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Abstract: Objective To investigate the relationship between the expression of serum long non coding
RNA nuclear-enriched abundant transcript 1 (IncRNA NEAT1) and microRNA-106a-5p (miR-106a-5p) and
the severity and prognosis of sepsis patients. Methods A total of 185 patients with sepsis who were diagnosed
and treated in this hospital from August 2021 to July 2024 were selected as the study group,and another 215
healthy volunteers who underwent physical examinations in this hospital during the same period were selected
as the control group. The research group was divided into the mild group (7 =92),the severe group (n =58)
and the shock group (n=35) according to the severity of the disease. The research group was divided into the
good prognosis group (n=121) and the poor prognosis group (n=64) according to the prognosis. The expres-
sions of IncRNA NEAT1 and miR-106a-5p were detected by real-time fluorescence quantitative polymerase
chain reaction,and the correlation of the expressions of IncRNA NEATI1 and miR-106a-5p in the study group
was analyzed by Pearson correlation analysis. The binding sites of IncRNA NEAT1 and miR-106a-5p were an-
alyzed by StarBase,and the influencing factors of poor prognosis in patients were analyzed by multivariate Lo-
gistic regression. The receiver operating characteristic curve was used to analyze the diagnostic value of the

combination of IncRNA NEATI1 and miR-106a-5p for poor prognosis in patients. Results The expression of
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IncRNA NEATTI in the study group was higher than that in the control group,and the expression of miR-
106a-5p was lower than that in the control group,the difference was statistically significant (P <Z0. 05). The
expressions of IncRNA NEATI1 and miR-106a-5p in the study group were negatively correlated (r=—0. 413,
P<C0.001) ,and there were binding sites between the two. With the increase of the severity of sepsis,the ex-
pression of IncRNA NEAT]I increased and the expression of miR-106a-5p decreased, and the difference was
statistically significant (P <0, 05). The acute physiology and chronic health evaluation [ (APACHE I )
score,sequential organ failure assessment (SOFA) score, tumor necrosis factor-a, C-reactive protein,and In-
cRNA NEATTI in the poor prognosis group were higher than those in the good prognosis group,while the ex-
pression of miR-106a-5p was lower than that in the good prognosis group.,the difference was statistically sig-
nificant (P <C0. 05). Elevated APACHE [l score,SOFA score and IncRNA NEAT]1 were independent risk fac-
tors for poor prognosis in patients,and miR-106a-5p was an independent protective factor (P<Z0. 05). The ar-
ea under the curve of the combined diagnosis of the two was 0. 918 (95%CI ;0. 868—0. 953) , which was supe-
rior to the separate diagnosis of each (Z .umpined with nerna neatt =4+ 1125 Z ombined with mik 10625p — 4. 023, P<C0. 05). Con-
clusion With the increase of disease severity in patients with sepsis, the expression of IncRNA NEATI in-

creases and the expression of miR-106a-5p decreases. The combined diagnosis of the two for poor prognosis in

patients has a high clinical value.
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