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Figure S1 (A) METTL1 expression in four types of SKCM samples, including BRAF 

mutated, NF1 mutated, RAS mutated, and wild-type without any of the three mutations. 

(B) Survival analysis in patients with high METTL1 expression in SKCM cohorts, 

GSE19234. (C) patients with high METTL1 expression in the GSE133713 dataset had 

lower recurrence-free survival. 

 
 
 
 
 
 
 



 

 
Figure S2 (A) Demonstration of tumor cell marker gene expression from GSE72056 

dataset. (B) Heatmap of HALLMARK gene set enrichment analysis for 7 tumor cell 

clusters in GSE72056. 

 
 
 
 
 
 
 



 

 

Figure S3 (A) The cell cycle analysis in A875 cells after siRNA transfection, and 

quantification (B). 

 
 

 
 

Figure S4 (A-B) The SKCM single-cell sequencing data of GSE72056 from the TISCH 

online database was used to analyze the expression of MYC in different cells.  

 
 


