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Effect of microRNA-592 on the apoptosis of glioma cell line U251
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Abstract: Objective To investigate the effect of microRNA-592 (miR-592) on the apoptosis of glioma cell line U251. Methods
PCR was used to measure the expression of miR-592 in glioma tissue and adjacent tissue. U251 cells were transfected with miR-592
mimics and then flow cytometry was used to analyze the effect of miR-592 overexpression on the apoptosis of U251 cells. A bioinformat-
ics analysis was used to identify the potential target molecules of miR-592, and then dual-luciferase reporter assay and Western blot
were used for validation. U251 cells were transfected with the small interfering RNA (siRNA) which downregulated the expression of
Runx2, and then the cell growth curve was plotted and the apoptosis of U251 cells was analyzed. Results The results of quantitative
PCR for 28 glioma tissues and normal tissues showed that the expression of miR-592 was significantly reduced in glioma tissues and
miR-592 overexpression significantly inhibited the growth of U251 cells. Flow cytometry showed that miR-592 significantly promoted the
apoptosis of U251 cells; the late apoptosis rate was 7.2% +0.68% in the control group and 17.47% +1.45% in the miR-592 trans-
fection group. Dual-luciferase reporter assay and Western blot showed that miR-592 directly targeted 3’ -UTR of Runx2 to inhibit the
level of Runx2 protein. U251 cells were transfected with the siRNA of Runx2; the cell growth curve was plotted, and flow cytometry
was used to analyze the apoptosis rate of U251 cells. Conclusions miR-592 directly targets Runx2 to induce the apoptosis of U251
cells and thus inhibit cell growth.
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Annexin V

A:miR-592 &M & Fo J& £ A 22 F 69 &% ; B: 3 # mimics J& miR-592 ¢ & & K F; C: MTT #% an]
U251 e A& K ;D ik Xt e A4 m miR-592 it & & & U251 49 #e & A9

&1

miR-592 42 # U251 @i A — .

Table 1 Apoptotic rate of U251 cells in various groups

Early apoptotic rate( % )

Late apoptotic rate( % )

Group = =
Repeat 1 Repeat 2 Repeat 3 xxs Repeat 1 Repeat 2 Repeat 3 xts
NC 13.7 12.92 14.52 13.71 0.8 7.87 6.51 7.21 7.2 +0.68
MiR-592 12.8 11.35 14. 66 12.94 +1.66 16 18.9 17.5 17.47 £1.45" "

#* * P <0.01,vs NC group
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Table 2 Apoptotic rate of siRunx2 on U251 cells

Group Late apoptotic rate( % ) (n=3,x +5)
NC 1.58 £0.25
siRunx2 4.57+0.36"
* P <0.05,vs NC group
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