
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S2: Distribution of missed cleavage events in identified peptides. The x-axis indicates the

number of missed cleavage sites (ranging from 0 to 2), while the y-axis represents the frequency

or count of peptides with each respective number of missed cleavages. Bars are colored in orange

to differentiate them from the mass error plot and to highlight the dominance of peptides with zero

or one missed cleavage.


