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Supplemental Figure 1. Subcellular location annotations for proteins that changed after 
exercise training 

 

Proteins that decrease after ET N = 147 

Intracellular 43 
Membrane 45 
Secreted 39 
Membrane and secreted 3 
Miscellaneous 17 

 

Protein annotations according to the Universal Protein (UniProt) Resource consortium.1  

 

 

 

 

 

 

 

 

 

 

 

 

 

Proteins that increase after ET N = 306 

Intracellular 45 
Membrane 107 
Secreted 115 
Membrane and secreted 21 
Miscellaneous 18 
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Supplemental Figure 2. Gene Set Enrichment Analysis for protein changes associated with 
VO2max changes in response to exercise training 

 

Overview of overrepresented biological pathways and their connectivity. (A) Network visualization of 
GSEA results using the complete dataset of ∆protein-∆VO2max associations. Nodes indicate pathways 
and edges indicate large gene overlap across pathways. Red dots indicate positive relationships and blue 
dots indicate negative relationships. Larger circle size connotes a larger number of genes in a pathway 
and darker shades indicate a higher degree of enrichment. Clusters indicate biological pathways with 
shared proteins and biological function. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplemental Figure 3. Body mass and composition according to plasma FAP levels 

 

Baseline body mass index, body fat percentage, and fat free mass according to quartiles of baseline FAP 
level. Boxes represent the 25th and 75th percentile, lines inside represent medians, whiskers represent the 
upper and lower adjacent values (3/2 times the IQR from the end of the box) as defined by Tukey, and 
dots represent outliers outside of the whiskers. P-value for ANOVA across FAP quartiles for each 
phenotype. 
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