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Figure S1. Coverage map of all peptides obtained for the LukF after double digestion, Fungal 
XIII followed by pepsin. The horizontal bar represents peptides spanning different segments 



  

Figure S2. HDX kinetics curves of peptides exhibiting HDX differences from the putative 
binding site towards the C-terminus of full length Nsp1: unbound (black) and antibody-
bound (15497). 



  

Figure S3. Coverage map of all peptides obtained for the antibody 15497 A) Heavy Chain B) Light chain 
after double digestion, Fungal XIII followed by pepsin. The horizontal bar represents peptides spanning 
different segments of the sequence.  

A 

B



  

Figure S4. Coverage map of all peptides obtained for the antibody 15498 A) Heavy Chain B) Light chain 
after double digestion, Fungal XIII followed by pepsin. The horizontal bar represents peptides spanning 
different segments of the sequence.  
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Figure S5. HDX kinetics curves of peptides from N terminal 
domain of full length Nsp1, unbound (black), bound to antibody 
(15498).  
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