A Mus musculus KDM2A (NP_001001984.2)
Query seq. ' mimmimmien mienieen s ' i ‘s iy

Specific hits %3 PHD
Superfanilies JmjC PHD sup E{ AHN1 superfanily ]
-box
B Homo sapiens KDM2A isoform A (NP_036440.1)
375 750 3?5 1000 1125 1162
Query seq. h ﬂ —--H--I. ﬂ “
Specific hits &3 FPHD
Superfanilies ImjC PHD sup E[ ANN1 superfanily )
~box
C Gallus gallus KDM2A-isoform X2 (XP_423678.3)
375 1000 1125 1163
Query seq, h w ! el H H H
Specific hits JmjC 3 PHD
Superfanilies JmjC PHD sup B ANNL superfanily )
JmjC supe box

D Xenopus (Silurana) tropicalis KDM2A (NP_001011176.1)

125 250 375 S00 625 1000 1146
1 1 1 1 1
Query seq. i b H “
Specific hits Jm jC ¥ PHD
Superfanilies JmjC PHD sup L ANNL superfamily

JmjC super

E Danio rerio KDMZ2A isoform X1 (XP_001339797.3)

1 250 1000 1263

Query seq., _*ﬁ -i -'—h ﬂ

Specific hits b =
Superfanilies JmjC PHD su ﬂ ANNL superfamily
mJC sup

F Danio rerio KDM2B isoform 2 (XP_708792.6)

1 125 250 375 so00 625 775

Query seq, _' "n ' Iﬁ

Specific hits b =¢-
Superfanilies é-C ([ AMN1 superfamily
-box-1

Fig. S1



G Xenopus laevis KDM2B (NP_001085840.1)

1 250 500 750 1000 1259
Query seq. s = s ———
Specific hits zf-C
Superfanilies JmjC B AMNL superfamily ]
-bo

H Gallus gallus KDM2B isoform X25 (XP_004945621.1)

1 125 250 375 500 625 750 375 1000 1125 1174
Query seq, “ ] H )

Specific hits ) =+ F-box
Superfanilies JmjC H E AHN1 supe
mJC supe

| Mus musculus KDM2B isoform 1 (NP_001003953.1)

1 250 1000 1250 1309

S00 750
|
Quary S69, | s —— ' a— —
Specific hits b= F-bo
Superfanilies ImjcC F-bo| [ AMNL superfamily
mJC sup

J Homo sapiens KDM2B isoform A (NP_115979.3)

250 S00 750 1000 1250 1336

Query seq,

Specific hits Jnjc
Non-specific “JImjC “PHD F-bo [~ AMNLI
EES Cupin_8 " AMNL
LRR_RI
Superfanilies miZ superfa HD su -bo iﬂ superfamily
Cupin_38 superfamily LRR_RI superfamil
Jmjc sup
K Ciona intestinalis KDM2 (XP_423678.3)
1 125 250 375 500 625 750 375 1000 1125 1168
Query seq. - | e e’ | ml—— e | ————
Specific hits Jm jC 2z PHD
Superfanilies JmjC PHD sup E AHNL superfanily )
JmjC supe -box;

Fig. S1 (cont.)



L Strongylocentrotus purpuratus KDM2B-like (XP_780290.3)

soo 1000 1118

Query seq. w i ﬁ H “
Specific hits

AHN1
M Strongylocentrotus purpuratus KDMZ2A-like (XP_003731780.1)

Query seq. w il —— % _-I--H

Specific hits 2f=CKKC

Superfanilies JmjC

Superfanilies Zf-CHEC super

N Tribolium castaneum hypothetical protein TcasGA2_TC015153 (EFA05058.1)
Query seq. s o e ————

Specific hits
H (AMNL superfamily /

Superfanilies JmjC

Hulti-donains COG177

O Anopheles gambiae KDM2 (XP_321169.5)

250 S00 1000 1250 1352
Query seq. h——-—l———- [ — ﬁ Ese———
Specific hits z#-C
Superfanilies JmjC
Hulti-donains n

P Drosophila melanogaster KDM?2 isoform B (AAF54335.2)

1 1000 1250 1345

Query seq. b w ﬁ“l- » e — |

iron binding site

Specific hits zf-C [
Superfanilies JmjC " PRTas / @
Q Caenorhabditis elegans JHDM-1, isoform b (NP_498419)

1 75 150 225 300 375 450 505

Query seq,
Superfanilies JmjC
Hulti-donains

Fig. S1 (cont.)



GST-dKDM2 (AA1-220)

— 250 kD
250 kDa _ 150
150 ——
100 | . — 100
i — 75

75— | W—

) oy

50 — | — e — 50 Expected GST fusion
| ‘ protein size: 52.2kDa

37 — s
e — 37
25 __ .
20 25
Western
Coomassie Blue staining blot

Fig. S2



| | | | | | | | | | | | | | | | |
T T T T T T T T T T T I I I I | I
4876k 4878k 4880k 4882k 4884k 4886k 4888k 4890k 4892k
Mst85C Kdm2-RB beag Ada
I— il 1 H I X [ >
A A A A A A A
A 4 A
R
EP3093 i F11.1 " T
KG04325 "1 1
DG12810 EY01336
Df(3R)J15
02828
Df(3R)J16
Df(3R)J18
A d06162 d06730 e01422
B C P3 & P4 E 660bp 93%p 1335bp 1335bp 660bp
°3 3 N 3
P~ 5 8 feSetotSere s
= Sl ffxsx88=susrs
P gg::g: b < 2682bp
Genomic PCR ' i

Fig. S3
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