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Abstract Objective: To evaluate the diagnostic value of circulating microRNAs in nasopharyngeal carcinoma
by Meta-analysis. Method: A number of databases in Chinese and English were searched, and the clinical studies
published from the day the datebases were set up to July 2018 on detecting microRNAs as biomarkers in the diag-
nosis of nasopharyngeal carcinoma were collected. Literature selection, data extraction and literature quality evalu-
ation were carried out according to the criteria of exclusion and inclusion. Then Meta-disc, Stata,and other soft-
wares were used for the Meta-analysis. Result: Eighteen eligible articles were collected for systematic review, of
which 7 independent case-control studies from 6 articles including 706 NPC patients and 353 controls were selected
in the Meta-analysis. Since the obvious heterogeneity among the studies was observed,we conducted this Meta-a-
nalysis by the random effect model. The pool sensitivity. specificity, positive likelihood ratio, negative likelihood
ratio and area under curve of circulating microRNAs in the diagnosis of nasopharyngeal carcinoma were 0. 78
(95%CI: 0.75—0.81, 0.81(95%CI: 0.77—0.85), 5. 71(95%CI: 2.49—13.11), 0.23(95%CI: 0. 13—
0.42), 30.88(95%CI: 7.91—120.59) and 0. 913 1, which illustrated the high diagnostic accuracy and significant
clinical utility of microRNAs in the diagnosis of nasopharyngeal carcinoma. Subgroup analysis showed that the
source of samples,the number of cases,the amount of the detecting microRNAs and the type of control groups
were the main reasons contributing to the significant heterogeneity. Conclusion: MicroRNAs as biomarkers in the
diagnosis of nasopharyngeal carcinoma possess significant potential value.
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