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Predictive value of serum IncRNA SNHG14 and miR-150-5p levels for the prognosis of
patients with severe pneumonia
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Abstract Objective To evaluate the predictive value of serum long non-coding RNA (IncRNA) SNHG14 and microRNA (miR) -
150-5p for the prognosis of patients with severe pneumonia. Methods This observational cohort study included 125 patients with severe
pneumonia who were admitted to our hospital between June 2022 and January 2025. The patients were classified into two groups based on
their 28-day prognosis as the death group (n = 53) and the survival group (n = 72). Real-time quantitative PCR (qRT-PCR) technology was
used to measure serum IncRNA SNHG14 and miR-150-5p levels in patients upon admission. Baseline clinical data of enrolled patients
were also collected. Cox regression was employed to identify factors influencing the prognosis of patients with severe pneumonia. Receiver
operating characteristic (ROC) curves were constructed to evaluate the predictive value of serum IncRNA SNHG14 and miR-150-5p in
the prognosis of patients with severe pneumonia. Pearson’s method was used to analyze the correlation between serum IncRNA SNHG14
and miR-150-5p. Results The death group had significantly higher serum IncRNA SNHG14 levels,a higher Sequential Organ Failure
Assessment (SOFA) score, Acute Physiology And Chronic Health Evaluation I (APACHEII ) score, proportion of invasive mechanical
ventilation, and conspicuously lower serum miR-150-5p levels than the survival group (P < 0.05). The multivariate Cox regression indi-
cated that the mechanical ventilation mode,SOFA score, APACHE Il score,IncRNA SNHG14,and miR-150-5p were all factors influ-
encing the prognosis of patients with severe pneumonia (P < 0.05). The area under the curve (AUC) values of serum IncRNA SNHG 14,
miR-150-5p, and their combination for predicting the prognosis of severe pneumonia were 0.780,0.810,and 0.876, respectively. The com-
bination group had significantly higher predictive power than the single indicator group (Z,, . sni1614=2-836,P = 0.0055 Z,5.150.5,=2.130,
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P = 0.033). The serum IncRNA SNHG14 levels in patients with severe pneumonia were negatively correlated with miR-150-5p (r =

-0.418,P < 0.05),indicating a potential targeted binding site between the two. Conclusion Serum IncRNA SNHG14 was highly

expressed , and miR-150-5p was expressed at low levels in patients with severe pneumonia. Therefore , the combined detection of these two

can provide an effective reference for predicting the prognosis of patients with severe pneumonia.
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Tab.1 Primer sequences

Gene Primer sequence

Forward:5’-ATGGCTCCTCCACCTGGTAT-3’

SNHG14

Reverse: 5’ -AAACCCCCGGGTCATGAAAA-3’

Forward:5’-AATGGGCAGCCGTTAGGAAA-3’
GAPDH

Reverse: 5’ -GCGCCCAATACGACCAAATC-3

Forward:5’-CTCCCAACCCTTGTACCA-3’
miR-150-5p
Reverse:5’-CCAGTGCGTGTCGT-3’

s Forward:5’-CTCGCTTCGGCAGCACA-3’

Reverse:5’-AACGCTTCACGAATTTGCGT-3’
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Tab.2 Comparison of clinical data between the two groups

Ttem Death group (n = 53) Survival group (n =72) ilx’ P
Sex[n (%) ] 0.005 0.941
Male 35(66.04) 48 (66.67)
Female 18(33.96) 24(33.33)
Age (year) 67.31 +14.25 67.26 = 14.67 0.019 0.985
Diabetes [n (%) ] 8(15.09) 10(13.89) 0.036 0.850
Hypertension [n (%) ] 18(33.96) 26(36.11) 0.062 0.804
Hyperlipidemia [n (%) ] 5(9.43) 6(8.33) 0.011 0.917
Coronary heart disease [n (%) ] 3(5.66) 3(4.17) 0.001 0.970
Chronic kidney disease [n (%) ] 2(3.77) 3(4.17) 0.123 0.726
SOFA 13.46 + 3.34 11.34+2.28 4217 <0.001
APACHEII 2321 +4.53 20.14 £ 4.26 3.876 <0.001
Mechanical ventilation mode [n (%) | 7.592 0.006
Non-invasive 11(20.75) 32(44.44)
Invasive 42(79.25) 40(55.56)
R3 HMEEMIEEERTHSERSW
Tab.3 Multivariate analysis of the factors influencing death in patients with severe pneumonia
Variable B SE Wald x > P HR 95%CI
Mechanical ventilation mode 0.562 0.245 5.260 0.022 1.754 1.085-2.835
SOFA 0.503 0.232 4218 0.040 1.654 1.023-2.674
APACHE I 0.845 0.317 7.098 0.008 2327 1.250-4.331
IncRNA SNHG 14 1.246 0.457 7.439 0.006 3.478 1.420-8.518
miR-150-5p —0.648 0.273 5.637 0.018 0.523 0.306-0.893
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Tab. 4 Predictive value of serum IncRNA SNHG14 and miR-

150-5p levels for the prognosis of patients with severe pneumonia

Variable Cut-off value AUC Youden index Sensitivity (%) Specificity (%) 95%CI for AUC.
IncRNA SNHG14 1.24 0.780 0.453 71.70 73.61 0.697-0.849
miR-150-5p 1.04 0.810 0.476 69.81 77.78 0.730-0.874
Combination - 0.876 0.641 84.91 79.17 0.805-0.928
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miRNA Genename = Gene type Targe site Alignment
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Fig.2 Binding sites of INcRNA SNHG14 and miR-150-5p
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