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Supplementary Tables. 

Table S1. List of detected citrullinated sites across the mouse organs. Attached separately.  

A table showing citrullinated protein and peptide information identified crossed mouse organs by 

DDA on TripleTof 6600. The  lists include  the  following information:1) Protein ID and 2) Protein 

Name, 3) Alternative IDs, 4)Modified Peptide, 5) Modification Site, 6) 10 Amino Acid around the 

modified site, 7)Unmodified Peptide Pair, 8) RT of Modified Peptide, 9) RT of Unmodified 

Peptide, 10) RT Shift, 11) Charge State of Modified Peptide, 12) Charge State of Unmodified 

Peptide, 13) Charge Shift, 14) Total Neutral Loss Ions,15) Neutral Loss Ions with Intensity, 16) 

Organ: Heart, 17) Organ: Skeletal Muscle, 18) Organ: Kidney, 19) Organ: Liver, 20) Organ: 

Lung, 21) Organ: Brian.  Skyline Validation was performed using the peptide Identification 

represented by MS/MS spectrum with median retention time (columns 22-29). In cases where 

confident chromatographic peak groups could not be confirmed using this representative 

peptide identity, alternative peptide identity from other MS files was chosen to confirm peptide 

identification as indicated by “*” symbol along with the associated charge state next to the file 

name in column “Mod-Unmod File Pair for Skyline Validation” 

Table S2. The UniProt list of genes that have at least one SNP at arginine residue that match 

residue identified in our hyper-citrullinated library. 
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