
Description of Additional Supplementary Files 
 
 
File Name: Supplementary Data 1 
Description: Supplementary Data 1a. List of recurrently mutated genes identified by WES (Top 50, 
sorted by q-value (Geometrix Meean) and p-value (AMM)). Supplementary Data 1b. List of 
recurrently altered genes identified by WES (Top 50, sorted by q-value (Geometrix Meean) and p-
value (AMM)). 
 
 
File Name: Supplementary Data 2 
Description: Supplementary Data 2a. Significant gain regions detected by GISTIC analysis. 
Supplementary Data 2b. Significant loss regions detected by GISTIC analysis. 
 
 
File Name: Supplementary Data 3 
Description: Fusion genes indentified in MFS. 
 
 
File Name: Supplementary Data 4 
Description: Significantly up-regulated genes among 29 MFS cases based on 
RNA sequencing data (sorted by p-value). Supplementary Data 4b. Significantly down-
regulated genes among 29 MFS cases based on RNA sequencing data (sorted by p-value). 
 
 
File Name: Supplementary Data 5 
Description: Significant hypermethylated genes (q < 0.2). 
 
 
File Name: Supplementary Data 6 
Description: Supplementary Data 6a. Overrepresented annotation terms in Cluster B compared 
with Cluster A among significantly methylated genes. Supplementary Data 6b. Overrepresented 
annotation terms in Cluster C compared with Cluster A among significantly methylated genes. 
Supplementary Data 6c. Overrepresented annotation terms in Cluster C compared with Cluster B 
among significantly methylated genes. 
 
 
File Name: Supplementary Data 7 
Description: Genes with significantly correlation between methylation and expression data (sorted 
by p-value). 
 
 
File Name: Supplementary Data 8 
Description: Characteristics of patients with MFS (N = 116). 
 
 
 
  


