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Table S1. List of amino acid analysis parameters 

Q1 is the precursor ion for the MRM transition, i.e. Q1 m/z → Q3 m/z 171 (product ion). LC retention 

time is shown in the final column. 

Amino acid 
 

Q1 
(m/z) 

Q3 
(m/z) 

Retention time 
(min) 

Histidine 326.1 171 2.67 
Asparagine 303.1 171 3.07 
Arginine 345.1 171 3.24 
Serine 276.1 171 3.44 
Glutamine 317.1 171 3.55 
Glycine 246.1 171 3.59 
Aspartic Acid 304.1 171 4.00 
Glutamic acid 318.1 171 4.37 
Threonine 290.1 171 4.51 
Alanine 260.1 171 4.90 
Proline 286.1 171 5.47 
Tyrosine 352.1 171 7.13 
Lysine 487.2 171 6.91 
Methionine 320.1 171 7.12 
Valine 288.0 171 7.20 
Norvaline 288.0 171 7.37 
Isoleucine 302.1 171 8.01 
Leucine 302.1 171 8.09 
Phenylalanine 336.1 171 8.29 

 

 

 


