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Figure S1:
a) Distribution of disorders across the study cohort, including Affective Disorders (Affe 
Dis), Autism Spectrum Disorder (ASD), Bipolar Disorder (Bip Dis), controls, and schizophrenia 
(SCZ). b) genotype data projected on ancestry marker PC plot using global ancestry pipeline 
c) Ancestry assignment for EUR (European Ancestry) individuals, with the table showing the 
proportion of other ancestry in the subjects.
d) Ancestry assignment for AA (African Ancestry) individuals, with the table showing the proportion 
of other ancestry in the subjects across specified ranges. e) Sankey plot illustrating the 
containment relationship between the 8 GReX DLPFC training datasets. The height of the 
flows represents the size of the training datasets, while the labels indicate specific dataset 
combinations, including ancestry-specific (EUR, AA) and bi-ancestry (AAEUR) sets.
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Figure S2
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Upset plot of gene predicted by 8 GreX models 
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Figure s3

Figure S3: AA and EUR 
gene Metascape Gene 
Ontology Enrichment.
enriched Gene Ontology 
(GO) terms for AA gene 
(predicted by AACt165 and 
higher order AA models but 
not by EURCt165) and EUR 
genes (predicted in 
EURCt165 and higher order 
EUR models but not by 
AACt165). 



Figure s4

Figure S4: network layout 
of FigureS3 enriched GO 
terms. A) colored by 
ancestry genes B) by 
representative terms  
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Figure 5

Figure S5: A. QQ plot of TWAS results across tissues and 
ancestry models by trait. B. QQ plot comparing JEPEGMiX 
and metaXcan SCZ TWAS results for EURCt477(EUR). C.  
genetic correlation of EUR GWAS (used in the paper) for 
each pair of trait. 
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Figure 6

A

B

C

D

Figure S6: RRHO plots between pairs of TWAS of EUR 
GWAS across GReX models. Each row corresponds to a 
specific trait: BIP, MDD, PTSD, and SCZ (from top to 
bottom). Within each row, from left to right, the columns 
represent comparisons of EURCt165 vs EURCt477, 
EURCt477 vs AAAll276, EURCt477 vs EURAll1032, and 
EURCt477 vs AAEURCt642.



R
aw

AA
:A

A

RawAA:EUR (Rho: 0.527)

−l
og

10
(P
−v

al
ue

)

0

18

36

55

73

91

R
aw

EU
R

:A
A

RawEUR:EUR (Rho: 0.626)

−l
og

10
(P
−v

al
ue

)

0

28

57

85

113

142

Su
m

m
ar

yS
ta

ts
tic

sE
U

R
:A

A

SummaryStatsticsEUR:EUR (Rho: 0.546)

−l
og

10
(P
−v

al
ue

)

0

17

35

52

70

87

Su
m

m
ar

yS
ta

ts
tic

sA
A:

AA

SummaryStatsticsAA:EUR (Rho: 0.434)

−l
og

10
(P
−v

al
ue

)

0

11

22

33

43

54

Figure 7

A

B

Figure S7: GTP cohort TWAS 
(Ct165 GReX pair) comparision 
A) Heatmap of pairwise z-score 
correlations for raw and 
summary statistics across EUR 
and AA cohorts. B) RRHO plots, 
where the top row represents 
raw associations and the 
bottom row represents 
summary statistics associations. 
The first column compares the 
Ct165 pair on EUR subjects, 
while the second column 
compares the Ct165 pair on AA 
subjects.



Figure 8

Figure S8. UpSet plots visualizing the intersection of FDR-
GTAs within PTSD for all possible single ancestry asscoaited 
TWAS
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Figure 9

Figure S9. UpSet plots visualizing the intersection of FDR-
GTAs within BIP for all possible single ancestry asscoaited 
TWAS
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Figure 10

Figure S10. UpSet plots visualizing the intersection of FDR-
GTAs within MDD for all possible single ancestry asscoaited 
TWAS
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Figure 11

Figure S11. UpSet plots visualizing the intersection of FDR-
GTAs within PTSD for all possible single ancestry asscoaited 
TWAS
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Figure S12: UpSet plot 
of FDR GTAs. A–B) 
Comparison of GWAS 
cohort size on TWAS 
analysis: A) SCZ 
freeze 2 vs SCZ freeze 
3 and B) PTSD 2.5 vs 
PTSD 3. C) Meta-
analysis results 
comparing the AAEUR 
bi-ancestry model 
applied to AA and EUR 
SCZ GWAS with the 
AAEUR bi-ancestry 
model applied to the 
meta-GWAS of the 
same AA and EUR 
GWAS.
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Figure 13

Figure S13: Number of gene-trait associations 
(GTAs) identified across increasing model sizes 
for BIP, MDD, PTSD, and SCZ. The x-axis represents the model 
sizes (AACt165, EURCt165, AAAll276, AAEURCt330, EURCt477, 
AAEURCt642, EURAll1032, and AAEURAll1307), while the y-axis 
shows the number of GTAs. SCZ consistently identifies the highest 
number of GTAs across all model sizes.
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Figure S14 Euler Plots of showing overlap of FDR GTAs across 
TWAS results with single-ancestry and meta TWAS results. Each 
row is a trait. Right ones are across Ct165 models and right across 
bigger EUR models 



Figure 15

A

B

C

Figure S15: PTSD 
FDR TWAS 
pathways. UpSet 
plots showing PTSD 
FDR TWAS-pathway 
intersections across 
GReX models for 
three Gene Ontology 
(GO) 
categories: A) Biologi
cal Process 
(BP), B) Cellular 
Component (CC), 
and C) Molecular 
Function (MF). 



Figure 16
Figure S16: MDD 
FDR TWAS 
pathways. UpSet 
plots showing MDD 
FDR TWAS-pathway 
intersections across 
GReX models for 
three Gene Ontology 
(GO) 
categories: A) Biologi
cal Process 
(BP), B) Cellular 
Component (CC), 
and C) Molecular 
Function (MF). 



Figure 17
Figure S17: BIP 
FDR TWAS 
pathways. UpSet 
plots showing BIP 
FDR TWAS-pathway 
intersections across 
GReX models for 
three Gene Ontology 
(GO) 
categories: A) Biologi
cal Process 
(BP), B) Cellular 
Component (CC), 
and C) Molecular 
Function (MF). 



Figure 18 Figure S18: SCZ FDR TWAS pathways. UpSet plots 
showing BIP FDR TWAS-pathway intersections across 
GReX models for three Gene Ontology (GO) 
categories: A) Biological Process (BP), B) Cellular 
Component (CC), and C) Molecular Function (MF). 



G
O
BP

_A
LA
N
IN
E_
TR

AN
SP

O
RT

G
O
BP

_A
M
IN
O
_A
C
ID
_H

O
M
EO

ST
AS

IS
G
O
BP

_A
M
IN
O
_A
C
ID
_I
M
PO

RT
_A
C
RO

SS
_P
LA
SM

A_
M
EM

BR
AN

E
G
O
BP

_A
RO

M
AT
IC
_A
M
IN
O
_A
C
ID
_T
R
AN

SP
O
RT

G
O
BP

_A
ZO

LE
_T
R
AN

SM
EM

BR
AN

E_
TR

AN
SP

O
RT

G
O
BP

_B
AS

IC
_A
M
IN
O
_A
C
ID
_T
R
AN

SP
O
RT

G
O
BP

_G
LU

TA
M
IN
E_
TR

AN
SP

O
RT

G
O
BP

_L
_A
LA
N
IN
E_
TR

AN
SP

O
RT

G
O
BP

_L
_H

IS
TI
D
IN
E_
TR

AN
SM

EM
BR

AN
E_
TR

AN
SP

O
RT

G
O
M
F_
AL
AN

IN
E_
TR

AN
SM

EM
BR

AN
E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
AM

IN
O
_A
C
ID
_C

AT
IO
N
_S
YM

PO
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
AM

IN
O
_A
C
ID
_S
O
D
IU
M
_S
YM

PO
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
AM

IN
O
_A
C
ID
_T
R
AN

SM
EM

BR
AN

E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
AR

O
M
AT
IC
_A
M
IN
O
_A
C
ID
_T
R
AN

SM
EM

BR
AN

E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
AZ

O
LE
_T
R
AN

SM
EM

BR
AN

E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
BA

SI
C
_A
M
IN
O
_A
C
ID
_T
R
AN

SM
EM

BR
AN

E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
L_
AL
AN

IN
E_
TR

AN
SM

EM
BR

AN
E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
L_
AM

IN
O
_A
C
ID
_T
R
AN

SM
EM

BR
AN

E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
L_
G
LU

TA
M
IN
E_
TR

AN
SM

EM
BR

AN
E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
L_
H
IS
TI
D
IN
E_
TR

AN
SM

EM
BR

AN
E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
N
EU

TR
AL
_A
M
IN
O
_A
C
ID
_S
O
D
IU
M
_S
YM

PO
RT

ER
_A
C
TI
VI
TY

G
O
M
F_
N
EU

TR
AL
_A
M
IN
O
_A
C
ID
_T
R
AN

SM
EM

BR
AN

E_
TR

AN
SP

O
RT

ER
_A
C
TI
VI
TY

AGT
GLS
KCTD7
NTSR1
SLC15A4
SLC16A10
SLC1A6
SLC1A7
SLC25A19
SLC28A2
SLC36A1
SLC38A3
SLC47A1
SLC66A1L
SLC6A13
SLC6A15

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

AA
C
on
tro
l6
ci
sS
N
P

logFC

−5

0

5

G
O
BP

_B
EH

AV
IO
R
AL
_R

ES
PO

N
SE

_T
O
_E
TH

AN
O
L

G
O
BP

_C
O
RT

IC
O
ST

ER
O
ID
_H

O
R
M
O
N
E_
SE

C
R
ET

IO
N

G
O
BP

_C
O
RT

IC
O
ST

ER
O
N
E_
SE

C
R
ET

IO
N

G
O
BP

_C
O
RT

IC
O
TR

O
PI
N
_S
EC

R
ET

IO
N

G
O
BP

_E
N
D
O
C
R
IN
E_
H
O
R
M
O
N
E_
SE

C
R
ET

IO
N

G
O
BP

_F
EA

R
_R

ES
PO

N
SE

G
O
BP

_G
LU

C
O
C
O
RT

IC
O
ID
_S
EC

R
ET

IO
N

G
O
BP

_R
EG

U
LA
TI
O
N
_O

F_
C
O
RT

IC
O
ST

ER
O
ID
_H

O
R
M
O
N
E_
SE

C
R
ET

IO
N

G
O
BP

_R
EG

U
LA
TI
O
N
_O

F_
G
LU

C
O
C
O
RT

IC
O
ID
_S
EC

R
ET

IO
N

G
O
BP

_R
EG

U
LA
TI
O
N
_O

F_
ST

ER
O
ID
_H

O
R
M
O
N
E_
SE

C
R
ET

IO
N

G
O
BP

_R
ES

PO
N
SE

_T
O
_C

O
RT

IC
O
TR

O
PI
N
_R

EL
EA

SI
N
G
_H

O
R
M
O
N
E

G
O
BP

_R
ES

PO
N
SE

_T
O
_E
TH

AN
O
L

G
O
BP

_S
TE

RO
ID
_H

O
R
M
O
N
E_
SE

C
R
ET

IO
N

AGT
AGTR1
ALAD
AQP1
BIRC2
C1QTNF1
C1QTNF3
CASP8
CAT
CHRNB2
CLDN18
CRHR1
CRHR2
DBH
DRD4
EHMT2
GAL
GALR1
GDF9
GHRL
GNRHR
HAMP
HDAC2
HPGD
ITPR2
KCNMB1
MGMT
NKX3−1
OPRM1
PDE8B
POMC
PRKCE
RAB8B
REN
RPL10A
SELENOM
SLC1A1
SLC23A2
SLC2A4
ST6GAL1
TNFRSF11A
TSPO
USP46

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
D
ow
n6
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
EU

R
Al
l9
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
EU

R
Al
l9
ci
sS
N
P

EU
R
C
on
tro
l9
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
EU

R
D
ow
nC

on
tro
l6
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

EU
R
Al
l9
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
EU

R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
EU

R
Al
l9
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
EU

R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
EU

R
Al
l9
ci
sS
N
P

EU
R
C
on
tro
l9
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P
EU

R
D
ow
nC

on
tro
l6
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
C
on
tro
lA
A6
EU

R
9c
is
SN

P

logFC

−5

0

5

G
O
BP

_H
IS
TO

N
E_
H
3_
K4
_M

ET
H
YL
AT
IO
N

G
O
BP

_P
O
SI
TI
VE

_R
EG

U
LA
TI
O
N
_O

F_
H
IS
TO

N
E_
H
3_
K4
_M

ET
H
YL
AT
IO
N

G
O
BP

_P
O
SI
TI
VE

_R
EG

U
LA
TI
O
N
_O

F_
H
IS
TO

N
E_
M
ET

H
YL
AT
IO
N

G
O
BP

_R
EG

U
LA
TI
O
N
_O

F_
D
N
A_
M
ET

H
YL
AT
IO
N

G
O
BP

_R
EG

U
LA
TI
O
N
_O

F_
H
IS
TO

N
E_
H
3_
K4
_M

ET
H
YL
AT
IO
N

AUTS2
BRCA1
CHTOP
CTNNB1
CTR9
DNMT3B
DYDC2
EHMT2
FAM47E
H1−2
H1−3
KANSL1
KAT8
KDM1A
KDM1B
KMT2E
MAPT−AS1
MYB
NELFE
NIBAN2
PAXIP1
PRDM7
PRMT6
RBBP5
RIF1
RRP8
SETD4
WDR5
WDR5B
WDR61
ZMPSTE24

M
ix
C
on
tro
lA
A6
EU

R
D
ow
n6
ci
sS
N
P

AA
Al
l6
ci
sS
N
P

EU
R
D
ow
nC

on
tro
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
D
ow
n6
ci
sS
N
P

AA
Al
l6
ci
sS
N
P

M
ix
C
on
tro
lA
A6
EU

R
D
ow
n6
ci
sS
N
P

M
ix
C
on
tro
lA
A6
EU

R
D
ow
n6
ci
sS
N
P

AA
Al
l6
ci
sS
N
P

M
ix
Al
lA
A6
EU

R
9c
is
SN

P
M
ix
C
on
tro
lA
A6
EU

R
D
ow
n6
ci
sS
N
P

logFC

−5

0

5

Figure 19

Figure 19: A-C) Heatmaps were 
created to visualize the 
association levels of genes within 
selected PTSD FDR TWAS-
pathways across GReX models. 
Genes were annotated with 
cytoband information to provide 
additional context for their 
positioning. D) The bottom 
heatmap shows bi-ancestral 
model-specific PTSD FDR TWAS 
pathway visualized as like in 
Figure 6.
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Figure 20

A
B

Figure 20. A-B) AllMax-specific 
(A) and bi-ancestral model-specific 
(B) SCZ FDR TWAS pathway 
visualized as like in Figure 6.
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Figure 21

A
B

Figure 20. A-B) AllMax-specific 
(A) and bi-ancestral model-specific 
(B) MDD FDR TWAS pathway 
visualized as like in Figure 6.
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Figure 22
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Figure 22: Reactome over-representation 
analysis. GReX model predicted genes are grouped 
into three categories: Fetal-specific (top), DLPFC-
specific (middle), and genes shared between Fetal 
and DLPFC (bottom). 
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Figure 23

A

B

Cell type enrichment using online 
metascape software. A. DLPFC predicted 
gens B. fetal predicted genes 
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Figure 4: fetal FDR-GTA overlaps within trait UpSet plots visualizing the intersection of FDR-GTAs within each 
trait for matched and mismatched ancestry TWAS associated with fetal pair. Bars represent the intersection sizes 
and the bar colors represent cytobands of GTAs. Horizontal bars indicate the total number of GTAs in each group. 
(A) BIP, (B) MDD, (C) PTSD, and (D) SCZ. 
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Figure 26 Figure 26: fetaland 
DLPFC FDR-GTA 
overlaps within trait 
UpSet plots visualizing 
the intersection of FDR-
GTAs within each trait 
for metaAA and 
metaEUR TWAS 
associated with fetal 
pair and CtMax DLPFC 
pair. Bars represent the 
intersection sizes and 
the bar colors represent 
cytobands of GTAs. 
Horizontal bars indicate 
the total number of 
GTAs in each group. 
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Figure 27

Figure S27: fetal-specific 
and DLPFC-specific SCZ 
FDR-significant pathways. 
Pathways are visualized 
similarly to Figure 6. 
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Figure 28

Figure S28: fetal-specific and 
DLPFC-specific SCZ FDR-significant 
pathways. Pathways are visualized 
similarly to Figure 6. 
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Figure 29
Figure 29:  Heatmaps were created to visualize the association levels of 
genes within selected SCZ FDR TWAS-pathways across GReX models. 
Genes were annotated with cytoband information to provide additional context 
for their positioning. 
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Figure 30

Figure S29: fetal-specific and 
DLPFC-specific MDD FDR-
significant pathways. Pathways are 
visualized similarly to Figure 6. 

*
*
*
*
*

*
*
*
*
*
*
*
*
*

*
*

*
*

*
*
*
*

M
D

D
 C

tM
ax

_m
et

aE
U

R
 C

tM
ax

_m
et

aA
A

 fe
ta

l_
m

et
aE

U
R

 fe
ta

l_
m

et
aA

A

complex transcription clockbmal packaging dna trna
methyltransferase proteindna

chromosome cytoskeleton domain core centromeric
nucleosome chromatin telomeric region nuclear

integral component side reticulum membrane endoplasmic
cytoplasmic

membrane granule vesicle synaptic component anchored
zymogen platelet dense

vesicle transport transgolgi network membrane
golgiassociated multivesicular body

G
O

_c
lu

st
er

−log(adjP)

0

5

10

GO_cluster
CC_cl1
CC_cl2
CC_cl3
CC_cl4
CC_cl5

*
*

*
*

* *
*
*
*
*

*
*
*
*

*
*

*
*

*
*
*
*
*

M
D

D
 C

tM
ax

_m
et

aE
U

R
 C

tM
ax

_m
et

aA
A

 fe
ta

l_
m

et
aE

U
R

 fe
ta

l_
m

et
aA

A

structural constituent chromatin receptor olfactory activity

protein heterodimerization activity myosin ankyrin binding

dioxygenase activity peptidylproline procollagenproline

peptidase aspartictype intramembrane endopeptidase cleaving
aspartic activity

peptidelysinenacetyltransferase peptide nacetyltransferase
activity

activity guanylyltransferase nucleotidyltransferase dnadirected
kinase inositolpentakisphosphate polymerase dna

transferase activity related hydroxymethyl formyl onecarbon
mrna methyltransferase transferring groups

G
O

_c
lu

st
er

−log(adjP)

0

5

10

GO_cluster
MF_cl3
MF_cl4
MF_cl5
MF_cl6
MF_cl7
MF_cl8
MF_cl9



*
*
*
*
*
*

*
*
*
*
*
*

*
*
*
*
*

*
*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*
*

*
*
*

*
*
*

*
*
*

*
*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

*
*

BI
P

PT
SD

 C
tM

ax
_m

et
aE

U
R

 C
tM

ax
_m

et
aA

A
 fe

ta
l_

m
et

aE
U

R
 fe

ta
l_

m
et

aA
A

 C
tM

ax
_m

et
aE

U
R

 C
tM

ax
_m

et
aA

A
 fe

ta
l_

m
et

aE
U

R
 fe

ta
l_

m
et

aA
A

protein localization region centromeric containing cenp
chromatin chromosome

regulation megakaryocyte differentiation myeloid cell
negative

fusion myoblast regulation positive syncytium plasma
membrane formation

regulation transmission synaptic dopaminergic

raft membrane assembly telomere replicationdependent
dna plasma organization nucleosome

mediated cadherin heterotypic regulation positive cellcell
adhesion

skeletal tissue regulation positive muscle development

protein positive binding regulation uptake neurotransmitter

production positive interferonbeta regulation receptor
internalization

gabaergic dopaminergic synapse

G
O

_c
lu

st
er

−log(adjP)

0

5

10

GO_cluster
BP_cl1
BP_cl2
BP_cl3
BP_cl4
BP_cl5
BP_cl6
BP_cl7
BP_cl8
BP_cl9
CC_cl1

Figure S31: Shared FDR-significant pathways across pairs 
of disorders. Pathways are visualized similarly to Figure 6. 
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Figure S32: Shared FDR-significant 
pathways across disorders. Pathways 
are visualized similarly to Figure 6. 


