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Supplementary Data

Supplementary Data 1. EpiDiP classification reports for the 31 crossNN head to head samples. Individual EpiDiP web portal reports for the
31 array samples from GSE289137 used in the head-to-head comparison with MAGIBU (Supplementary Table 3). For each sample the report
shows the methylation UMAP positioning of the case relative to the EpiDiP reference landscape and the corresponding genome wide copy
number profile; samples are ordered as in Supplementary Table 3.
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reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs

B OIDH (47 %)

color
e O IDH_ANA B O IDH_ANA (40 %)
-7.15 e OIDH B GG (13 %)
. LGG

. 201465970005 RO1CO1 *
o o\
=T .
= -7.2
o

—7.25

10 10.05 10.1 10.15

UMAP 0

Copy number plot
201465970005_R01CO1

0.8

SILISRA2

* COK4

i
* PDGFRA

« PTEN

© MDM2'e

-12

chri
chr2 —
chr3
chrd —
chr5
chré o
chr7 o
chr8 —
chr9
chr10 o
chri1
chri2 o
chr13 o
chr14 o
chr15 o
chr16 o
chr17 o
chr18 —
chr19
chr20
chr21
chr22
chrX —
chrY



@;@ EpiDiP Report for Sample 202995850067_R07C01

Generated on epidip02 / 20260616_172028

Detected barcode :undetermined
Valid reads : 0
450K overlap CpG count 00

Reference data AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 202995850067 R07C01 Neighbors in UMAP for 202995850067 R07C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs

B A _IDH (100 %)

RS color
= AIDH
—6.6 |

.
202995850067 RO7CO1

—6.65

UMAP 1

-6.7

10.55 10.6 10.65 10.7
UMAP O

Copy number plot
202995850067_R07C01

1.2 4
0.8 .
X
i
. ir? o
0.4 ' Pt o i) §
4 : k£
¥ o B s RS T Y YT
0.0 s v
- -
>3 b §a-l«- [ R P8 ¢ E N
o T o z o o¥ “. Towl o6 %
= =g | g £ g [$)
s ¥ 0] ir}
-0.4 | z % @ a8
o
3
-0.8 | '
-1.2 4
T T T
- o x >
N ] (-
55 5 %

chri
chr2 —
chr3
chrd —
chr5
chré o
chr7 o
chr8 —
chr9
chr10 o
chri1
chri2 o
chr13 o
chr14 o
chr15 o
chr16 o
chr17 o
chr18 —
chr19
chr20



Q EpiDiP Report for Sample 203013220103_R07C01

HUO
Generated on : epidip02 / 20260616_172435
Detected barcode :undetermined
Valid reads 0
450K overlap CpG count 00
Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 203013220103 R0O7C01 Neighbors in UMAP for 203013220103 R07C01
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Methylation UMAP plot

Close-up of UMAP for 206486310052 R06C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs

Methylation UMAP Score

Neighbors in UMAP for 206486310052 R06C01
reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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@; EpiDiP Report for Sample 206486310053 _R07C01

Generated on : epidip02 / 20260616_172228
Detected barcode :undetermined
Valid reads 0
450K overlap CpG count 00
Reference data : AllIDATv2_20210804_HPAP_Sarc
Methylation UMAP plot Methylation UMAP Score
Close-up of UMAP for 206486310053 R07C01 Neighbors in UMAP for 206486310053 R07C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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q EpiDiP Report for Sample 206503150053 _R02C01

Generated on epidip02 / 20260616_172632

Detected barcode :undetermined

Valid reads : 0

450K overlap CpG count 00

Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Neighbors in UMAP for 206503150053 R02CO01

Close-up of UMAP for 206503150053 R02C01 |
reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs

reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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@; EpiDiP Report for Sample 207015200146_R01C01

Generated on : epidip02 / 20260616_171731
Detected barcode :undetermined
Valid reads 0
450K overlap CpG count 00
Reference data : AllIDATv2_20210804_HPAP_Sarc
Methylation UMAP plot Methylation UMAP Score
Close-up of UMAP for 207015200146 R01C01 Neighbors in UMAP for 207015200146 R01CO01
reference: AllIDATv2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs reference: AlllDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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@;@ EpiDiP Report for Sample 207335100018 R04C01

Generated on epidip02 / 20260616_172338

Detected barcode :undetermined
Valid reads : 0
450K overlap CpG count 00

Reference data AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 207335100018 R04C01 Neighbors in UMAP for 207335100018 R04C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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@;@ EpiDiP Report for Sample 207335100077_R06C01

Generated on : epidip02 / 20260616_173424
Detected barcode :undetermined

Valid reads 0

450K overlap CpG count 00

Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 207335100077 R06C01 Neighbors in UMAP for 207335100077 R06C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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@;@ EpiDiP Report for Sample 207716530064 _R06C01

Generated on epidip02 / 20260616_172802

Detected barcode :undetermined
Valid reads : 0
450K overlap CpG count 00

Reference data AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 207716530064 R06C01 Neighbors in UMAP for 207716530064 R06C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs

14.9 color B MNG_INT-A (60 %)
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Q EpiDiP Report for Sample 207716530064 _R07C01
w

Generated on : epidip02 / 20260616_172506
Detected barcode :undetermined

Valid reads 0

450K overlap CpG count 00

Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 207716530064 R07C01 Neighbors in UMAP for 207716530064 R07C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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Q EpiDiP Report for Sample 207716530065 _R04C01
w

Generated on : epidip02 / 20260616_171900
Detected barcode :undetermined
Valid reads 0
450K overlap CpG count 00
Reference data : AllIDATv2_20210804_HPAP_Sarc
Methylation UMAP plot Methylation UMAP Score
Close-up of UMAP for 207716530065 R04C01 Neighbors in UMAP for 207716530065 R04C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
color B DNADEG (73 %)
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q EpiDiP Report for Sample 207755830124 R03C01

Generated on

Detected barcode

Valid reads

450K overlap CpG count

Reference data

epidip02 / 20260616_171607
undetermined
0

0
AllIDATvV2_20210804_HPAP_Sarc

Methylation UMAP plot

Methylation UMAP Score

Close-up of UMAP for 207755830124 R03C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs
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Neighbors in UMAP for 207755830124 R03C01
reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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q EpiDiP Report for Sample 207953350017_R04C01
w

Generated on : epidip02 / 20260616_173503
Detected barcode :undetermined
Valid reads 0
450K overlap CpG count 00
Reference data : AllIDATv2_20210804_HPAP_Sarc
Methylation UMAP plot Methylation UMAP Score
Close-up of UMAP for 207953350017 R04C01 Neighbors in UMAP for 207953350017 R04C01

reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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@;@ EpiDiP Report for Sample 208010440031_R02C01

Generated on : epidip02 / 20260616_171701
Detected barcode :undetermined

Valid reads 0

450K overlap CpG count 00

Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Neighbors in UMAP for 208010440031 R02CO01

Close-up of UMAP for 208010440031 R02C01 |
reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs

reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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@;@ EpiDiP Report for Sample 208066090054 _R07C01

Generated on : epidip02 / 20260616_172315
Detected barcode :undetermined

Valid reads 0

450K overlap CpG count 00

Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 208066090054 R07C01 Neighbors in UMAP for 208066090054 R07C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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@;@ EpiDiP Report for Sample 208069740057_R02C01

Generated on epidip02 / 20260616_172842

Detected barcode :undetermined

Valid reads : 0

450K overlap CpG count 00

Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Neighbors in UMAP for 208069740057 R02CO01

Close-up of UMAP for 208069740057 R02C01 i
reference: AllIDATv2_ 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs

reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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q EpiDiP Report for Sample 208160540160 _R04C01

Generated on : epidip02 / 20260616_171630
Detected barcode :undetermined

Valid reads 0

450K overlap CpG count 00

Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 208160540160 R04C01 Neighbors in UMAP for 208160540160 R04C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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Q EpiDiP Report for Sample 208285670157 _R04C01
w

Generated on : epidip02 / 20260616_171405
Detected barcode :undetermined

Valid reads 0

450K overlap CpG count 00

Reference data : AllIDATv2_20210804_HPAP_Sarc

Methylation UMAP plot Methylation UMAP Score

Close-up of UMAP for 208285670157 R04C01 Neighbors in UMAP for 208285670157 R04C01
reference: AllIDATY2_ 20210804 HPAP_Sarc.xlsx (19967 cases), 0 CpGs reference: AllIDATY2 20210804 HPAP Sarc.xlsx (19967 cases), 0 CpGs
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