
Supplementary figure legends 
 

Supplementary Figure 1. Transcriptomic and Proteomic analysis of siTERT and HKR3 overexpression 

(A) In RNAseq analysis, gene changes significantly different pattern from siTERT and HKR3 overexpression 

groups can be compared with control. (B) In LC/MS analysis, protein changes were identified in siTERT and HKR3 

overexpression, significantly. (C) Venn diagram of siTERT and HKR3 overexpression shows the change of various 

biological processes. 

 

Supplementary Figure 2. Effects of apoptosis by siTERT and HKR3 

Cell death was increased in siTERT and HKR3 compared to control. 
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