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Abstract Objective: To investigate the expression level of long non-coding RNA(IncRNA) taurine up-regula-
ted gene 1(TUGI1) in peripheral blood of patients with coronary in-stent restenosis(ISR), and to study the diag-
nostic value of TUGI for in-stent restenosis. Methods: Patients who were hospitalized in the Department of Cardi-
ology, Affiliated Hospital of Jining Medical University from May 2019 to June 2021 and had previously received
coronary stent implantation, were selected. At the same time, coronary angiography was reexamined at this ad-
mission to assess whether the coronary stent was stenosed. The patients were divided into in-stent restenosis(ISR)
group(n=26) and in-stent non-stenosis(N-ISR) group(n =26) according to the results of coronary angiography.
First, peripheral blood was collected from patients, monocytes were extracted with monocyte isolation solution,
RNA was extracted from the above cells, and then IncRNATUGI expression levels were detected by real-time pol-
ymerase chain reaction (qRT-PCR). Multivariate logistic regression analysis was used to study the independent
risk factors of ISR patients, and receiver operating characteristic curve(ROC curve) was used to assess the diag-

nostic value of TUGI for ISR. Results: The expression of TUGI in the ISR group was higher than that in the N-
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ISR group[ (0.1982+0.2276): (0.0704+0.0869), P <C0.05], and the difference was statistically significant.
Multivariate logistic regression analysis showed that TUG1 was an independent risk factor for ISR(OR =1. 934,
95%CI1.017~3.677, P=0.044). The area under the ROC curve(AUC) of TUGI was 0. 703, the sensitivity
was 65. 4%, and the specificity was 73. 1%. Conclusion: The expression level of TUGI was increased in ISR pa-

tients. High expression of TUGI was an independent risk factor for ISR, and TUGI may be a novel biomarker for

predicting ISR after percutaneous coronary intervention.

Key words coronary heart disease; in-stent restenosis; LncRNA TUGI; percutaneous coronary interven-

tion; biomarker
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Figure 1 TUGI1 expression in ISR and N-ISR group
R 2 ZEAZE Logistic MASHER
Table 2 Logistic analysis

A5 b B Wald y* OR 95%CI Pl
W S 1.435 4.296 4.200 1.081~16.316 0.038
HEPRIR  1.835 6.509 6.267 1.530~25.666 0.011
TUG1 6.593 4.044 1.934 1.017~3.677  0.044
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