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This  review mainly focus on the crosstalk between tumor cells 
and tumor-associated stromal components. DNA methylation is 
involved in the activation of stromal cells, and the methylation of 
certain genes contributes to the procancerous activity of stromal 
cells.  

Research Summary  

Innovation points 
Introduction of tumor-induced epigenetic regulations.  

Summary of the most updated research progress about how DNA 
methylation affects tumorigenesis through regulating tumor-
associated stromal components including fibroblasts and immune 
cells.  

Evaluate the potential for targeting DNA-methylation for the 
treatment of cancers. 

JZ
US-B



     

Tumor cells 

Tumor associated 
fibroblasts 

Tumor associated 
immune cells 

 

Tumor-induced 
epigenetic 
regulations 

SHP-1 rmethylation   

activation of STAT3 signalling 

SOCS1  methylation  

ADAM12 methylation 

Activated fibroblasts 

IFN-γ  
methylation 

methylation Th1 lymphocytes 

Th2 lymphocytes 

UBASH3A 
   LAX1 
      SIT1  

methylation 

methylation 

T lymphocyte 
infiltration 

Antitumor 
T-cell  
response 

Research Summary  

JZ
US-B


	DNA methylation in the tumor microenvironment
	幻灯片编号 2
	Research Summary 



