
Figure S1. Database search analysis of GO ‘Biological process’ category on Uniprot. HDAC2 was found to be associated with ‘histone H3 deacetylation’ and 
histone acetylation sites (H3K14) regulated by HDAC2. HDAC2, histone deacetylase 2; GO, Gene Ontology.



Figure S2. Prediction of c‑Myc binding sites at the miR‑30a‑5p gene promoter region. Location of the predicted c‑Myc binding sites at the miR‑30a‑5p gene 
proximal promoter region. The miR‑30a‑5p gene promoter (‑2000/+71) was analyzed using the JASPAR database, which gave the relative score. Five c‑Myc 
binding sites at the miR‑30a‑5p gene promoter are highlighted in red text and gray shadow, and the transcriptional start site is labeled. miR, microRNA.



Figure S3. Expression of c‑Myc and HDAC2 in senescent cardiomyocytes. c‑Myc and HDAC2 expression levels were measured via reverse transcription-
quantitative PCR and western blotting after cells were transfected with three different Ad‑shRNAs of c‑Myc or HDAC2 in senescent H9C2 cells. Data are 
presented as the mean ± SD from three independent experiments. *P<0.05 vs. Ad‑shNC group. HDAC2, histone deacetylase 2; Ad‑, adenovirus; sh, short 
hairpin RNA; NC, negative control.


