
 

Figure S1. Genomic alteration profiles of MCM4 and its association with tumor 

stemness across various cancer types. (A) The genomic alteration frequencies and 

types of MCM4 in pan-cancer. (B) Relationship of mutation sites with domain in the 

MCM4 protein. (C) Correlation between MCM4 expression and tumor stemness across 



pan-cancer. MCM-N: minichromosome maintenance complex (MCM) N-terminal 

domain (162 - 287). MCM: MCM domain (447 – 769). 

 



 



Figure S2. scRNA-seq and spatial transcriptome analysis of MCM4 in SKCM. (A) 

Identification of various cell types in the GSE115978 dataset. (B) Visualization of 

MCM4 expression levels across different cell types. (C) The proportion of each cell 

type in the MCM4 expression positive group and negative group. (D) Localization of 

various cells after spatial transcriptome deconvolution in 10X cohort. (E) Expression 

levels of MCM4 across the spot. (F) Differential expression of MCM4 in malignant, 

mixed, and normal areas. (G) Spearman correlation between MCM4 and 

microenvironmental components. (H) Localization of various cells in GSE179572 

dataset. (I) Expression levels of MCM4 across the spot. (J) Comparison of MCM4 in 

malignant, mixed, and normal areas. (K) Spearman correlation between MCM4 and 

microenvironmental components. 

  



Supplement Table1. Sample information for the SKCM datasets 

Variable TCGA-SKCM GSE46517 GSE98394 

Patients 461 104 51 
Age 58 (15, 90) 59 (28, 93) 61 (19, 88) 
Gender    
Female 38% 34% 39% 
Male 62% 66% 61% 

    

 


