3500 yd y3 y2 y1
b2+
3000 245.16887 P K
m b'b?b’b*
£ 2500
=
<]
© 2000
2
(2
s 1590 y2*-NH3
g % 328.18637
1000 173.35518
wlll (AT mml
A O 1ol L
100 200 300 400 500 600 700
m/z
B
20+
iy yy
| vielkfefk/k
w bl b'b? b b*b®
=
=
o
e
>10
)
G
- | bs2+-NH3
i = 1 ;04.13367
5.
1 ’ b3+
| 367.19687
o;..ll i lul‘; ilul .ul{ Ix,l,ll H.JI = = l Ll g ‘ TP S| [, T
00 200 300 400 500 600 700

m/z

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).



