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BWE A6 ATARAZESNF LA IR EH iR P 7% LKL 8 miRNAs, FBIELLER. M5 7k
HRAETATARERLEINFGFTPIRE & E . AT A &8 BB AR IR, & B RNA M 5 (RNA
sequencing, RNA-seq) #ATMF o947, HiZ AR AL EFRASEERL (RT-PCR) J2iESH B AR A F AT 10 4514
FEFERFER, i#id RT-PCR IIE AR 5 BE % 0 J8 P miR-429 A SUKJE 69 £ KL K5 A5 B ta et 30X 7 &
(CCK-8) % %de EdU Mm@t 3 €. 52 ot M tm fL 69 388 S Rk . 45 % ARABMF LR, Pk b AP IRE & H A
o B % & K69 4 4 miRNAs: miRNA-429. miR-23a. miR-193a #= miR-216a-5p, ##Aasfm 3|4y, FHidid
RT-PCR 72 A7 5 i /& 42 % 4 2E 47 359 K FL1X miRNAs-429 & ik £ F4 A% 2. ## 69 miRNAs-429 FiA T 2% L
BT PV M B IE TR Ay, TR BB T, 458 miRNAs-429 89 5% & 3k 3 A7 5 MR 5 2m 1o 38 78 F om0 08 = 39)
A Heh, XsE R AV miRNAs-429 EATFIMROG KA. KET T KIFEEZGER.
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Up-Regulated Mir-429 Promotes Proliferation and Invasion of Prostate Cancer
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Abstract Objective: To screen the abnormal expression of miRNAs in the blood of prostate cancer patients based on
high-throughput sequencing, and to verify the results. Materials and Methods: The blood samples of prostate cancer pa-
tients, benign prostatic hyperplasia patients and healthy people in the Department of Urology of Yichun People's Hospital
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were selected. RNA sequencing (Rna-Seq) was used for sequencing analysis. The differentially expressed genes more
than 10-fold in peripheral blood samples were verified by real-time quantitative polymerase chain reaction (RT-PCR). RT-
PCR was used to verify the expression level of miR-429 in human prostate cancer cells after knockdown. Cell counting
kit-8 (CCK-8) assay and EdU cell staining were used to detect the proliferation function of cells. Results: According to
the sequencing results, four miRNAs were significantly up-regulated in the peripheral blood of prostate cancer patients:
The corresponding primers for miRNA-429, miR-23a, miR-193a and miR-216a-5p were constructed and verified by
RT-PCR in prostate cancer patients. Only mirNA-429 showed significant difference in expression. The constructed mir-
NA-429 plasmid could significantly up-regulate the proliferation ability of prostate cancer cells and reduce cell apoptosis.

Conclusions: The abnormal expression of mirNA-429 has an effect on the proliferation and apoptosis of prostate cancer

cells, suggesting that mirNA-429 may play an important role in the occurrence and development of prostate cancer.
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Table 1 Top 4 miRNAs significantly up-regulated or down-regulated

miRNA ID Fold changes P Value
miRNA-429 28.453854 <0.01
miR-23a 16.435643 <0.01
miR-193a 14.241289 <0.01
miR-216a-5p 8.2187321 <0.01
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Figure 1 RT-PCR analysis confirmed the differential expression of miRNAs in the blood of prostate cancer patients
and healthy individuals. Annotation:*P < 0.05.
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Figure 2 The effect of upregulating miRNA-429 on the proliferation ability of PC-3 cells. a. CCK-8 method was used to

detect the proliferation ability of PC-3 cells; b. Quantitative analysis of apoptosis levels in PC-3 cells using EdU staining
method.
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