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ABSTRACT Objective: To investigate the relationship between the expression of collagen triple helix repeat protein 1 (CTHRCI)
messenger ribonucleic acid (mRNA) and inhibitor of apoptosis protein 2 (c-IAP2) mRNA in nasopharyngeal carcinoma (NPC) and its
clinicopathological characteristics and prognosis. Methods: Eighty-two patients with nasopharyngeal carcinoma who were admitted to our
hospital from May 2016 to January 2019 were selected. The nasopharyngeal carcinoma tissues were taken for biopsy, and the expression
of CTHRC1 mRNA and c-IAP2 mRNA was detected by real-time fluorescence quantitative polymerase chain reaction (QRT-PCR). After
treatment, the patients were regularly followed up by telephone or returned to the hospital for reexamination. The follow-up lasted for 3
years. The difference in the expression of CTHRC1 and c-IAP2 mRNA in nasopharyngeal carcinoma tissues with different
clinicopathological characteristics were compared, draw Kaplan Meier survival curve, and the 3-year overall survival rate (OS) difference
of nasopharyngeal carcinoma patients with different expressions of CTHRC1 mRNA and c-IAP2 mRNA were analyzed. Univariate and
multivariate Cox proportional hazard regression models were used to analyze the risk factors affecting the prognosis of patients with
nasopharyngeal carcinoma. Results: The expression of CTHRC1 mRNA and c-IAP2 mRNA in nasopharyngeal carcinoma tissues with
low differentiation, TNM stage IV, lymph node metastasis and skull base invasion was higher than that in nasopharyngeal carcinoma
tissues with high and moderate differentiation, TNM stage III, no lymph node metastasis and skull base invasion (P<0.05). OS in patients
with high expression of CTHRC1 mRNA and high expression of c-IAP2 mRNA was lower than that in patients with low expression of
CTHRC1 mRNA and low expression of c-IAP2 mRNA for 3 years (log-rank x*=7.088,5.511, P<0.05). Multivariate Cox proportional
hazard regression analysis showed that TNM stage IV, lymph node metastasis, high expression of CTHRC1 mRNA, and high expression
of c-IAP2 mRNA were risk factors for poor prognosis of NPC patients (P<0.05). Conclusion: The expression of CTHRC1 mRNA and
c-IAP2 mRNA in nasopharyngeal carcinoma is abnormally elevated. The overexpression of CTHRCI mRNA and c-IAP2 mRNA is
related to the malignant pathological characteristics and poor prognosis of nasopharyngeal carcinoma.
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F 1 FEIGRFEFFAERMBEHE L H CTHRCI c-IAP2 mRNA FRiLE R (x+s)
Table 1 The differences of CTHRC1 and c-TAP2 mRNA expression in nasopharyngeal carcinoma tissues with different clinicopathological features( xzs )

Items n CTHRC1 mRNA P c-IAP2 mRNA Fa/P
Gender
Male 61 2.27+0.49 0.655/0.514 3.28+0.91 0.339/0.736
Female 21 2.19+0.46 3.20+1.00
Age
< 60 years 43 2.22+0.50 0.553/0.582 3.25+0.90 0.101/0.920
>60 years 39 2.28+0.48 3.27+0.89
Degree of
differentiation
High differentiation 19 1.88+0.10 53.036/0.000 2.58+0.19 79.827/0.000
Moderate
differentiation 23 2.19+0.28° 3.19+0.42°
Low differentiation 40 2.46+0.19® 3.62+0.25®
TNM stage 184.76 264.16
11 stage 56 2.14+0.21 7.849/0.000 3.03+£0.24 10.260/0.000
IV stage 26 2.50+0.15® 3.63+0.26"
Lymph node
metastasis
Yes 67 2.30+0.10 6.423 /0.000 3.25+0.23 2.626/0.010
No 15 2.04+0.26 3.08+0.21
Skull base invasion
Yes 62 2.58+0.13 7.060/0.000 3.83+0.25 8.646/0.000
No 20 2.18+0.21 3.13+£0.29

Note: Compared with high differentiation, *P<<0.05. Compared with moderate differentiation, "P<<0.05.
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Table 2 Univariate and multivariate Cox proportional hazards regression models affecting the prognosis of patients with nasopharyngeal carcinoma

Univariate Cox proportional hazards regression model analysis

Multivariate Cox proportional hazards regression analysis

Variable
HR 95%CI HR 95%CI P
Gender 1.035 0.903~2.351 0.286 - -
Age 1.252 0.935~3.682 0.346 - -
Degree of
1.409 1.325~4.218 0.015 1.135 0.962~3.842 0.342
differentiation
TNM stage [V 1.699 1.432~5.138 0.000 1.432 1.302~4.153 0.001
Lymph node
1.598 1.396~4.085 0.000 1.502 1.395~5.075 0.000
metastasis
Skull base invasion 1.315 0.953~4.652 0.512 - -
High expression of
1.705 1.532~6.135 0.000 1.419 1.201~3.968 0.003
CTHRCImRNA
High expression of
1.639 1.475~5.935 0.000 1.385 1.198~3.721 0.005

c-IAP2 mRNA
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