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Extended Data Figure 1. Sample characteristics and significantly recurrent variants.
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Extended Data Figure 2. Lineage specificity of the enhancer peak in CCDC26.
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Extended Data Figure 3. Significantly recurrent juxtaposition between MYCN and ID2.
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Extended Data Figure 4. Structures of recurrent RTK amplicons.



A 100 n.s.
[ORN7) $ ‘i’ Z
25 . :
S £0.95 : I l
0 2
T < :
2 8ood = |
o E0.90 - n.s.
33
0.85] n.s.
N : : Q ' N
S & & & &S
S X9 S S S S
xS & & s & xS
N L & N L N
9 © 9 2 4 @
: A : KX :
& S Q & Q S
ST I g
& S 32 & S 3
N < & > g &
& o S ? &’
S S
C kk
14
c
9
: 1
013 i
Q_ -
X o ol .
o = -
I12 = }
a
2 $
11
~2 >2.8 >3.4
MDM4 copy number
E H3K27M DMGs
1ggain 17ploss .
10+
14q Ioss\ Llp_:OSS
© | 2pgain 18ploss
% 24 gain 13qloss
> d 18qloss
(op
102
10q loss
10ploss
1p gain
N\
0 7q gain\ \1/6q loss
/p gain—16p loss
depleted in -2 0 2 enriched in
TP53dsr log,(fold change) TP53dsr

17p13.3Del(TP53)
0.03

10926.3Del(MGMT)
10923.31Del(PTEN)

~—
4q12Amp(PDGFRA)

o
o
>

ASXL1
trunc.snv

g-value

o
—
(e}

0.4

\_-80d24.21Amp(MYC)

1q gain—

~_TP53 missense.snv

PIK3CA
missense.snv

PPM1D
trunc.snv
/ ~ACVR1
missense.snv

N\ ~CCDC26 part.amp

CCDC26 coding.sv

-2 0

log2FC

depleted in
H3.3%*™Msimpl.SV

all pHGGs
108

106

g-value

1/q gain
2p gain

2q'gain
10

1
16p Iossp /

0l 16qloss 7pgain

2 enriched in

H3.3%2"Msimpl.SV

17ploss .

14qloss

13q.Ioss
18p loss

11p loss

18qloss,

10qloss
gain 7q gain
.~ 10ploss

depleted
in TP53disr

-2

Extended Data Figure 5. Associations between SV-defined groups.
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Extended Data Figure 6. Timing analysis of somatic variant acquisition in histone mutation-de-
fined pHGG subgroups.



