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Detection of cardiac development gene after RNA interference for histone acetyla-

tion to MSCs induced by 5-azacytidine

ZHU Jillgl ., DENG Birlgl , WANG Jil'l-ju.3 , TIAN Jie: , WANG Ying-xiung"( "Pediatric Institute, 2Dvparlnn:‘rll of Cardiovascular

Diseases, Children’s Hospital, *College of Public Health, Chongging University of Medical Sciences, Chongging 400014, China)

Abstract: Objective  To construct 7 shRNA plasmids targeted to Gen5 and to explore their role on his-
tone acetylation in regulating MSCs differentiation into cardiomyocytes. Methods MSCs were isolated and pas-
saged. Seven shRNA plasmids were constructed by pGenesil-1 (4.9 kb) vector with GFP gene. MSCs were
treated with 10 pmol/L 5-azacytidine respectively for 24 h, 2, 4 and 7 d and transfected with the plasmids via
lipofectamine ™2000. GenS, as the marker of the acetylation, and GATA4 | as the marker of cardiomyocytes,
were detected in MSCs during differentiation with or without shRNA plasmids transfection by RT-PCR. Results

MSCs were fibroblast-like but changed morphologically after induction. Seven Gen5 shRNA plasmids were
constructed and identified by restriction endonucleases Pst 1 /Sal [ and DNA sequencing. The expression of
GenS and GATA4 could be detected in MSCs without shRNA plasmids tranfection, but no expression after shR-
NA plasmids transfection. Conclusion  GenS plays a very important role in MSCs differentiation into cardio-
myocyles, which lays the basis for further research of the importance of acetylation in the regulation of cell dif-
ferentiation.
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