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Effects of MTA1 Gene Silencing on the Metastatic and Proliferation of Cervical Cancer Cell

GU Qing, ZHAO Yan, CHEN Hua

(Department of Obstetrics and Gynecology, Shanghai Baoshan Hospital of Integrated Traditional Chinese and Western Medicine, Shanghai201999)

Abstract: Objective: To investigate the effects of MTA1 gene silencing on the metastatic and proliferation ability of cervical cancer
cell. Methods: The experiment was divided into three groups when the Siha cells were infected by lentivirus. Reverse transcription (RT)-
PCR and western blot were used to detect MTA1 mRNA and protein expressions in Siha cell and Hela cell of cervical cancer. Transwell
assay detected the migration ability of transfected Siha cells. The proliferation ability of transfected Siha cells were determined by methyl
thiazolyl tetrazolium (MTT) and clone formation experiment. FACS cell apoptosis method detected apoptosis rate of transfected Siha cell.
Flow cytometry detected transfected Siha cells at different growth periods. Results: (1) Transwell assay: Compared with NC group, the
transfer rate in the KD group were analyzed by T Test (P=2.61 << 0.05). (2)MTT test: Compared with NC group, the proliferation index
of cells was significantly decreased in KD group. (3)Clone formation experiment: Compared with NC group, the numbers of cloning
were significantly less than KD group (P=0.0006 << 0.05). (4)FACS: Compared with NC group and Mock group,the apoptosis rate was
significantly lower than KD group (P << 0.05). Conclusions: MTA1 gene may premote the metastasis and proliferation ability of cervical
cancer cell. MTA1 gene silencing may decrease the proliferation and migration of cervical cancer cell, while accelerating the apoptosis
of cervical cancer cell. It provides experiental basis for the inhibition of neoplasm metastasis, and powerful new experimental basis for
cervical cancer drug targeted therapy finally.
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