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Figure S1: Supplementary figure for Figure 1
Manhattan plots (left) and quantile–quantile (QQ) plots (right) of GWAS summary statistics. (Continued on the next page)
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Figure S1 (continued): 
Manhattan plots and quantile–quantile (QQ) plots of GWAS summary statistics.
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Figure S2: Supplementary figure for Figure 1
Scatter plots illustrating MAGMA gene-based association results for RMP genes. The y-axis represents −log₁₀(FDR), and the x-axis corresponds to genes ranked by −log₁₀(FDR). Annotated dark blue dots represent significantly associated RMR genes; light blue dots represent significantly associated genes (FDR<0.05); gray dots represent non-significant genes (FDR>0.05). Total sample sizes of the GWAS summary statistics (No. sample) and the counts of significantly associated RMP genes and total genes (No. gene) are indicated for each cohort.
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Figure S3: Supplementary figure for Figure 1
Scatter plots illustrating H-MAGMA gene-based association results for RMP genes. 
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Figure S4: Supplementary figure for Figure 1
Scatter plots illustrating FUSION-based TWAS results based on DLPFC reference panels.
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Figure S5: Supplementary figure for Figure 1
Scatter plots illustrating FUSION-based TWAS results based on Blood reference panels.
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Figure S6: Supplementary figure for Figure 1
Scatter plots illustrating SMR results based on DLPFC eQTL reference panels.
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Figure S7: Supplementary figure for Figure 1
SMR analysis results based on eQTLs from different brain regions as references. The score is calculated as -sign(beta)*log10(FDR). Asterisks indicate significant associations with FDR < 0.05.
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Figure S8: Supplementary figure for Figure 1
SMR analysis results based on eQTLs from different cell types as references. The score is calculated as -sign(beta)*log10(FDR). Asterisks indicate significant associations with FDR < 0.05.
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Figure S9: Supplementary figure for Figure 1
Scatter plots illustrating SMR results based on DLPFC sQTL reference panels.
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Figure S10: Supplementary figure for Figure 4
Stacked LocusZoom plots provide a regional view of GWAS signals and fine-mapping posterior inclusion probabilities (PIPs) for NSUN2 (BIPI), QTRT1 (BIPI), MRM1 (BIPI), TYW5 (SCZ), NSUN6 (SCZ), and TRMT61A (SCZ). For each region, a ±500 kb genomic region centered on the gene locus is shown in the LocusZoom plots. Gray rectangles indicate the gene body and promoter regions within the genomic locus.
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Figure S11: Supplementary figure for Figure 4
Two-sample Mendelian randomization and colocalization analyses for prioritized RMP genes in BIPI. Results are shown for NSUN2, TYW5, TRMT61A, and NSUN6. Left panels: scatter plots depicting GWAS and eQTL effect sizes for individual SNPs, with regression lines for each MR method; the slope represents the estimated causal effect. Middle panels: forest plots summarizing the estimated causal effects from different MR methods. Right panels: colocalization LocusZoom plots with corresponding scatter plots of GWAS versus eQTL association P-values.
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Figure S12: Supplementary figure for Figure 4
Two-sample Mendelian randomization and colocalization analyses for prioritized RMP genes in SCZ.
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Figure S13: Supplementary figure for Figure 5
Coloc analysis results of xQTL–trait associations for the candidate genes
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Figure S14: Supplementary figure for Figure 6
Logistic regression analysis of isoform expression-trait associations. Forest plots present the Beta values and 95% confidence intervals (CI) derived from logistic regression models evaluating the association between transcript expression and BIP or SCZ status (*, FDR < 0.05).
image7.png
SMR eQTL for AD SMR eQTL for ADHD

No. genes: 0/26 No. genes: 0/33

—log10 (FDR)
-log10 (FDR)

1000 2000 3000 4000 5000
SMR eQTL for HD

0 1000 2000 3000 4000 5000 0
SMR eQTL for BIPII

No. genes: 0/0 No. genes: 0/0

1.0

o

o o
[=) [a]
L w
o o
- -
Sos 805
] I
0.0 00
0 1000 2000 3000 4000 5000 0 1000 2000 3000 4000 5000
SMR eQTL for PTSD SMR eQTL for SCZ
No. genes: 0/0 9 No. genes: 5/433
1.0
o
[=)
L
o
@
R 0.5
]

1000 2000 3000 4000 5000

o 1000 2000 3000 4000 5000 0

SMR eQTL for ANX

No. genes: 0/0

1.0
i
[a)
L
o
>
3 0.5
[
0.0
0 1000 2000 3000 4000 5000
SMR eQTL for PPD
No. genes: 0/3
~ 1.0
i
[a)
w
o
I
805
I
0.0

0 1000 2000 3000 4000 5000

SMR eQTL for BIPI

No. genes: 2/165

~log10 (FDR)
»
=
i)
£

N

0 1000 2000 3000 4000 5000
SMR eQTL for PD

No. genes: 0/0
1.0

—~log10 (FDR)
o
(4]

0 1000 2000 3000 4000 5000




image8.png
AD

here

TS

Amyc
udate basal ganglia

gulate cortex

Cat
Cerebellar Hemuscp

Anterior cin,

HD

here

B

Amyc
gulate cortex
Caudate basal ganglia

Anterior cing

Cerebellar Hemi%p

rtex

o
Frontal Cortex BA9

rtex

o
Frontal Cortex BA9

Hippocampus
Hypothalamus
gan

Nucleus accumbens basal
Putamen basal

ganglia
| c-1

Putamen basal ganglia

Hippocampus
Hypothalamus

Nucleus accumbens basal
Substanti

Spinal cord cer

ADHD

Syeex988ss
535525325
BHES5CEEEE
SBEE3<ESGS
xO2-¥ B TT O
ES_f £8c—=
<t%c 58888
88T 02238
O8T SE288
28 T Tac
583 25
853 6 5
S8 2 gE
258 £5
583 S
200 3&
S 8
2 ]
£
£ g

E]

z
syseygeasars
Y50 L 5565
S52250gEPRo?
5o xESssg

%5208 S5 5835
ESTE t8&wwot
<585 S588%56s

88T 0223887

8T FTE8358

Lo5 ETT,cB3

853 6 5889

S s §2

S2 gES

538 &L £5%

£32 SE

206 3ao

s g @

g 2

& 2

S

E]

z

ADAT1
ALKBH1
ALKBHS5

ANX

e

Amy

\gulate cortex

Caudate basal ganglia
Cerebellar Hemisénhere
ortex

Anterior cin

L)
O

sySey
5558
35225
= 880
x 0.2
EosE
<588
88T
gos
853
352
=1
£3%
2006
5

2

£

<

Frontal Cortex BA9
Hippocampus
Hypothalamus
Nucleus accumbens basal ganglia
Putamen basal ganglia

Spinal cord cervi
Substantia nigra

]

Frontal Cortex BA9
Hippocampus
Hypothalamus
Substantia nigra

Putamen basal gan
Spinal cord cervical c—1

S
=)
€
IS
>
=
B
©
¥}
»
e
©
2
E
3
3
o
©
@
3
2
]
S
=

TRMT61B
TYW5

BIPI

TRMT61B

Amygdala

Anterior cingulate cortex %A24 | |
Hippocampus

Hypothalamus |

Caudate basal ganglia

Cerebellar Herm%phere

ortex

Frontal Cortex BA9

Nucleus accumbens basal ganglia
Putamen basal ganglia
Substantia nigra

Spinal cord cervi

PTSD

|
o

ganglia
Cerebellar Hemlscphere
ortex

Amygdala
Anterior cingulate cortex BA24
Frontal Cortex BA9

Hippocampus

Hypothalamus

Nucleus accumbens basal ganglia
Substantia nigra

<
=4
<
o
©
@
o
a
=
5]
£
£
S
a

Caudate basal
Spinal cord cervi

BIPII

dala
A24

udate basal ganglia
Cerebellar Heml%phere
ortex

g
al c-1

ganglia

Amy

gulate cortex
Hippocampus

Hypothalamus

Nucleus accumbens basal ganglia
Substantia nigra

Frontal Cortex BA9
Spinal cord cervif

Putamen basal

Cal

Anterior cin

SCz

THUMPD1
THUMPD3
TRDMT1
TRIT1
TRMT11

=
D
<
3
2
o

00mm-
g3g3azssasTe
gipzcacconte
SMEESXESSS
50293 8T 5508
E25E £O8&5sst
S%0 R80335s
83T Oggxs8y
02x TITO9pS
Lo8 £ Tocl3
T23 5 2§34
S8% 5 P8
230 - €8
588 55§
=-0 sas
S 8
I ®
3 3
< S

S

z

Score
1

0.5

-0.5
O




image9.png
Cs

es
Pseudo-bulk

Astrocytes
Microglia
Oligodendrocgt
(e]

Excitatory neurons
Inhibitory neurons

es
Cs

Microglia
Pseudo-bulk

Astrocytes
Oligodendroc
godendr s

Excitatory neurons
Inhibitory neurons

ADAT1
LARP7
MEPCE
METTL14
METTL2B
NSUN2
NSUN5
NUDT12
OSGEP
RPUSD3
TFB1M
TGSt
THUMPD3
TYW5

ADHD

Astrocytes
Microgli

Excitatory neurons
Inhibitory neurons
Oligodendroc

T
he
(W)

Astrocytes
Microgli

Excitatory neurons
Inhibitory neurons
Oligodendroc

glia
es
Cs

K

Ol
Pseudo-bulk

glia
es
Cs

K

Pseudo-bulk

(0]

ADAT1
CMTR2
DCP1B
LARP7
MEPCE
METTL14
METTL2B
NSUN2
NSUN5
NUDT12
OSGEP
RPUSD3
TFB1M
TGS1
THUMPD3
TYW5

ANX

Microglia

Astrocytes
Oligodendrocyt
op

Excitatory neurons
Inhibitory neurons

-
O

Astrocytes

Excitatory neurons
Inhibitory neurons

Cs

es
Pseudo-bulk

es
Cs

Microglia
Pseudo-bulk

Oligodendroc
godendresk.

ADAT 1
CMTR2
DCP1B
LARP7
MEPCE
METTL14
METTL2B
NSUN2
NSUN5
NUDT12
OSGEP
TFB1M
TGS1

THUMPD3

TYW5

BIPI

| | CMTR2
DCP1B
LARP7
MEPCE
| METTL14
METTL2B
HNSUNZ
NSUN5
NUDT12
OSGEP
RPUSD3
2= W mTFBiM
TGSt
| | ¥ THUMPD3
R
2659583
833580¢
= CC
25522 3
ss B8 ¢
55 §
cc =
g€ ©

PTSD

ADAT1
CMTR2
DCP1B
LARP7
MEPCE
METTL14
METTL2B
NSUN5
NUDT12
OSGEP
RPUSD3
TFB1M
TGSt
THUMPD3
TYW5

Microglia
t/)tes
ulk

Astrocytes
odendroc!
Pseudo-|

Excitatory neurons

Olig

Inhibitory neurons

BIPII

ADAT1
CMTR2
DCP1B
LARP7
MEPCE
METTL14
METTL2B
© NSuN2
NSUN5

Astrocytes
glia

es

Ong
Pseudo-bulk

Excitatory neurons
Micro

Inhibitory neurons
Oligodendroc

SCZ

ADAT1
CMTR2
LARP7
MEPCE
METTL14
METTL2B
[ NSUN2
NSUN5
NUDT12
OSGEP
RPUSD3
I TFBIM

1
THUMPD3
TYW5

glia

es

Ong
Pseudo-bulk

neurons
Micro

Astrocytes
Oligodendroc

[ |
Excitatory neurons 8

Inhibitor

Score
1

0.5

-0.5
o




image10.png
SMR sQTL for AD SMR sQTL for ADHD

No. events: 0/117

No. events: 0/28

[ T
£ g

- ~2
o o
- -
[ D
o o
] ]

1

0 1000 2000 3000 4000 5000 [¢] 1000 2000 3000 4000 5000
SMR sQTL for BIPII SMR sQTL for HD
1.0

1.0 No. events: 0/0 No. events: 0/0

—log10 (FDR)

1000 2000 3000 4000 5000

SMR sQTL for SCZ

No. events: 0/0 No. events: 15/1283

-
o

—log10 (FDR)
o
o

0.0
1000 2000 3000 4000 5000

0

0 1000 2000 3000 4000 5000

SMR sQTL for ANX

No. events: 0/0

-
o

-log10 (FDR)
o
o

0.0
1000 2000 3000 4000 5000

SMR sQTL for PPD

-
o

No. events: 0/0

-log10 (FDR)
=}
(5,

0.0
1000 2000 3000 4000 5000

SMR sQTL for BIPI

No. events: 6/220
NSUN2

NSUN2

1000 2000 3000 4000 5000
SMR sQTL for PD

0

1.0

No. events: 0/0

-log10 (FDR)
o
o

0 1000 2000 3000 4000 5000




image11.png
-log1o(p)

Probability

—log1o(p)

Probability

-log1o(p)

Probability

BIPI-NSUN2 BIPI-QTRT1
6l 13746439 100 8 1572482 1100
‘g t’s 2 3 & ° 175
4 8 ] °
50 § & 4] <, " t50
24 5 8 2 eo - ) 25
0 0 % o1 fo
1.00{ F100 2 1.004 }100
QO >
0.751 75 7 £ 075 175
0501 re10g34287 503 8 050 50
o
0.251 25 3 2 o025 rs3810154 t25
0.00 0o £ 0.00 e e R i e T s oo 0
MED10 NSUN2 TENT4A AP1AtG4D APIM2 | CQTHTT pNmz  c190ri38
B —3 —CARM1
UBE2QL1 SRD5A1 1PREPEN, Caap A
6400000 6500000 6600000 6700000 6800000 6900000 10600000 10700000 10800000 10900000 11000000 11100000
Position on chromosome 5 Position on chromosome 19
BIPI-MRM1 SCZ-TYW5
81 rs11650008 100 154 rs11iBO723 100
] ) % L F = oo awoe guw o oo |
6 ?}:‘ S e g g . K 75
49 50 3 5 o oD ® 50
® D (5] @ ° ) ° ) ™
2{ © oo %0, o s 5 5 % ¢ 0® i.i.a'ri G .ﬁ. I!I il t25
QO
0 0o = 01 to
1.00 100 2 1.00 100
Q0 >
0.751 75 3 £ 075 75
—_ o
0.501 50 2 8 050 t50
o rs281766
0.25 rs3736166 5 2 2 o025 oR tos
0.00 0o = 0,001 commimermmumntatecaramrareaeradrmularmma | o
ZNHIT3 ~ GGNBP2 MRM1 _FTCDNLT_ Cc20rf69
MYO19  DHRST1 W5, 154
34800000 34900000 35000000 35100000 35200000 200600000 200700000 200800000 200900000 201000000
Position on chromosome 17 Position on chromosome 2
SCZ-NSUN6 SCZ-TRMT61A
rs6482437 100 r.sa8§591 100
@ —
107 "‘& & @ 758 T 10 @ e 75
° ®o 3 S ° (g [ felccee]
5| 03 & LS o t50
5 3 7 5 Gagrasfoumd to5
04 0 g 0 0
1.00 100 3 1.00 100
rs19£6026 T >
0.751 t75 ® & 0751 175
(] Q
0.501 50 £ 8 050 1512432904 150
] 2 ¢
0.25 o 5 5 £ 025 25
0 00 o (R S SO T e« T (OIS O O O s () 0.00 M— 0
CACNB2 ARL5B __MARK3 ckB  COAS XRCC3
- TRMIGIA 21
__NSUN6_ ElFs Jé%‘ KLC1 N 1mism
18600000 18800000 19000000 19200000 103800000 103900000 104000000 104100000 104200000

Position on chromosome 10

r2 © 0.0-0.2 @ 0.2-04 © 0.4-0.6 © 0.6-0.8 ® 0.8-1.0

Position on chromosome 14

(qQu/N0) 81el uoneuIquoday (QIN/ND) ¥l uoneulIquioday

(QIN/IND) 81el uoneUIqUWIOD8Y




image12.png
/ nvorsa varianc weightod (fxd ofects) / Weightod mecian

/' ‘simpe moce
Univariate MR results for BIPI, 95% CI

Iverse variance weghted (bed efoct)
—_— .
M Egoer
—_—
Simple moge
Weigntea medan
2 e :
2 e, * Weighted moce
. 0% 004 056 030 10
ous Fato

SNP effect on outcome

000 0% _ 0% or 10
SNP effect on exposure

/ inerse variance woighd (mipbcaive ancom afocs) / Weighed modian

/ simplo mod
Univariate MR results for BIPI, 95% CI
010 O
——
-

simpic mode.
—_—

Weigniea meaian
——

Wieighied mode.

03 o "

SNP effect on outcome
& o o
8 2 g
H }
£

00 02 0r 3 Ta
SNP effect on exposure

/ iverse variance welghted (e effets) ,” Welghted mecian
/ simple mode

o025 Univariate MR results for BIPI, 95% CI
[rn—————
——
R Egger
-_—
Simpie mode.
—_—

Weigned mecian
—_—

Wieighied mode.

—_—

09 10 “

o075 oo Rato

SNP effect on outcome
Py s o
g 8 g
.
I

00 o102 05 o0& 05
SNP effect on exposure

/ Inverso vrians welghted (e fots) // Welghiod median

/ simplo mod
Univariate MR results for BIPI, 95% CI

ooa
[
Pl .
2 o0 s
§ .
3 —
: e
£ o .
% ‘Weignted mecian
e
: -
5. I
[ —m——
o o
o

00 oz

3 3
SNP effect on exposure

100
6 B 200 ° o o
g, §
H 50 3
T2 25 g 150
0. 0 § B
ENSGO0000037474.15 T L]
o 100 8 100 N
200 & z . B
3 150: i g % o o LY
2 100 ‘, 0 52
T 50 25 B =
T
0. 0
MEIO  NeNTENTIA
UsggpL1 SRQEAT

6300000 6600000 6900000
Position on chromosome 5

BIPI
|DDm
g © 8
s 50 3
i 2% g
o 8
100 peoy 0
g ) i
§ % 50 3
T 25 25 8
oﬂa s
e g
R sl
e
Qe

200250000 200500000 200750000 201000000 201250000

Position on chromosome 2 ~log10(P value) GWAS

250 500 750

density

BIPI
4 100
5 s ™ g
§ 2 0 3 4
T 25 3
o o T
Y
ENSG00000166166.13 >
© ) 10, %
P P 8ay
E] 50 3 8
82 5%
T 10 % 87
5
o 0 10
" R
= " i
e T ol
sy o

103560000 103750000 104000000 104250000 104560000 [
Position on chromosome 14

7 ]
—log10(P value) GWAS

e oo s e s o orw e ot

8 100
z
= F
s o ¥y
S 4 50 3
8 ° &
T 3
2 25 % # 75
o 0 *4
ENSG00000241058.4 T
120 0§ g
Do
5 © 58S
; 60 50 3 8
T 30 25 §
5
0 0
—msENEL RS
NS o

18600000 18900000 19200000

Position on chromosome 10





image13.png
MR Estimate

MR Estimate

MR Estimate

MR Estimate

SNP effect on outcome.

010

005

005

000,

/ Invorso varianco weighod (fod ofocts) /. Woghtod mosian

/ simpiamos

025 0% o7
SNP effect on exposure

o

/ simplamoce

SNP effect on outcome:

000.

-005:

72 0r 0o v
SNP effect on exposure

Univariate MR results for SCZ, 95% CI

Iverss varance weighed (e efects)
—_—

R Egger
—_—
‘Simple o

Wexnted mecian
wielghtea moge

B a—

os 0w o
O st

o089

/ Inverse variance weighted (mulipicative random effects) ,/* Weighted median

Univariate MR resutts for SCZ, 95% CI

s vatane oo (mutpicathe o k)
—_— .
ko
—_—
Sl moce
e

050 105

/ Iverse varance weighted (muplcative rando sfects) / Weighted median
/ sinple mads

SNP effect on outcome

002

H

&

A

004

0102 o0a o0 O

SNP effect on exposure

Univariate MR results for SCZ, 95% CI

Iorsa varianco woighid (mutplcaiive random offocts)

/ Inverse varance welgted (mulllaie random eflect) /” Welghted median
/ Simple mode

SNP effect on outcome

00
000 —;——'
oo
oo
006

02 01
SNP effect on exposure

Univariate MR results for SGZ, 95% Cl

s vaance wegpte3 (mutpicas ancom et
—
oo
PO e
-
St

PE—
———

et e
PR G —
080 102

ows a0

0% 105

=logio(p)

—logio(p)

4 100
o > o0e o mmeme
3 75 3
g, & g
2. o o 50 5
1 25 § 150
s E
o3
ENSG00000037474.15 g
= 100 2 100 -
i 75 7L
50 g2
€ 50 3 &
00 @, 55 . o
50 25 B
5
o 0
WEpi0  NegnTENiA
gL SAQeAT
6300000 6600000 6900000

Position on chromosome 5

—log10(P value) GWAS

dornaity VN

50H009500000500

100
100
s e 8
2 50 3
2 5
T 255 75
0o °© %
T
100 23w
g 8o
3 50 38
$ 255 8
3
o BB
T "3
-y sz
a0
T o
200250000 200500000 200750000 201000000 201250000 T T B
Position on chromosome 2 ~log10(P value) GWAS
? © miss © 00-02 © 0. 08-10 danany |
250 500 750
scz
100 N
s 7 8
§ > © o 50 3 4
5 s ° 2
T i )
0 ) 2
Q0
ENSG00000166166.13 5
50 . 100 Kl
= 40 (rzrasiis g
5 T,
R 50 3 8
8 2 5%
T o %8¢
o 0 o £03e
o@%};’ = o
s il [ T e
i o oo «
103500000 103750000 104080000 104250000 104500000 T 3 5 2
Position on chromosome 14 —log10(P value) GWAS
donany NN
00 6001200600
100
F
R =g ol
g g Q.
-5;6 50 2
25 & .
=
L
ENSG00000241058.4 T
120 3
i 00§
g % s 75 g &
= w ER
H ] 50 3 8
T30 25 8 ®
T
o 0
—foAn AT
e o
18600000 18900000 19200000 3 3 T S T
Position on chromosome 10 log10(P value) GWAS
2 o me o510 donay |

so0i00a502000





image14.png
MRM1 Coloc

mQTL

eQTL

sQTL

mQTL

eQTL

080 085 090 0095
pp h4 abf

TYWS5 Coloc

@

LY

06 07 08 09 10
pp h4 abf

sQTL

mQTL

eQTL

QTRT1 Coloc
- Se0, @
] y H o °Q
° .- o
s o % “

07 08 09 1.0

pp h4 abf
TRMT61A Coloc
sQTL o s ‘
| AT
haQTL . ¢ .'
05 06 07 08 09 1.0

pp h4 abf

NSUNG6 Coloc

mQTL

apaQTL

025 050
pp h4 abf

Trait

® Bipolar disorder
® Schizophrenia

Other Traits

0.75





image15.png
NSUN2

TYW5

NSUNG6

MRM1

TRMT61A*

QTRT1*

NSUN6

MRM1

TRMT61A*

NSUN2

QTRT1*

TYW5

NSUNG6

TYW5

MRM1

NSUN2

TRMT61A

QTRT1

M Caudate LM (95% CI)

—e—

——e—

M HIPPO LM (95% CI)

M DLPFC LM (95% CI)

-2

-3

-2 -1
Beta value

-2

0
Beta value

-1

0
Beta value

0

1

TYW5

MRM1

TRMT61A

NSUNG6

NSUN2

QTRT1*

TYW5

TRMT61A*

NSUN2*

QTRT1*

MRM1*

NSUN6*

TYW5

MRM1

NSUN2

TRMT61A

NSUN6

QTRT1

F Caudate LM (95% CI)

F—e—H

——e—H

-4

-2 0 2
Beta value

F HIPPO LM (95% CI)

—e—

-6

-3

0 3 6
Beta value

F DLPFC LM (95% Cl)

-4

-2

0 2 4
Beta value




image1.png
s
|

ZI .i Ilnli ”isil i ;'ie 'féam /

ADHD

it “l'“ H |
I ;aizlil}i bidti ilﬁ LT

ALCDEP

ASD

%Izii lili Ili.nlllilh Eg

/

i Ji m:! ““hlli l;

i

HPI

; ’“ lilnﬁ “HI"“I‘; i|

EPH

| ii Itmi itll “h”li% i ikaJ

E
':i
!/

e

L e T
. i :
it 4 :i'. ;

'sgiliilii. H 1““‘:1“&«

CuD

, g j.'
H i’! i
;1 i m l.lml It pﬁ il

nnnnn




image2.png
co——a

""“ﬁfh M / i m-jii{ii]|ii%iz§.i:.,|kgi;éﬂ Padilia

OCD

i ai umi 1I
PPD

i
3
32'

¢

mli ”i.tllllhh i ml / 1lé.%i2|iiji‘aiii&gjllliliizi;‘ig;ﬁgifiaﬂ /

PTSD

5o ‘ l ’ : I % 7 ;3 " I L J § i
S RESTINY B S o . : P P P B S A U

et ‘*’*'i'll: E.Egﬁ“e T ,.jfi_.' if.i-! iy

qte "‘: = Rilais ¢ i?‘ ng ".-Zi g‘ g i.j | ih’ 4' :- a
UI;iizlilqd.ﬁs“l:i![i‘_ Ligkal 2~ Ll biEienil el

S

TS

B I R ll {1 }j,ifj;;.”t/
i muh.nh.mhhn..;xiu..u // Li;illii{il,i!j:iﬁi!{liiz{,;,i'{i;j;‘ﬁi.. (T





image3.png
Gene-based analyses for AD

No. sample: 762,917
No. genes: 2/176

o

9
o o
o o
5 v
o =
= =
<3 o
kel Ke]
T T
2
0
0 1000 2000 3000 4000 5000
Gene-based analyses for ASD
6
3 No. sample: 46,351
No. genes: 0/24
[ [
o o
o o
- -
o =)
- -
o o
o o
T T
0 1000 2000 3000 4000 5000
Gene-based analyses for ED
10.0
No. sample: 72,517
75 No. genes: 1/133 10

—log10 (FDR)

0o 1000 2000 3000 4000 5000

Gene-based analyses for PD

No. sample: 10,240
No. genes: 0/0

_10 10
o i
o [a]
L w
o o
= @

005 005
[ I

0.0 0.0

1000 2000 3000 4000 5000

Gene-based analyses for ADHD

Gene-based analyses for ALCDEP

8
] No. sample: 225,534 15 No. sample: 52,848
° No. genes: 1/357 ) No. genes: 0/1
H [

[a]

w10

o

-

j=2

k=]

I

o
o

0.0

0o 1000 2000 3000 4000 5000 o 1000 2000 3000 4000 5000

Gene-based analyses for BIPI Gene-based analyses for BIPII

No. sample: 370,856
No. genes: 0/1

No. sample: 475,038
No. genes: 8/989

0 1000 2000 3000 4000 5000 0 1000 2000 3000 4000 5000

Gene-based analyses for HD Gene-based analyses for PPD

No. sample: 70,765
No. genes: 0/14

No. sample: 27,651

No. genes: 0/0 15

—log10 (FDR)

0 1000 2000 3000 4000 5000 0o 1000 2000 3000 4000 5000

Gene-based analyses for PTSD Gene-based analyses for SCZ

No. sample: 130,644
No. genes: 22/2645

No. sample: 34,529

No. genes: 0/0 15

—log10 (FDR)

1000 2000 3000 4000 5000

]

1000 2000 3000 4000 5000

Gene-based analyses for ANX

No. sample: 21,761

No. genes: 0/0
1.0
—
i
[a)
L
o
>
o 05
1
0.0
0 1000 2000 3000 4000 5000
Gene-based analyses for CUD
L
° No. sample: 374,287
No. genes: 0/10
—~2
o
[a)
w
=
o
-
2]
=
[

0 1000 2000 3000 4000 5000

Gene-based analyses for OCD

No. sample: 9,725
No. genes: 0/0

[ 1000 2000 3000 4000 5000

Gene-based analyses for TS

No. sample: 14,307
No. genes: 0/0

o

-log10 (FDR)
o
(4]

1000 2000 3000 4000 5000

0




image4.png
Gene-based analyses for AD

No. sample: 762,917
No. genes: 2/276

9
[
[a]
L
Py 6
=
=3
o
[
3 RITY
TRMT61A

[ 1000 2000 3000 4000 5000

Gene-based analyses for ASD

No. sample: 46,351
No. genes: 0/39

—~log10 (FDR)

0 1000 2000 3000 4000 5000

Gene-based analyses for ED

No. sample: 72,517

7.5 No. genes: 0/171

—~log10 (FDR)

0 1000 2000 3000 4000 5000

Gene-based analyses for PD

No. sample: 10,240
No. genes: 0/0

o

—~log10 (FDR)
o
o

0.0
1000 2000 3000 4000 5000

0

Gene-based analyses for ADHD

125
No. sample: 225,534
10.0 No. genes: 2/538
g
[y 75
o
1S 5.0
s
]

n
o

0.0

0o 1000 2000 3000 4000 5000

Gene-based analyses for BIPI

125
No. sample: 475,038

10.0 No. genes: 8/1320
[
o
L 75
o
-
8 s0

T
25

0 1000 2000 3000 4000 5000

Gene-based analyses for HD

No. sample: 27,651
No. genes: 0/0

0 1000 2000 3000 4000 5000

Gene-based analyses for PTSD

1.6
No. sample: 34,529
__________ No. genes:0M- - - - - -
—~12
o
[a)
L
o8
-
j=))
o
[

o
~

0.0

1000 2000 3000 4000 5000

Gene-based analyses for ALCDEP

No. sample: 52,848
No. genes: 0/0

o

-log10 (FDR)
o
o

0.0

o 1000 2000 3000 4000 5000

Gene-based analyses for BIPII

2.0
No. sample: 370,856
No. genes: 0/1
T15
a
L
210
j=2]
o
1

o
o

0 1000 2000 3000 4000 5000

Gene-based analyses for PPD

No. sample: 70,765

15 No. genes: 0/19

—log10 (FDR)

0o 1000 2000 3000 4000 5000

Gene-based analyses for SCZ

16
No. sample: 130,644
No. genes: 21/4147

N

-log10 (FDR)
@

]

1000 2000 3000 4000 5000

Gene-based analyses for ANX

No. sample: 21,761

10 No. genes: 0/0
—
o
[a]
L
o
>
305
T
0.0
0 1000 2000 3000 4000 5000
Gene-based analyses for CUD
°
No. sample: 374,287
No. genes: 0/10
T2
[a]
w
o
=
o
o4
T
0
0 1000 2000 3000 4000 5000
Gene-based analyses for OCD
No. sample: 9,725
No. genes: 0/0
1.0

—

0o 1000 2000 3000 4000 5000

Gene-based analyses for TS

No. sample: 14,307
No. genes: 0/0

_

0o 1000 2000 3000 4000 5000

o
[ ]

—-log10 (FDR)
o
(4]




image5.png
-log10 (FDR)

-log10 (FDR)

—log10 (FDR)

—log10 (FDR)

N

-
©

o
2

TWAS analyses for AD TWAS analyses for ADHD

No. genes: 0/27

No. genes: 0/13

1.0
o oc
o [a]
w w
o o
1) >
S g80s
] ]

0.0
250 500 750 0 250 500 750 1000
TWAS analyses for ASD TWAS analyses for BIPI
| J
No. genes: 0/8 PY No. genes: 1/51
4 10
o o
[a] [a]
w 5
o o
1) 1S
o2 o0
T T
0 0.0
0 250 500 750 1000 0 250 500 750 1000
TWAS analyses for ED TWAS analyses for HD
o L.
15
No. genes: 0/13 No. genes: 0/0
1.0
e T
o o 1o
L L
o o
T Tos
0.0 0.0
0 250 500 750 1000
TWAS analyses for PTSD
8
No. genes: 0/0 No. genes: 0/0
1.0
—
o
[a]
L
o
>
3 0.5
I
0.0

750

0o 250 500

TWAS analyses for ALCDEP

No. genes: 0/0

0 250 500 750 1000
TWAS analyses for BIPII
No. genes: 0/0

0 250 500 750

TWAS analyses for PPD

0 250 500 750

TWAS analyses for SCZ

No. genes: 1/111

500 750

0o 250

1000

1000

1000

TWAS analyses for ANX

No. genes: 0/0
1.0
o
o
w
o
s
3 0.5
1
0.0
0 250 500 750 1000
TWAS analyses for CUD
3
No. genes: 0/3
T
[a]
L
o
-
=3
o
T
0 250 500 750 1000
TWAS analyses for OCD
No. genes: 0/0
1.0
—
o
o
w
o
@
3 0.5
]
0.0
0 250 500 750 1000
TWAS analyses for TS
®
No. genes: 0/2

1000

[ 250 500 750




image6.png
TWAS analyses for AD TWAS analyses for ADHD
25
20
No. genes: 1/34 20 No. genes: 0/53
T 15 o
o [a]
< '
o 10 o
S 1.0
Ke] o
1 [
5 05
0 0.0
0 500 1000 1500 0 500 1000 1500 2000
TWAS analyses for ASD TWAS analyses for BIPI
6
No. genes: 0/11 No. genes: 2/56
2
[ T
o [a]
v w
o o
= =
1 o
Ke] o
T T
0
0 500 1000 1500 2000 0 500 1000 1500 2000
TWAS analyses for ED TWAS analyses for HD
Jde e
No. genes: 0/22 No. genes: 0/0
1.0
—_ —
o o
o [a]
w L
o o
@ =3
8 808
] I
0.0
0 500 1000 1500 2000 0 500 1000 1500 2000
TWAS analyses for PD TWAS analyses for PTSD
No. genes: 0/0 No. genes: 0/0
1.0 1.0
oc
o
w
o
1=
3 0.5 0.5
|
0.0 % 0.0

1000

1500

2000 0

1000

1500

TWAS analyses for ALCDEP

No. genes: 0/0

1000 1500

TWAS analyses for BIPII

[ ] No. genes: 0/0

-
o

—-log10 (FDR)
o
(4]

__

0.0

) 500 1000 1500

TWAS analyses for PPD

No. genes: 0/1

-
o

~log10 (FDR)
o
(4]

0.0

o 500 1000 1500

TWAS analyses for SCZ

No. genes: 3/203

1040
—~
g [ ]
g |
o [ ]
=)
>
o
T

1500

2000

2000

2000

TWAS analyses for ANX

No. genes: 0/0

1.0

o
o

0.0
0 500 1000 1500 2000
TWAS analyses for CUD
No. genes: 0/2

1000 1500 2000

TWAS analyses for OCD

No. genes: 0/0
1.0

—~log10 (FDR)
)
[,

1000 1500

TWAS analyses for TS

No. genes: 0/0

1000 2000

1500

0 500




