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Supplementary Figures 

Supplemental Figure 1. Synovial sarcoma samples do not have recurrent mutations.  (a) 

Oncoplot displaying genes affected by missense mutations in more than one sample. (b) The 
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frequencies of the five overall most common single base substitution (SBS) signatures per case. 

(c) Whole genome copy number heatmap based on WGS data with samples ordered by the 

fraction of the genome altered (FGA). (d) Spearman correlation between the FGA calculated 

from WGS and WGBS data. (e) Whole genome copy number heatmap base on WGBS data with 

samples ordered by FGA. Abbreviations: MFS, metastatic free survival; Bi, biphasic; Mo, 

monophasic; PD, poorly differentiated; A, axial; DE, distal extremity; PE, proximal extremity. 

Supplemental Figure 2. Active histone marks reveal two stable groups but do not have 

significant correlation with clinical outcome. Kaplan–Meier (KM) survival analysis of 

samples with or without (a) gain of chromosome 8, (b) gain of chromosome 12, or (c) loss of 

chromosome arm 3p. Unsupervised hierarchal clustering of the top 1 % most variable 500bp bins 

(distance = 1 - spearman correlation, ward.D2 clustering method) of genome wide (d) fractional 

methylation, (e) H3K4me3, (f) H3K4me1, (g) H3K9me3, (h) H3K27me3, (i) H3K36me3 and (j) 

H3K36me2 signal. KM analysis of the stable subgroups (bootstrap value > 70) observed in (k) 

H3K4me3, (l) H3K4me1, (m) H3K27ac. Abbreviations: DoD, dead of disease; Met, metastasis; 

Bi, biphasic; Mo, monophasic; PD, poorly differentiated; A, axial; DE, distal extremity; PE, 

proximal extremity; BP, bootstrap probability. 

Supplemental Figure 3. Enhancer defined groups are not explained by SS18::SSX , cBAF, 

or GBAF levels. (a) Number of RNA-seq reads supporting the existence of the fusion per 

million mapped reads (fusion fragments per million, FFPM). (b) Miso analysis of the percentage 

spliced in (PSI) values for SS18 exon 8 isoforms between proximal and distal groups. (c) 

Western blot showing SS18::SSX and beta actin in HSSY2, U2OS (osteosarcoma cell line), 3 
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Proximal tumors (orange) and 3 Distal tumors (turquoise). (d) Quantified normalized expression 

of SS18::SSX compared to beta actin from the Western blot in HSSY2, U2OS (osteosarcoma 

cell line), 3 Proximal tumors (orange) and 3 Distal tumors (turquoise). (e) DAB nuclear optical 

density using antibodies for SS18::SSX, ARID1A, BRG1, PBRM1 and BRD9. (f) Western blot 

to demonstrate siRNA knockdown of SS18::SSX in SYO1 cell lines (5nM, 3 days). (g) Fraction 

of genome wide H2AK119Ub1 occupancy overlapping other histone marks in the C3H cell line 

expressing SS18::SSX and with SS18::SSX knockdown using CRE. 

 

Supplemental Figure 4. Bivalency level correlates with cell cycle, core oncogenic, and 

immune cell expression signatures. (a) Spearman correlation between the number of bivalently 

marked promoters and the MYC expression. (b) Mean expression of SyS cell type specific 

signatures in the upper (Q4) and lower (Q1) bivalency quartiles. (c) Cibersort absolute values in 

bivalency high (upper quartile, Q4) and bivalency low (lower quartile, Q1) samples. Spearman 

correlation between the number of bivalently marked promoters and the mean expression of the 

SyS cell signature (d) “cell cycle” and (e) “core oncogenic program”. (f) Spearman correlation 

between the number of bivalently marked promoters and promoters marked with H3K27me3 

only. (g) Gene-gene correlation between the expression of the marker genes measured by RNA-

seq and NanoString in the discovery cohort. (h) Receiver-operating characteristic (ROC) curve 

demonstrating that the NanoString signature was highly predictive of the bivalency groups in the 

discovery cohort (AUC = 0.957). (i) Proportion of samples falling within the FGA groups for 

bivalency quartiles. Boxplots of the number of (j) SNVs, (k) tumor size and (l) mean expression 

of SS18::SSX target genes for the upper and lower bivalency quartiles. * indicates P-value < 

0.05 for a Welch two-sample t test. 
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Supplemental Figure 5. Synovial sarcoma has distinct promoter associated histone 

modification occupancy. Unsupervised hierarchal clustering (distance = 1 - spearman 

correlation, ward.D2 clustering method) of the proportion of promoter regions marked by (a) 

H3K4me1, (b) H3K27ac or (c) H3K27me3 in primary SyS (pink) and other normal and diseased 

tissue from the International Human Epigenome Consortium (IHEC). 

Supplemental Figure 6. Synovial sarcoma has unique genome wide occupancy patterns of 

epigenetic marks. Genome wide occupancy of the histone marks (a) H3K4me1, (b) H3K27me3, 

(c) H3K27ac, (d) H3K9me3 and (e) H3K36me3 in SyS and control tissues. (f) H3K4me3 mean 

width of peaks overlapping SS18::SSX or SS18 wt binding sites. Mean fractional methylation of 

SyS and control tissues (g) genome wide, (h) in gene bodies and (i) intergenic regions. * 

indicates P-value < 0.05 using pairwise Wilcoxon signed-rank test. 

Supplemental Figure 7. Synovial tumors have hypomethylated CGIs but are not sensitive 

to TET1 inhibition. (a) t-SNEA of beta values and fractional methylation values of SyS and 

other sarcoma subtypes. (b) Motif enrichment analysis in differentially hypomethylated regions. 

Mean methylation level of SyS and IHEC control tissues in (c) promoters harboring or (d) 

lacking CGIs. (e) Fraction methylation surrounding promoter bound CGIs in SyS and control 

tissues. (f) Expression of the TET1 gene in SyS and IHEC control tissues. (g) Expression of the 

TET1 gene in mouse and control samples. (h) Cell viability assay in SyS (HYSSII and SYO1) 

and Osteosarcoma (U2OS) cells upon 7-day treatment with 2-Hydroxyglutarate. (i) Cell 

competition assay performed in the synovial sarcoma lines HSSYII, SYO1, and Yamato 
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transduced with an empty sgRNA as control or with guides targeting TET1. * indicates P-value 

< 0.05 using pairwise Wilcoxon signed-rank test. 

Supplemental Figure 8. WDR5 is a selective vulnerability in synovial sarcoma. (a) 

Interrogation of RNAi viability scores for a panel of MLL and COMPASS complex members in 

SyS versus all other cell lines presented in the DepMap database identifies WDR5 as a selective 

vulnerability. Red dots indicate SyS cell lines and the black line within the violin plot represent 

the mean score for all cell lines. (b) Expression of the MLL and COMPASS complex members 

in SyS. (c) CRISPR CERES scores for a panel of MLL and COMPASS complex members in 

SyS versus all other cell lines presented in the DepMap database. 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted May 17, 2024. ; https://doi.org/10.1101/2024.05.14.594262doi: bioRxiv preprint 

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/


1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22
S24

S02

S06

S01

S12

S08

S30

S28

S03

S18

S25

S29

S21

S05

S23

S32

S16

S27

S09

S17

S11

S07

S22

S31

S04

S10

S15

S20
Chromosome

Sa
m
pl
e

0
1
2
3
4

Copy Number

R = 0.88, p = 2.7e−06

0.0

0.2

0.4

0.6

0.0 0.2 0.4 0.6
FGA (WGBS)

FG
A

(W
G

S)

DoD/Met
No
Yes

Subtype
Bi
Mo
PD

Sex
Female
Male

Location
A
DE
PE

DoD/Met
No
Yes

Subtype
Bi
Mo
PD

Sex
Female
Male

Location
A
DE
PE

Fusion

FGA

SS18−SSX1
SS18−SSX2

Missense Mutation
Frame Shift Mutation

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22
S24
S44
S06
S02
S01
S48
S12
S46
S45
S35
S19
S49
S08
S40
S03
S14
S30
S28
S38
S29
S05
S21
S17
S25
S33
S37
S23
S32
S52
S16
S36
S34
S27
S09
S22
S07
S10
S20
S15
S31
S42
S51
S39
S04
S50
S18
S11
S43
S13
S41
S47

Chromosome

e

0

1

2

3

4
Copy Number

S01
S02
S03
S04
S05
S06
S07
S08
S09
S10
S11
S12
S15
S16
S17
S18
S20
S21
S22
S23
S24
S25
S27
S28
S29
S30
S31
S32

0.0 0.2 0.4 0.6
percent

signature
SBS1
SBS40
SBS5
SBS8
SBS89

a

d

b

c

H
L
M

Sex

Supplemental Figure 1

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/


+ + + + +
+

++ +++

++
+

+++ +

+ + +

p = 0.4

0.00

0.25

0.50

0.75

1.00

0 30 60 90 120
Time in months

M
FS

pr
ob
ab
ilit
y

H3K4me3 group 1 H3K4me3 group 2 H3K4me1 group 1 H3K4me1 group 2 H3K27ac group 1 H3K27ac group 2

++ ++ + + +
+

++ + +++
+ +

++ +

+ +

p = 0.12

0.00

0.25

0.50

0.75

1.00

0 30 60 90 120
Time in months

M
FS

pr
ob
ab
ilit
y

+ +

+

++ + + +
++++ +

++ ++ + +++

p = 0.27

0.00

0.25

0.50

0.75

1.00

0 30 60 90 120
Time in months

M
FS

pr
ob
ab
ilit
y

a

m

b c

e f g

h i j

k l

FGA
H
L
M

DoD/Met
No
Yes

Histology
Mo
Bi
PD

Fusion
SS18−SSX1
SS18−SSX2

Sex
Male
Female

Location
PE
DE
A

H3K4me3

H3K27me3

60 bp
54 bp

54 bp
38 bp

100 bp
61 bp

96 bp 96 bp

89 bp
89 bp

37 bp 37 bp

H3K36me3 H3K36me2

H3K4me1 H3K9me3

+++ + + +
+++ + ++

+ + +++
+

+ +

p = 0.067

0.00

0.25

0.50

0.75

1.00

0 30 60 90 120
Time in months

M
FS

pr
ob
ab
ilit
y

NoGain of chr 8 Yes No Yes

+++ + +
+ + + ++

++ + +++
+ + +

p = 0.022

0.00

0.25

0.50

0.75

1.00

0 30 60 90 120
Time in months

M
FS

pr
ob
ab
ilit
y

Gain of chr 12 Yes No

+ + ++

+++ + + +
+++ +

++

+ + + +

p = 0.19

0.00

0.25

0.50

0.75

1.00

0 30 60 90 120
Time in months

M
FS

pr
ob
ab
ilit
y

Loss of chr 3p

Supplemental Figure 2

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/


0.50

0.75

1.00

Distal Intermediate Proximal

quartiles_group
Distal
Intermediate
Proximal

BRD9

Anova, p = 0.85

0

2

4

6

Distal Intermediate Proximal

FF
PM

0.00

0.25

0.50

0.75

1.00

HSSYII U2OS Proximal samples Distal samples

SS18::SSX / beta actin

Fl
uo
re
sc
en
ti
nt
en
si
ty
ra
tio

H3K27me3

H3K27ac

RING1B

H3K4me1

SMARCA2

V5

0.0 0.5 1.0

CRE
SS18::SSX

a

dc

b

e

f g

f
0.2

0.4

0.6

Distal Intermediate Proximal

quartiles_group
Distal
Intermediate
Proximal

ARID1A

0.4

0.8

1.2

Distal Intermediate Proximal

quartiles_group
Distal
Intermediate
Proximal

SS18::SSX

0.5

1.0

Distal Intermediate Proximal

quartiles_group
Distal
Intermediate
Proximal

PBRM1

0.25

0.50

0.75

Distal Intermediate Proximal

quartiles_group
Distal
Intermediate
Proximal

BRG1

Ratio overlap

D
AB

O
D

D
AB

O
D

D
AB

O
D

D
AB

O
D

D
AB

O
D

-H
SS

YI
I

-U
2O

S

HS
SY
II

U2
O
S

HSSYII

-SS18::SSX

-Beta actin

Supplemental Figure 3

0.2

0.4

0.6

0.8

Distal Proximal

Pr
ec
en
ts
pli
ce
d
in

H3K27ac_group
1
2

ns

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/


nsns ns nsnsns ns nsnsnsnsnsns *nsns ns nsns ns

0.0

0.2

0.4

0.6

B c
ells
me
mo
ry

B c
ells
na
ive

De
nd
riti
c c
ells
ac
tiva
ted

De
nd
riti
c c
ells
res
tin
g

Eo
sin
op
hils

Ma
cro
ph
ag
es
M0

Ma
cro
ph
ag
es
M1

Ma
cro
ph
ag
es
M2

Ma
st
ce
lls
ac
tiva
ted

Ma
st
ce
lls
res
tin
g

Mo
no
cyt
es

Ne
utr
op
hils

NK
ce
lls
ac
tiva
ted

NK
ce
lls
res
tin
g

Pla
sm
a c
ells

T c
ells
CD
4 n
aiv
e

T c
ells
CD
8

T c
ells
fol
licu
lar
he
lpe
r

T c
ells
ga
mm
a d
elt
a

T c
ells
reg
ula
tor
y (
Tre
gs
)

T c
ells
CD
4 m
em
ory
ac
tiva
ted

T c
ells
CD
4 m
em
ory
res
tin
g

C
ib
er
so
rt
ab
so
lu
te
va
lu
es

a

d

b

c
e

f g h

i j lk

R = 0.68, p = 1.1e−07

−0.3

0.0

0.3

1000 2000 3000 4000
Bivalent promoters

lo
g 2
(F
PK
M
)

Q1 Q4

Tu
m
or
si
ze
(c
m
)

4

8

12

16 ns

N
um

be
r o
f S
N
Vs

Pr
op
or
tio
n
of
sa
m
pl
es

0.00

0.25

0.50

0.75

1.00

Q1 Q2 Q3 Q4

FGA group
High
Medium
Low

3.6

3.8

4.0

Q1 Q4

lo
g2
(m
ea
n
ex
pr
es
si
on
)

R = 0.89, p < 2.2e−16

4

6

8

10

−2 0 2 4
log2(FPKM) False positive rate

Tr
ue

fa
ls
e
po
si
tiv
e
ra
te

lo
g 2
(n
or
m
al
ize
d
co
un
ts
)R = −0.21, p = 0.14

1000

2000

3000

4000

600 800 1000 1200
H3K27me3 marked promoters

Bi
va
le
nt
pr
om

ot
er
s

ns ns ***ns ns** **** nsns

0.0

2.5

5.0

B c
ell
CA
F

Ma
sto
cyt
e

NK
cel
l
T c
ell

log
2(m

ea
n
ex
pr
es
sio
n)

Q1
Q4

CD
4 T
cel
l

CD
8 T
cel
l

En
do
the
lial
cel
l

Ma
cro
ph
ag
e

Ma
lign
an
t ce
ll

R = 0.58, p = 8e−06

2.5

5.0

7.5

1000 2000 3000 4000
Bivalent promoters

lo
g 2
(F
PK
M
)

R = 0.63, p = 1.3e−06

−0.5

0.0

0.5

1000 2000 3000 4000
Bivalent promoters

lo
g 2
(F
PK
M
)

*

1000

2000

3000

4000

5000

Q1 Q4

ns

Supplemental Figure 4

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/


a

b

c

1.0

0.0

Supplemental Figure 5 

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/


*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*

*endo−epithelial cell
placenta

muscle cell
mucosa

pancreas
iPSC derived cell line

melanocyte
kidney

digestive system
neural cell

muscle organ
ESC derived cell line

cancer cell line
dendritic cell

mesoderm−derived structure
brain

epithelium
epithelial cell derived cell line

keratinocyte
epithelial cell of endometrial gland

fibroblast derived cell line
endoderm−derived structure

connective tissue cell
colon

hepatocyte
meso−epithelial cell

mammary gland epithelial cell
synovial sarcoma
extraembryonic cell

*

*

*

*

*

*

*
*

*

*

*

*

*
*

*

*

*

*
*

*

*

*

*

*

*

*

ns

*

*

*

*endo−epithelial cell
embryonic cell (metazoa)

muscle precursor cell
melanocyte

kidney
iPSC derived cell line

pancreas
ESC derived cell line

muscle cell
neural cell

placenta
lymph node

mammary gland epithelial cell
cancer cell line

keratinocyte
fibroblast derived cell line

mucosa
epithelium

brain
mesoderm−derived structure

meso−epithelial cell
endoderm−derived structure

digestive system
epithelial cell derived cell line

connective tissue cell
muscle organ

epithelial cell of endometrial gland
colon

dendritic cell
synovial sarcoma

hepatocyte
extraembryonic cell

*

*

*

*

*

*

*

*

*

*

*

*

*
*

*

ns

*

*

*

*

*

*

*

*

*

*

*endo−epithelial cell
kidney

melanocyte
epithelium

keratinocyte
neural cell

placenta
mucosa

iPSC derived cell line
ESC derived cell line

digestive system
pancreas

epithelial cell derived cell line
muscle cell

mesoderm−derived structure
dendritic cell

cancer cell line
endoderm−derived structure

epithelial cell of endometrial gland
brain

muscle organ
colon

connective tissue cell
meso−epithelial cell

hepatocyte
mammary gland epithelial cell

extraembryonic cell
synovial sarcoma

0 100 200 300

*

*

*

*
*

*

*

*

*

*

*

*

*

*

*

ns

*

*

*

*

*

*

*

*

*

ns

*
*

*

*
pancreas

endo−epithelial cell
kidney

muscle precursor cell
embryonic cell (metazoa)

iPSC derived cell line
melanocyte

mucosa
brain

keratinocyte
placenta

ESC derived cell line
epithelium

digestive system
epithelial cell of endometrial gland

muscle organ
neural cell

mesoderm−derived structure
dendritic cell

colon
muscle cell

cancer cell line
fibroblast derived cell line

mammary gland epithelial cell
endoderm−derived structure
epithelial cell derived cell line

connective tissue cell
meso−epithelial cell

hepatocyte
synovial sarcoma
extraembryonic cell

0
Peak occupancy (MB)

Peak occupancy (MB) Peak occupancy (MB)

Peak occupancy (MB) Peak occupancy (MB)

H3K4me1 genome wide

H3K9me3 genome wide H3K36me3 genome wide

H3K27me3 genome wide

100 200 300 400

0 100 200 300 400 0 100 200 300 400 500

*

*

*

ns

ns

*

*

ns

*

*

*

*

*

ns

*

*

*

*

*

ns

*

*

ns

*

ns

*

*

ns

iPSC derived cell line
endo−epithelial cell

ESC derived cell line
epithelial cell of endometrial gland

melanocyte
lymph node
neural cell
pancreas

mesoderm−derived structure
fibroblast derived cell line

dendritic cell
epithelial cell derived cell line

connective tissue cell
mucosa

cancer cell line
kidney

placenta
digestive system

mammary gland epithelial cell
endoderm−derived structure

meso−epithelial cell
muscle cell

colon
epithelium

extraembryonic cell
synovial sarcoma

brain
hepatocyte

muscle organ

0 100 200 300

*

*

*

*
*

*

*

*

*
*

ns

*

*
*

*

*

*

*

ns

*

*

ns

*

*

*
*

stem cell derived cell line
extraembryonic cell

epithelial cell derived cell line
placenta

trophoblast
muscle cell

synovial sarcoma
pancreas

epithelial cell of endometrial gland
hepatocyte

connective tissue cell
secretory cell
muscle organ

endo−epithelial cell
mucosa

mammary gland epithelial cell
colon

digestive system
mesoderm−derived structure

kidney
endoderm−derived structure

brain
meso−epithelial cell

neural progenitor cell
dendritic cell

embryonic cell (metazoa)
ESC derived cell line

0.4 0.6 0.8

Intergenic

ns

*
*

*

*

*

*

*

*

*

*

*

*
*

*

*

*
*

*

*

*

ns

*

*

ns

ns

stem cell derived cell line
extraembryonic cell

placenta
synovial sarcoma

trophoblast
muscle cell

epithelial cell derived cell line
epithelial cell of endometrial gland

connective tissue cell
pancreas

muscle organ
endo−epithelial cell

secretory cell
hepatocyte

kidney
mucosa

mammary gland epithelial cell
digestive system

dendritic cell
meso−epithelial cell

mesoderm−derived structure
brain
colon

neural progenitor cell
embryonic cell (metazoa)

ESC derived cell line
endoderm−derived structure

0.4 0.5 0.6 0.7 0.8 0.9

Gene body

*

*
*
*

*

*

*

*

*

*

*

*

*
*

*

*

*
*

*

*

*

ns

*

*

*

*

stem cell derived cell line
extraembryonic cell

placenta
epithelial cell derived cell line

trophoblast
muscle cell

synovial sarcoma
epithelial cell of endometrial gland

pancreas
connective tissue cell

hepatocyte
secretory cell
muscle organ

endo−epithelial cell
mucosa
kidney

mammary gland epithelial cell
digestive system

colon
mesoderm−derived structure

brain
dendritic cell

meso−epithelial cell
neural progenitor cell

endoderm−derived structure
embryonic cell (metazoa)

ESC derived cell line

0.3 0.4 0.5 0.6 0.7 0.8 0.9

Genome wide

a

d

b c

e f

g h i

T−test, p = 4e−09

1000

2000

3000

4000

SS18::SSX SS18wt

M
ea

n
pe

ak
w

id
th

H3K27ac genome wide

Fractional methylation Fractional methylation Fractional methylation

Supplemental Figure 6

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/


*

*

*

*

*

*

*

*
*

*

*

*
*

*

*

*

*

*

*

*

*

*

*

*

*

*

stem cell derived cell line
synovial sarcoma
extraembryonic cell

muscle cell
secretory cell

endo−epithelial cell
connective tissue cell

placenta
muscle organ

kidney
pancreas

dendritic cell
epithelial cell of endometrial gland

mucosa
hepatocyte
trophoblast

meso−epithelial cell
mesoderm−derived structure

brain
embryonic cell (metazoa)

neural progenitor cell
digestive system

ESC derived cell line
mammary gland epithelial cell
epithelial cell derived cell line
endoderm−derived structure

colon

0.1 0.2 0.3 0.4 0.5

Promoter with CGI

ns

*
*

*

*

*

*
*

*

*

*

*

*
*

*

*

*
*

*

*

*

ns

*

*

ns
ns

stem cell derived cell line
extraembryonic cell

placenta
trophoblast

synovial sarcoma
muscle cell

epithelial cell derived cell line
pancreas

epithelial cell of endometrial gland
connective tissue cell

muscle organ
endo−epithelial cell

secretory cell
hepatocyte

kidney
mammary gland epithelial cell

mucosa
digestive system

colon
mesoderm−derived structure

brain
meso−epithelial cell

dendritic cell
endoderm−derived structure

neural progenitor cell
embryonic cell (metazoa)

ESC derived cell line

0.3 0.4 0.5 0.6 0.7 0.8

Promoter lacking CGI

a

d

b c

MOTIFS

Brachyury
DLX5

Hoxa13
Lhx1
Lhx2
Lhx3

STAT6
Zfp809

ZNF264
DLX2
LHX9

En1

0 1 2 3 4
−log10(P)

TF family
Homeobox
Stat
T−box
Zf

e f

g h i

0.5

1.0

0.1 1.0 10 100 1,000
Concentration (μM)

Ce
llv

ia
bi

lity
re

la
tiv

e
to

DM
SO

SYO1 D−2−HG
SYO1 L−2−HG
U2OS D−2−HG
U2OS L−2−HG

Fractional methylation

Fractional methylation

Supplemental Figure 7

*

−2

0

2

4

Ctrl hSS2

lo
g2

2(T
PM

)

G
FP

+
ce

lls
re

la
tiv

e
to

EV

HSSY
SYO1
KHOS
Yamato

0.4

0.6

0.8

1.0

3 6 10 17 21
Days

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/


−2

−1

0

ASH1L

ASH2L

CXXC1

DPY30

HCFC1

KDM
6A

KDM
6B

KM
T2A

KM
T2B

KM
T2C

KM
T2D

KM
T2E

NCOA6

PAGR1

RBBP5

SETD1A

SETD1B

SPP1

W
DR5

W
DR82

RN
Ai

sc
or
e

−3

−2

−1

0

1

ASH1L

ASH2L

CXXC1

DPY30

HCFC1

KDM
6A

KDM
6B

KM
T2A

KM
T2B

KM
T2C

KM
T2D

KM
T2E

NCOA6

PAGR1

RBBP5

SETD1A

SETD1B

SPP1

W
DR5

W
DR82

CE
RE

S
sc
or
e

AS
H1

L
AS

H2
L

CX
XC

1
DP

Y3
0

HC
FC

1
KD

M6
A

KD
M6

B
KM

T2
A

KM
T2

B
KM

T2
C

KM
T2

D
KM

T2
E

NC
OA

6
PA

GR
1

RB
BP

5
SE

TD
1A

SE
TD

1B
SP

P1
W
DR

5
W
DR

82

0

2

4

6

8

log
2(
FP

KM
+1

)

a

b

c

Supplemental Figure 8

https://doi.org/10.1101/2024.05.14.594262
http://creativecommons.org/licenses/by-nc-nd/4.0/



