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Figure S1.  Analysis of different proteins binding to distinct methyl-lysine 
(Kme) or methyl-lysine analoga (KCme) residues in histones. Binding curve 
titrations using the indicated peptides and recombinant proteins or protein 
domains were performed using fluorescein labeled peptides. Averages from at 
least two independent experiments with three instrument readings each are 
blotted. Error bars correspond to standard deviation.  



 
Figure S2.  Isothermal titration calorimetric analysis of Su(Var)205 chromo 
domain binding affinity to (a) H3K9me3 methyl-lysine and (b) H3KC9me3 
methyl-lysin analog peptides. Raw data for injections of the Chromo domain 
into the peptide (upper panels). Integrated heats of injections and best fit of 
the data (lower panels). 



 
 



Figure S3.  ESI-MS analysis of methyl-lysine (Kme) and methyl-lysine analog 
(KCme) containing histone peptides. Shown are the M+2 peaks of (a) 
H3K4me3-Fl (calculated 1045.5 Da), (b) H3KC4me3-Fl (calculated 1053.5 
Da), (c) Fl-H3K9me3 (calculated 1062.5 Da), (d) Fl-H3KC9me3 (calculated 
1046.0 Da), (e) H3K9me3 (calculated 884.5 Da), (f) H3KC9me3 (calculated 
892.5 Da), (g) Fl-H4K20me1 (calculated 1206.0 Da), (h) Fl-H4KC20me1 
(calculated 1190.0 Da), (i) Fl-H4K20me2 (calculated 1213.0 Da), and (k) Fl-
H4KC20me2 (calculated 1197 Da). 


