
 
Figure S1. Identified peptides of PKM2 by MALDI-TOF analysis. (A) Amino acid sequence of 
mouse PKM2 is shown and the peptide fragments of PKM2 (NM_011099.3) that were identified with 
MADLI-TOF (red color). The peptide fragment underlined indicates the difference from that of PKM1. 
Peptides in red indicate the ones identified by MALDI-TOF analysis (eBiogene). (B) Insulin (100 nm 
for 48 h) or without insulin HepG2 cells lysate were incubated with each recombinant GST-PKM2 
domains (2 µg protein) and PDHA1 level by western blotting (upper panel). GST-PKM2 domains 
were visualized by Coomassie-blue staining (lower panel). 



 

 

 
Figure S2. Cell migration by wound healing assay. (A) si-PDHA1 transfection and addback with 
PDHA1 WT, S293D and S293A to the HepG2 cells which were stimulated with insulin (100 nM for 48 
h) and cell migration was measured by the wound healing assay (B) HepG2 cells were transfected 
with si-PKM2 and in presence of PKM2 WT addback, cell migration upon insulin (100 nM for 48 h) 
was measured by wound healing assay. (C) HepG2 cells were transfected with si-LINC00273 and cell 
migration was determined by the wound healing assay followed by insulin (100 nM for 48 h). 



 

 

 
Figure S3. liver and lung cancer patient’s information. (A,B). Total  Information on death and 
survival of the patients were obtained from the Korean Statistical Information Service KOSTAT 
database (KOSIS) of the Korean government and approved by the institutional review board (IRB: 
HIRB-2019-048) of Hallym University (Chuncheon, Korea). 

 


