
 
Supplementary Fig. 1. Gene ontology (GO) analysis for the three ontologies. The cnet maps and dot 
plots signify the top 10 enrichment terms in biological processes, cellular components, and 
molecular functions. The circle size increases, and the intensity of color deepens to dark red based 
on the gene count. 



 
Supplementary Fig. 2. The protein-protein interaction network for the top 7 marker genes was 
computed using the STRING database with a confidence score 0.7. 

 


