
Figure S1. . KEGG (A,B), and Reactome (C,D) enrichment analysis from the RNA-sequencing 
performed on NCF hAECs. Top 15 pathways associated with downregulated (A,C) and upregulated 
(B,D) mRNAs in CF hAECs grow in UNC compared to SC media. Pathways identified are represented 
on the y-axis. The left x-axes correspond to the log of the P-value (purple) and the right x-axes 
correspond to the number of significant genes found in a given pathway (green). 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
Figure S2. PANTHER enrichment pathway analysis of downregulated (A, C and E) and upregulated 
(B, D and F) genes in UNC compared to SC grown NCF hAECs. Top 10-15 items of biological process 
(A, B), molecular function (C, D) and cellular component (E, F) pathways using PANTHER database. 
Pathways identified are represented on the y-axis. The left x-axes correspond to the log of the P-value 
(purple) and the right x-axes correspond to the number of significant genes found in a given pathway 
(green). 

 
 
 


