
 

 

 

Figure S1. Mass spectrum identification of the acetylated lysine in HMGN2 peptide. (A) Mass 

analysis of the MPKRK peptide sequence of HMGN2 following lysine acetylation at K2 and K4. 

(B) Mass analysis of the VPKGKK peptide sequence of HMGN2 following lysine acetylation at 

K53, K55, and K56. b and y represent the position and direction of the peptide fragment, 

respectively; + represents the positive charge. The x-axis represents the mass-to-charge ratio (m/z), 

and the y-axis represents the abundance (Count). 

 


