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of patients with nasopharyngeal carcinoma (NPC). Methods: A total of 88 patients with NPC treated in our
hospital from January 2014 to December 2014 were selected as the study group; 66 patients in the same period
with chronic nasopharyngitis were selected as the control group. The expression level of LncRNA IGFBP4-1
in nasopharynx tissues of the two groups was detected by quantitative reverse transcription polymerase chain
reaction (QRT-PCR). The relationship between LncRNA IGFBP4-1 expression level and clinicopathological
parameters was analyzed. Kaplan-Meier survival curve and Log-rank were used to analyze and compare the overall
survival rate of patients with high and low expression of LncRNA IGFBP4-1. Cox risk ratio model was used to
analyze the univariate and multivariate prognostic factors. Results: The expression of LncRNA IGFBP4-1 in the
study group was higher than that in the control group (6.24+1.09 vs 1.23+0.35, P < 0.001). The expression of
LncRNA IGFBP4-1 was not correlated with gender and age (P>0.0S), but correlated with clinical stage, T grade,
N grade, distant metastasis, lymph node metastasis, recurrence and EBV DNA (P<0.05). When the cut-off value
was 4.12, the area under the curve (AUC) of LncRNA IGFBP4-1 was 0.893 (95%CI: 0.763-0.911, P<0.001),
the sensitivity and specificity were 81.3% and 71.4%, respectively. The S-year overall survival rate of patients with
high LncRNA IGFBP4-1 expression was lower than that of patients with low LncRNA IGFBP4-1 expression
(42.26% vs 57.33%, P<0.0S). Multivariate analysis showed that lymph node metastasis, clinical stage, T grade and
high expression of LncRNA IGFBP4-1 and EBV DNA were independent risk factors affecting the overall survival
rate of patients. Conclusion: LncRNA IGFBP4-1 can distinguish well NPC patients from patients with chronic
nasopharyngitis. High expression of LncRNA IGFBP4-1 is a molecular marker of poor prognosis in NPC patients.
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Table 1 Relationship between LncRNA IGFBP4-1 expression in NPC tissue and clinical factors
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Table 2 Univariate and multivariate analysis of prognostic factors of NPC
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