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Supplementary figure legends 



 

Supplementary figure S1: Gene ontology (GO) analysis of connected genes in the MDA-MB-

21 human breast cancer cells of the melatonin-treated group. GO analysis was performed using 

Gene Set Analysis Toolkit software (www.bioinfo.vanderbilt.edu/webgestalt). The enriched GO 

categories are shown in red (hypergeometric; P < 0.1; red) and their nonenriched parents are 

shown in black.   



	  



Supplementary figure S2 caption: Gene ontology (GO) analysis of connected genes in the 

MDA-MB-21 human breast cancer cells of the control group. GO analysis was performed using 

Gene Set Analysis Toolkit software (www.bioinfo.vanderbilt.edu/webgestalt). The enriched GO 

categories are shown in red (hypergeometric; P < 0.1; red) and their nonenriched parents are 

shown in black.   



	  



Supplementary figure S3 caption: Gene ontology (GO) analysis of connected genes in murine 

cells, which represent the tumor microenvironment (TME) of the melatonin-treated group. GO 

analysis was performed using Gene Set Analysis Toolkit software 

(www.bioinfo.vanderbilt.edu/webgestalt). The enriched GO categories are shown in red 

(hypergeometric; P < 0.1; red) and their nonenriched parents are shown in black.   

	  



	



 

Supplementary figure S4 caption: Gene ontology (GO) analysis of connected genes in murine 

cells, which represent the tumor microenvironment (TME) of the control group. GO analysis was 

performed using Gene Set Analysis Toolkit software (www.bioinfo.vanderbilt.edu/webgestalt). 

The enriched GO categories are shown in red (hypergeometric; P < 0.1; red) and their 

nonenriched parents are shown in black.   

 

 

 

 

 

 

 

 



 

Supplementary Figure S5 caption: Gene ontology (GO) analysis of co-expressed genes 

modules altered by melatonin treatment in human tumors cells. (Left) Black module (Right) 

Magenta module. Pink module did not show enrichment. GO analysis was performed using Gene 

Set Analysis Toolkit software (www.bioinfo.vanderbilt.edu/webgestalt). The enriched GO 

categories are shown in red (hypergeometric; P < 0.1; red) and their nonenriched parents are 

shown in black.  	

 



 



 

Supplementary figure S6 caption: Gene ontology (GO) analysis of darkoliver co-expressed 

gene module altered by melatonin treatment in the murine cells, which represent the tumor 

microenvironment (TME). GO analysis was performed using Gene Set Analysis Toolkit software 

(www.bioinfo.vanderbilt.edu/webgestalt). The enriched GO categories are shown in red 

(hypergeometric; P < 0.1; red) and their nonenriched parents are shown in black.	

 

 

 

 



 

Supplementary figure S7 caption: Gene ontology (GO) analysis of yellowgreen co-expressed 

gene module altered by melatonin treatment in the murine cells, which represent the tumor 

microenvironment (TME). GO analysis was performed using Gene Set Analysis Toolkit software 

(www.bioinfo.vanderbilt.edu/webgestalt). The enriched GO categories are shown in red 

(hypergeometric; P < 0.1; red) and their nonenriched parents are shown in black. 



 

Supplementary figure S8 caption: Gene ontology (GO) analysis of orangered co-expressed 

gene module altered by melatonin treatment in the murine cells, which represent the tumor 

microenvironment (TME). GO analysis was performed using Gene Set Analysis Toolkit software 

(www.bioinfo.vanderbilt.edu/webgestalt). The enriched GO categories are shown in red 

(hypergeometric; P < 0.1; red) and their nonenriched parents are shown in black.   

 



 
 
 
 

 
Supplementary figure S9. Bioanalyzer electropherograms showing the RNA quality for breast 

cancer samples. TM indicate the melatonin-treated samples and TV indicated vehicle-treated 

samples (control). All samples showed the RNA Integrity Number (RIN) higher than 8.7, 

confirming the RNA integrity and quality. 


