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Fig. S1. Mass spectra of SIRT2 peptides photolabeled by AziPm. For all spectra, hypothetical
fragment ions are listed in the tables, and their predicted positions are indicated on the spectra.
Fragment ions that were identified on the spectra are colored in the ion tables. Only +1 fragment
ions are shown. #Indicates a 216.0762 Da modification was detected; amino acid numbering is
according to full-length rat SIRT2.
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Sequence # b y #
F 1 1481 15998 12
A 2 2191 14527 M
L 3 3322 13817 10
A 4 4032 12686 9
K 5 5313 11976 8
E 6 6604 1069.5 7
L 7 7735 9404 6
Y# 8 11526 8274 5
P 9 12496 4482 4
G 10 1306.7 351.2 3
Q 11 14347 2941 2
F 12 1581.8 1661 1
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Sequence # b y #
A 1 72.0 1452.7 11
L 2 185.1 1381.7 10
A 3 2562 12686 9
K 4 384.3 11976 8
E 5 513.3 1069.5 7
L 6 626.4 940.4 6
Y# 7 1005.5 827.4 5
P 8 1102.6 448.2 4
G 9 1159.6 351.2 3
Q 10 1287.7 2941 2
F 11 1434.7 166.1 1
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b y #
72.0 1268.6 9
200.1 11976 8
329.2 1069.5 |7
442.3 940.4 6
821.4 827.4 5
918.5 448.2 4
975.5 351.2 3
1103.5 294.1 2
1250.6 166.1 1
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Sequence # b y #
E 1 130.1 11976 8
L 2 2431 10685 |7
Y# 3 6223 955.5 6
P 4 7193 576.3 5
G 5 (7763 4793 4
Q 6 9044 4222 3
F 7 1051.5 294.2 2
K 8 1179.6 1471 1
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Sequence # b y #
E 1 130.1 23471 19
R 2 286.2 22181 18
Vv 3 3852 2062.0 17
A 4 456.3 19629 16
G 5 513.3 18919 15
L 6 626.4 18349 14
E 7 755.4 1721.8 13
P 8 852.5 1592.7 12
Q 9 980.5 14957 11
D 10 1095.5 1367.6 10
L 11 1208.6 (12526 9
\") 12 1307.7 (11395 8
E 13 1436.7 10404 7
A 14 1507.8 911.4 6
H 15 1644.8 840.4 5
G 16 17019 703.3 4
T 17 1802.9 646.3 3
F# 18 2166.0 545.2 2
Y 19 2329.2 182.0 1

note: the peaks at m/z = 902.0 and 1083.5 are b17 and b18 +2 fragment ions, respectively
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