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Supp. Figure 1: Alpha diversity of BALF samples for LC (N=49) and Non-LC groups(N=40) 

Displayed estimates:  Chao richness and Shannon, ACE, Inversed Simpson, Fisher and 

Phylogenetic (Faith’s) diversity indices. No significant p-values (<0.05) were obtained. 

 

  



 

 

Supp. Figure 2: Beta diversity indices as shown by principle coordinate analysis of Bray-Curtis 

distances and Jaccard distances. A) Extended dataset comprising LC (N=49) and non-LC groups 

(N=40); B) Comorbidity controlled dataset including COPD (N=7), ILD (N=10) and LC* (N=8) 

groups.  
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Supp. Figure 3: Beta diversity indices as shown by principle coordinate analysis of weighted 

UniFrac, unweighted UniFrac, Bray-Curtis (P= 0.027) and Jaccard (P= 0.025) distances obtained 

for the clinical variable smoking status in LC* (N=8) versus ILD (N=10) comparison. 

 


