
 

Figure S1 The heatmap of differential genes expressions in GSE107943, GSE26566, 

and GSE119337.  

 

  



 
Figure S2 Visualization of the TCGA data for PLG, CPB2, EHHADH, SERPINF2, 

and SHMT1 in cholangiocarcinoma using MEXPRESS.  



 

Figure S3 A. The methylation level of F2 in the promoter of CCA and adjacent normal 

tissues. B. The methylation level of AHSG in the promoter of CCA and adjacent normal 

tissues. C. The methylation level of ALDH8A1 in the promoter of CCA and adjacent 

normal tissues. D. The methylation level of AGXT in the promoter of CCA and adjacent 

normal tissues. E. The methylation level of SERPIND1 in the promoter of CCA and 

adjacent normal tissues. 

 

  



Table S1 Primer sequences of 5 target genes 

 

 

 

 

Gene Sequence (5' -> 3') Length 

F2 CACGGCTACGGATGTGTTCTG (F) 21 

 
ACCCTCAGCACAGTTACCTTC (R) 21 

AHSG TCCTTGGGGATACAAACACACC (F) 21 

 
TACCACGGAAAACTTGCCATC (R) 22 

ALDH8A1 ATGGCTGGAACAAACGCACT (F) 20 

 
CCCTGTTGATGGGTCGTAAGAA (R) 22 

SERPIND1 TTCCTCATCATAACATCTGCGTG (F) 23 

 
TGGAATCCAGTCGTTGGTGAC (R) 21 

AGXT CACCCGATGACCAAGGACC (F) 19 

 
CTCCCCGTGGGTTAAGAACAG (R) 21 


