
Table	 S3.	Presence	or	 absence	of	 histone	post-translational	modifications	 in	 seven	
species	 from	 diverse	 eukaryotic	 supergroups.	 Probable	 equivalent	 PTMs	 at	 slightly	
different	 positions	 are	 also	 indicated.	 Not	 detected,	 not	 detected	 by	 either	 mass	
spectrometry	or	immunoblot;	*,	PTM	only	detected	by	immunoblot;	†,	the	mark	H3K27me3	
was	 also	 weakly	 detected	 by	 immunoblot	 but	 further	 analysis	 indicated	 that	 it	 is	 not	
present	 in	Ectocarpus	 (see	text	 for	details);	No	equivalent,	 the	species	 in	question	has	no	
amino	 acid	 residue	 equivalent	 to	 the	 Ectocarpus	 residue;	 Ac,	 acetylation;	 Me1,	
monomethylation;	 Me2,	 dimethylation;	 Me3,	 trimethylation;	 Pr,	 propylation;	 Ub,	
ubiquitination;	-,	not	determined;	Nt,	N-alpha	terminal.	

Histone 
residue 

Ectocarpus 
sp. 

Phaeodactylum 
tricornutum [1] 

Thalassiosira 
pseudonana [2] 

Tetrahymena 
thermophila 

[3,4] 

Arabidopsis 
thaliana [5–7] 

Homo sapiens 
[8–12] 

Saccharomyces 
cerevisiae 

[4,10,11,13] 

Histone H2A canonical       

S1 Ac(Nt) _ _ _ _ Ac(Nt) Ac(Nt) 

K3 Ac Ac Not detected No K3 equivalent Not detected No K3 equivalent K4 Ac 

K5 Ac Ac, K7Ac Not detected Ac, K8 Ac, 
K10 Ac, K12 Ac Ac Ac, K9Ac K7 Ac 

Histone H2A.Z       

S1 Ac(Nt) _ _ _ _ Not detected _ 

K3 Ac Ac _ _ _ K4 Ac _ 

K6 Ac Ac _ _ _ K7 Ac _ 

K9 Ac Ac _ _ _ No K9 equivalent _ 

K12 Ac Ac _ _ _ K11 Ac _ 

K15 Ac Ac _ _ _ Not detected _ 

K20 Ac Not detected _ _ _ K13 Ac _ 

R38 Me1 Not detected _ _ _ Not detected (R31) _ 

Histone H2B       

K2 Ac Ac Ac K3 not detected, 
Me3 No K2 equivalent No K2 equivalent K3 Ac 

K6 Ac Ac Ac K4 Ac Ac K5 Ac Ac 

K7 Ac K6 Ac K6 Ac K5 not detected K6 Ac K5 Ac Ac 

K10 Ac Ac K11 Ac No K10 equivalent K11 Ac K11 Ac, K12 Ac K11 Ac 

K13 Ac Ac K14 Ac K12 not detected K12 not detected K15 Ac K16 Ac 

K14 Ac Ac K15 Ac K13 not detected K12 not detected K16 Ac Not detected 

K34 Not detected Ac No K34 equivalent No K34 equivalent K32 Ac, K27 Ac Not detected K21 Ac, K22 Ac 

K37 Not detected K38 not detected K38 Ac K38 Not detected K32 Ac No K37 equivalent Not detected 



K47 Not detected K48 Ac K52 Ac, Me2 No K47 equivalent K50 not detected K47 Me1 K46 not detected 

K107 Not detected Ac K103 Ac No K107 
equivalent K105 not detected K108 Me1 K108 Ac 

K111 Ub Ub Ub not detected, 
Ac 

Ub not detected, 
Ac K143 Ub K120 Ub K123 Ub 

Histone H3       

K4 Me2*, Me3* Me1, Me2, Me3 Not detected Not detected Me1, Me2, Me3 Me1, Me3 Me1, Me2, Me3, 
Ac 

K9 Ac Ac Ac Ac Ac Ac Ac 

K9 Me1*, Me2*, 
Me3* Me2*, Me3* Not detected Not detected Me1, Me2*, Me3* Me1, Me2, Me3 Me2, Me3 

K14 Ac Ac Ac Ac Ac Ac, 
Me1 

Ac, 
Me2 

K18 Ac Ac Ac Ac Ac Ac, 
Me1 

Ac, 
Me1 

K23 Ac Ac Ac Ac, 
Me1 Ac Ac, 

Me1 
Ac, 
Me1 

K27 Ac Ac Ac Ac Ac Ac Ac 

K27 Me2† Me1, Me2, Me3 Me2 Me1, Me2, Me3 Me1, Me2, Me3 Me1, Me2, Me3 Me1, Me2, Me3 

K36 Not detected Ac Ac Ac Ac Not detected Ac 

K36 Me1, Me2, 
Me3 Me1, Me2, Me3 Me1, Me2, Me3 Me1 Me1, Me2, Me3 Me1, Me2, Me3 Me1, Me2, Me3 

K56 Not detected Ac Not detected Ac Not detected Ac, 
Me1, Me3 Ac 

K79 Not detected Ac Ac Not detected Not detected Ac Not detected 

K79 Me1, Me2 Me1, Me2 Me1, Me2, Me3 Me1 Not detected Me1, Me2, Me3 Me1, Me2, Me3 

K122 Not detected Ac Ac Not detected Not detected Ac, 
Me1 Not detected 

Histone H4       

S1 Ac(Nt) _ _ _ _ Ac(Nt) Ac(Nt) 

K5 Ac Ac Ac K4 Ac Ac Ac, 
Me1 Ac 

K5 Pr _ _ _ _ Pr _ 

K8 Ac Ac Ac K7 Ac Ac Ac Ac, 
Me1 

K12 Ac Ac Ac K11 Ac Ac Ac Ac, 
Me1 

K16 Ac Ac Ac K15 Ac Ac Ac Ac 

K20 Me1, Me2, 
Me3* 

Ac, 
No methylation 

detected 

Ac, 
No methylation 

detected 
Me1 Ac, 

Me3 Me1, Me2, Me3 Me1, Me2 

K31 Not detected Ac Not detected Not detected Not detected Me2 Ac 

R55 Not detected Not detected Not detected Not detected Not detected Me1, Me2 Not detected 

K59 Not detected Ac Ac Not detected Not detected Not detected Not detected 

K59 Me1, Me2 Me1 Me1 Not detected Not detected Me1, Me2 Me1 



K79 Me2, Me3 Me1, Me2, Me3 Me1, Me2, Me3 R77 Me1 Not detected me2, K77 Me1 K77 Me1 

K91 Not detected Not detected Ac Not detected Not detected Ac Not detected 
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