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ABSTRACT Objective: To study the expression of microRNA-151-5p (miR-151-5p) in two kidney one clip (2K1C) renovascular
hypertensive rats, and provide a theoretical guidance for miR-151-5p to participate in the regulation of vascular endothelial cell function.
Methods: 2K1C rat model was established to obtain the endothelium of thoracic aorta. The expression of miR-151-5p in vascular
endothelial cells was detected by fluorescent quantitative PCR. We also predicted target genes of miR-151-5p by database and
bioinformatics software. Furthermore, we analyzed the function of target gene by KEGG and GO pathways. Results: Compared with the
sham group, the expression of miR-151-5p in thoracic aorta endothelial cells in experimental group was significantly higher (P<0.05). In
GO analysis, the target genes of miR-151-5p were enriched in many biological process,such as regulation of protein processing and
regulation of Notch receptor processing (P<0.01). In KEGG pathway, the target genes of miR-151-5p were involved in Notch signaling
pathway, vascular smooth muscle contraction, metabolic pathway, bacterial infection and RNA transport pathway. Conclusion:
MiR-151-5p expression increased in 2K1C rats, it may regulate the function of vascular endothelial cell by its target gene APHI1A.
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Table 1 Comparison of the changes of blood pressure between two groups of rats

Blood pressure (mmHg)

Sham-operated group

2K1C model group

At Eight weeks
At Ten weeeks

At Twelve weeks

120.12+ 11.95

119.69+ 18.35

122.08 + 7.66

121.89+ 11.11
136.35+ 16.59

164.77 £ 27.26*

Note: compared with the sham operation group,* P < 0.05; with the same group before modeling (8 weeks),” P < 0.05.
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The relative expression of miR-151-5p
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The sham operation group 2K1C model group

Fig. 1 The relative expression of miR-151-5p in the two groups of rats

Note: compared with the sham operation group,*P < 0.05.
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Fig. 2 MiR-151-5p target genes are involved in regulating the Notch signaling pathway

Note: target gene; green: Notch signaling pathway.
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