
 

Supplementary Table 1. The correlations between TWIST1 mRNA levels and 

PCOLCE mRNA levels in 18 different cancer types from the ChIPBase v2.0 

database. 
 

 
  



 

 

Supplementary Fig. S1. The analyses of RNA-seq data from 4 

paracancerous tissues and 16 osteosarcoma tissues. 7868 genes were 

significantly changed, 5578 genes including 169 genes encoding extracellular 

matrix proteins were up-regulated, which were listed as Supplementary Table 

S1 (sheet 1-2). 
  



 
Supplementary Fig. S2. The knockdown efficiencies in shRNA#1 or 

shRNA#2 against PCOLCE in the indicated stable cell lines. The mRNA levels 

were measured by qRT-PCR in U2OS (A), U2OS/MTX300 (B) and HOS (C). 

The cell viability of U2OS (D) and HOS (E) was measured as described in 

“Materials and Methods”. The representative images and quantification 

analyses were shown (mean ± SD , n=3, *p<0.05, **p<0.01, ***p<0.001) 
  



 
Supplementary Fig. S3. The Migration (A) and invasion (B) assays were 

performed and quantified in U2OS as described in Materials and Methods. The 

representative images and quantification analyses were shown (mean ± SD , 

n=3, *p<0.05, **p<0.01, ***p<0.001). 
  



 

Supplementary Fig. S4. The over-expression of PCOLCE in the indicated 

stable cell lines was confirmed at mRNA level by qRT-PCR in U2OS (A), 

U2OS/MTX300 (B) and HOS (C). Migration (D) and invasion (E) assays were 

performed and quantified in U2OS as described in Materials and Methods. The 

representative images and quantification analyses were shown (mean ± SD , 

n=3, *p<0.05, **p<0.01, ***p<0.001), Cell viability of U2OS (F) and HOS (G) 

was measured as described in Materials and Methods. (H) The purified 

PCOLCE-His tag proteins from 293T cells transiently transfected with the 

indicated plasmids were subjected to Western blotting. 

  



 

 

Supplementary Fig. S5. The relative mRNA levels of PCOLCE in the 

indicated cells stably overexpressing wild-type PCOLCE or N29Q-PCOLCE as 

indicated.  

 


