % ,74. 42% ,and the
specificities were 88. 24 %,93. 44 % ,86. 27% respectively. In different age, gender, tumor location, histological type, CEA level and
smoking history in patients with pleural effusion,there was no significant difference in the relative expression of UHRF1 mRNA
(P>>0. 05) ; the relative expression of UHRF1 and mRNA in pleural effusion positive cells and aneuploid cells positive patients was
higher than that in negative patients, and the difference was statistically significant(P<C0. 05). Conclusion UHRFI mRNA has
high clinical diagnostic value in malignant pleural effusion.
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