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Supplementary Figure 1. NanoUPLC-MSE data quality analysis. PepFrag1 and PepFrag2 correspond to the 

peptides matches compared to the database by PLGS, VarMod corresponds to variable modifications, In Source 

corresponds to fragmentation that occurred in the ionization source, Missed Cleavage indicates the missed 

cleavage performed by trypsin and Neutral loss HO and NH correspond to water and ammonia precursor losses.
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