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Figure S1: The sequence coverage with different digestion. Mass spectrometry was conducted of 

immune-precipitated Ppar in transfected HEK293 cells. Analysis totally covered >96% of the protein.  

(A) Chymotrypsin and trypsin mapping and sequence coverage of Ppar1. (B) Sequence coverage of 

derivatized lysine mapping of Ppar1. 

 

 

 



 

Figure S2: Peptide mapping the basic region of Ppar (a.a. positions 152-157). (A) Mass 

spectrometry identified nine acetylated lysine residues by a chemical-derivatization protocol. (B) LC-

MS/MS analysis of derivatized Pparγ after trypsin digestion. The spectral counts and Mascot scores for 

acetylated peptides were shown. 


