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Figure S1. The tissue sections are labelled on to the 3D model of the lung. Related to 

Figure 1. The physical location of each of the tissue section analyzed in this study is labelled on 

the 3D model of the lung. 
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Figure S2. The molecular network of lung tissue and cultured extracts. Related to Figure 

2 and 3. The nodes represent the molecular features. The annotations of the underlying spectra 

are available at GNPS. The orange nodes represents molecules detected in the extracts of both 

the lung tissue and the cultured microbial isolates, the purple nodes represents molecules 

detected only in the lung tissue, and the cyan nodes represent molecules detected only in the 

extracts of cultured microbial isolates.  

 

http://gnps.ucsd.edu/ProteoSAFe/result.jsp?task=62239894791e45258ad23e6d82db9d8b&view=view_all_annotations_DB
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Figure S3. Venn diagram showing overlap of lung metabolome with that of sputum, gut 

and skin metabolome. Related to STAR method “Molecular networking”. The number of 

unique and shared features in the metabolome is available at 

http://gnps.ucsd.edu/ProteoSAFe/result.jsp?task=f0488dde74204aac826a305a339c6513&view

=network_statistics.  

 

http://gnps.ucsd.edu/ProteoSAFe/result.jsp?task=f0488dde74204aac826a305a339c6513&view=network_statistics
http://gnps.ucsd.edu/ProteoSAFe/result.jsp?task=f0488dde74204aac826a305a339c6513&view=network_statistics
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Figure S4. The distributions of various Pseudomonas quinolones. Related to Figure 2. 

The distribution of quinolones detected in this study is shown on the 3D model of the lung.  
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Figure S5. The microbe-microbe correlation network. Related to STAR methods 

“Quantification and statistical analysis”. The connections between Rothia (pink node), 

Haemophilus (orange node), and Prevotella (green node) are highlighted. Refer to Figure 6 for 

distribution of these microbes.  
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Figure S6. The metabolite-metabolite correlation network. Related to STAR methods 

“Quantification and statistical analysis”. The cluster for Piperacillin (left) and for 

Pseudomonas quinolones (right) are zoomed out. The nodes in green are annotated molecules 

identified using molecular networking.  
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Figure S7. Response to antibiotic exposure. Related to STAR methods “Generation of 

heat map and pie chart for antibiotic exposure experiment.” A) The heat map showing 

change in abundance of Achromobacter metabolome detected by mass spectrometry on 

exposure to Meropenem. B) The pie chart showing features that showed significant increase on 

exposure to Meropenem. C) The pie chart showing features that showed significant decrease 

on exposure to Meropenem.  

 


