
Supplemental 2: Pathway analysis and subsequent sub-analysis of exercise related genes.  

The analysis was performed with the Transcriptome Analysis Console (TAC) 4.0 Software (Thermo Fisher Scientific, Waltham, MA USA) and the pathways identified with 
respect to a) count and b) significance of differentially expressed genes. The presented figures below are provided by Wiki-pathways directly linked to the TAC programme. 

 

Figure S3: VEGFA-VEGFR2 signaling pathway (Homo sapiens) provided by Wiki-pathways (https://www.wikipathways.org/index.php/Pathway:WP3888). Green marked 
genes signify a fold change < -4 and red marked genes a fold-change > 4. 

 



 

Figure S4: Nuclear receptors meta-pathway (Homo sapiens) provided by Wiki-Pathways (https://www.wikipathways.org/index.php/Pathway:WP2882). Green marked 
genes signify a fold change < -4 and red marked genes a fold-change > 4. 



 

 

Figure S5: Adipogenesis (Homo sapiens) pathway provided by Wiki-Pathways (https://www.wikipathways.org/index.php/Pathway:WP236). Green marked genes signify 
a fold change < -4. 


