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EAK95983 Ca N\
NP_594837 Sp
XP~448906 Cg
NP=012954 S¢ (SET3)
NP~985624 Ag
NP~012430 SC (SET4)
XP™446555 Cg
EAA28230 Nc
XP_389761F
XP~363632 Mg
EAL93416 Af

NP_082661 Mm
NP~648681 Dm /

XP~ 964337 Nc
EAA50044 M ]

SET3/4 [PHD+SET]

SET-JMJC [JmjC+SET]

XP_365330 Mg
EAL91753 Af

NP_084517 Mm
NP_650354 Dm (pr-set7)] SET8

NP_001001735
NP524160 Dm (ash1)\
AAF0443

CARIB207 At

AAC23419 At

AAC34358 At

EAL91994 Af

XP_385734 F
XP~363735 Mg
XP—957740 Nc SET2 [AWS+SET+post SET]

NP~572888 Dm
AAF63769 At \
AAC17088 At

AAF00642 At
AAH45208 Mm
NP_ 565056 At

NP_180887 At Su(var)3-9
[pre SET+SET+post SET]

07 1 Mm
NP~524357 Dm (Su(var)3-9)

NP_766133 M
XP 582954 Fg.
EAA28243 Nc
XP 370355 M
XP~752474 A /
NP_595186 Sp
BAA97320 At
AAKO1237 At
BAB10481 At
NP_587812 Sp
XP~961572 No
P~387621 Fg
X~ —449333 Cg

XP~001411780 Mg
NP~476769 Dm (trx)
BAT65717 Mm
NP_726773 Dm

XP 369092 Mg ~N
EAA35807 Nc
XP_381075 Fg
NP~524021 Dm (E(2))
NP~031996 Mm

E(z) [(SANT)+SET]

NP 982445 A% | <
P35890 S (s T5)
N —59ar02 Ag SET5 [split SET]
EAK96662 Ca <
NP_572675 Dm
NP~609464 Dm
NP~ 610944 Dm
NP_649084 Dm
NP_572539 Dm
NP~001014717 Dm
AA 94 D

SET-Dm

SET-Mg

NP_596514 Sp
NP_849969 At
NP_033892 Mm
NP~ 081072 Mm
EAA36113 Nc
XP_381344 F
XP_365031 Mg
AAF87042 At

XP309445 Mg SET-TPR [TPR+SET]

NP=343085 Min (SET7) | SET7/9 [COG+SET]

Maximum parsimony phylogeny of 113 representative SET-domain sequences. The consensus phylogeny from bootstrap analysis with 500
pseudoreplicates is shown with bootstrap values greater than 70%.



