
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S3: Mass accuracy distribution of identified peptide-spectrum matches. The histogram

displays the delta mass (Δmass) between the observed and theoretical monoisotopic precursor

masses, measured in parts per million (ppm), along the x-axis. The y-axis represents the count of

PSMs within each mass error bin.


