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Supplementary Figures 

 

 

 
Supplementary Figure 1 

Sequence alignments of (a) the light chains and (b) the heavy chains of rituximab, trastuzumab, and 

PMF37 and (c) sFcγRIIIa and sFcγRIIIb. The numbering system used in the present study for the 

constant region is based on human myeloma protein Eu 1. The convention of Kabat et al. (1987) has 

been followed for the numbering of the variable regions 2. Conserved residues are boxed in red. 
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Supplementary Figure 2 

Dwell time of mock-treated PMF37 on sFcγRIIIa.  
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Supplementary Figure 3 

HDX-MS data of the light chain. (a) Coverage map of identified peptides and (b) time-dependent 

deuterium uptake graphs of all peptides used for deuterium uptake comparison between free (red) and 

complexed states (blue). 
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Supplementary Figure 4 

HDX-MS data of the heavy chain. (a) Coverage map of identified peptides and (b) time-dependent 

deuterium uptake graphs of all peptides used for deuterium uptake comparison between free (red) and 

complexed states (blue).  
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Supplementary Figure 5 

HDX-MS data of sFcγRIIIa. (a) Coverage map of identified peptides and (b) time-dependent 

deuterium uptake graphs of all peptides used for deuterium uptake comparison between free (red) and 

complexed states (blue). 

 

 

 

Supplementary Figure 6 

SDS-PAGE of the Fc preparations under (a) reducing and (b) non-reducing conditions. 



 
Supplementary Table 

Peptide identifications in (a) the light chain and (b) the heavy chain of PMF37 and (c) sFcγRIIIa. 
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