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Figure S3. MS/MS spectra assigned to peptides of H2A and H2B variants with an uncertain 
protein annotation state in UniProt/ NCBI. 
The tables contain the masses of the fragment ions expected to be produced by fragmentation of 
the peptide assigned to the MS/MS spectrum. In red bold font are highlighted the masses that were 
indeed detected in the experimental spectrum. The classically considered fragment ions of (b, y, b0 
= b-H2O, y0 = y-H2O, b* = b-NH3 and y* = y–NH3) types were taken into account to interpret 
the MS/MS spectra produced on the LTQ-Orbitrap instrument and for a first step of interpretation 
of the Q-Exactive data. For the latter data (HCD fragmentation mode), a (i.e. b – CO) and z (i.e. y-
NH3) ions were considered instead of b* and y* ones and low-mass immonium ions were added to 
confirm the presence of some specific amino acids in the sequence. Finally, internal fragments 
devoid of the original N- and C-termini of the peptide were considered: they have been described 
to be significantly produced by HCD fragmentation and can sometimes allow interpreting quite 
intense experimental fragments (dx.doi.org/10.1021/pr3007045 | J. Proteome Res. 2012, 11, 
5479−5491).  



H2A.L.1	
  (H2A.Lap2;	
  Gene:	
  H2al1a,	
  GH2al1c,H2al1d,	
  H2al1f,H2al1g,	
  
H2al1h,H2al1i):	
  GELPFSLVDR	
  

(566.803610,2+)	
  



H2A.L.1	
  (Gene:	
  H2alb):IAPEDVHLVVQNNEQLR	
  

(658.685030,3+)	
  



H2A.L.1	
  (Gene	
  :H2al1n):	
  FLREEIHSSR	
  

(425.226420,3+)	
  



H2A.L.1	
  (Gene	
  :	
  H2al1n):	
  SGGTSVNEPPEPDDN	
  

(757.815560,2+)	
  



H2A.L.2	
  (H2A.Lap3,	
  H2A.B.1):	
  VVQNNEQLHQLFK	
  



H2A.L.2	
  (H2A.Lap3;	
  H2A.B.1):	
  QGGTSVFEPPEPDDN	
  	
  

(794.841550,2+)	
  



H2A.L.2	
  (H2A.Lap3;	
  H2A.B.1):	
  IAPEHVCR	
  

(519.262710,2+)	
  



H2B.L.2:	
  NIHVGLSLSQR	
  

(408.566580,3+)	
  



H2B.L.2:	
  IASEASFLAR	
  

(532.790920,2+)	
  



H2B.L.2:	
  NSFAIYFPK	
  

(543.784740,2+)	
  



H2B.L.2:	
  SVNILDSFVK	
  
	
  
	
  

(561.313890,2+)	
  



H3.3	
  (Gene:	
  Gm10257):	
  K(ac)SVPSTGGVK(pr)K(pr)PHR	
  	
  	
  	
  	
  

(553.989250,3+)	
  



H3.3	
  (Gene:	
  Gm6421):	
  RYQK(ac)ATELLIR	
  
	
  

(496.955700,3+)	
  



H1.0	
  (	
  H10):	
  YSDMIVAAIQAEK	
  

(719.865600,2+)	
  



H1.0	
  (	
  H1°):	
  LVTTGVLK	
  

(415.772160,2+)	
  



H1.0	
  (	
  H1°):	
  RLVTTGVLK	
  

(493.821520,2+)	
  



H1.0	
  (	
  H1°):	
  LVTTGVLK(pr)QTK(pr)GVGASGSFR	
  	
  

(725.411620,3+)	
  



H1.0	
  (	
  H1°):	
  LAK(pr)GDEPK(pr)R	
  	
  

(591.329860,2+)	
  



H1.0	
  (	
  H1°):	
  TENSTSAPAAK(pr)PK(pr)R	
  

(820.437240,2+)	
  



TS	
  H1.7	
  (H1T2,	
  HANP1):	
  QTIQKPALDNAPSIQGK	
  

(904.996290,2+)	
  



TS	
  H1.7	
  (H1T2,	
  HANP1):	
  VSGSDAAGYFR	
  

(565.266960,2+)	
  



TS	
  H1.7	
  (H1T2,	
  HANP1):	
  AIAGHQHLTLDALK	
  

(496.616030,3+)	
  



TS	
  H1.7	
  (H1T2,	
  HANP1):	
  ELGNAGYEVR	
  

(554.275540,2+)	
  



TS	
  H1.7	
  (H1T2,	
  HANP1):	
  AEAVQPSGESQGAELTIQIQQPAER	
  

(893.779170,3+)	
  



TS	
  H1.7	
  (H1T2,	
  HANP1):	
  SSAKSSAKSSTR	
  

(682.854320,2+)	
  


