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Figure S1. Overview of immune-related pathway maps (upper) and process networks (lower) in in vitro cocultures of 
A549 and PBMCs for donor 1, with (orange) and without (blue) treatment with human neutrophil peptide 1 (HNP1), after 
proteomic and MetaCoreTM analyses. 



Figure S2. Overview of immune-related pathway maps (upper) and process networks (lower) in in vitro 
cocultures of A549 and PBMCs for donor 2, with (orange) and without (blue) treatment with human neutrophil 
peptide 1 (HNP1), after proteomic and MetaCoreTM analyses. 

 

Figure S3. Overview of immune-related pathway maps (upper) and process networks (lower) in in vitro cocultures of A549 
and PBMCs for donor 3, with (orange) and without (blue) treatment with human neutrophil peptide 1 (HNP1), after 
proteomic and MetaCoreTM analyses. 


