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Figure S1
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Sequence: KTESHHK
K1-LeuArgGlyGly (383.22810 Da)
Charge: +3,

K-
51233035 256.66881 171.44830 Monoisotopic m/z: 417.23100 Da (+0.82 mmu/+1.95 ppm)
LeuArgGlyCly MH+:1249.67846 Da
2 613.37803 307.19265 205.13086 T 73835294 369.68011 24678916 6 RT: 15.27 min
ITMS,CID
Identified with: SEQUEST (v1.12); XCorr:2.69, Probability:1.60
3 74242063 37171395 248.14506 E 637.30526 319.15627 21310660 5 Matched lons: 15/24
Fragment Match Tolerance: 0.5 Da
4 829.45266 41522997 277.15574 s 508.26266 25463497 17009240 4 Protein References (8):
Histone H2A type 2-A, His H2A type 1-D, His H2A type 1-H, His H2A type 3
5 96651157 48375942 32284204 H 42123063 211.11895 14108173 3 His H2A type 1-C, His H2A type 1, HisH2A type 1-B/E, His H2A type 1-J
6 110357048 55228888 36852834 H 28417172 14258950 9539542 2
7 K 147.11281 74.06004 49.70912 1
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Sequence: KTSATVGPK
Charge: +2
1 24314517 12207623 K-GlyGly 9 Monoisotopic m/z: 501.78365 Da (+1.08 mmu/+2.15 ppm)
MH+:100256003 Da
2 34419285 17260007 T 76041998 38071363 8 RT: 15.04 min
IT™S, CID
3 43122488 216.11608 s 659.37230 330.18979 7 Identified with: SEQUEST (v1.12); XCorr:2.28, Probability:1.00
Matched lons: 13/16
Fragment Match Tolerance: 0.5 Da
4 502.26200 25163464 A 57234027 28667377 6 Protein References (1):
Histone H2Ax
5 603.30968 30215848 T 50130315 25115521 5
6 70237810 35169269 v 40025547 20063137 4
7 759.39957 38020343 G 301.18705 151.09716 3
8 856.45234 42872981 P 244.16558 12258643 2
9 K 147.11281 7406004 1

Figure S1. Identification of ubiquitinated peptides corresponding to the

canonical C-

terminal site in histone H2A family. Mass spectrometric analysis revealed the
presence of the ubiquitinated peptides corresponding to the canonical C-terminal sites
of histones H2A and H2A.X. The peptide sequences encompassing the ubiquitinated
Lys residues in position 119 (for H2A and H2A.X) are indicated.



Figure S2
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Figure S2. K13/K15 Ub mark is conserved during evolution. Sequence alignment of
the new ubiquitination sites found in histones H2A and H2A.X from different
organisms. ClustalX colors (reflecting the chemical properties of the amino acids) are
applied.
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