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Figure S1. Summary of the RNA-seq data available across subjects and tissues (39 subjects, 94 total samples). 





Figure S2. UpSet plot of the intersection of DESeq2 results for each of the three tissues and across the 11 phenotype 

variables. Each column provides a Venn diagram type intersection. Horizontal bars (Set Size) represent the number of 

differentially expressed genes. Single solid dots represent genes that do not intersect with any other set, and the solid dots 

connected by lines represent intersections. The vertical bars (Intersection Size) are proportional to the total number of genes 

for the solid dot(s) below them. For any given set (any row), the total number of differentially expressed genes may be 

determined by summing across all columns containing a solid dot. 



Figure S3. Overlapping pathways from blood and the bronchial epithelium in emphysema 


