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Fig. S1. Manhattan plot and Q-Q plot of MDD and insomnia.

Manhattan plot shows the associated SNPs of a. MDD and b. insomnia from the GWAS
summary statistics from Wray et al. and Lane et al., respectively. The red dashed line
indicates the genome-wide significance threshold at P = 5e-8. c. Q-Q plot of the
meta-analysis of MDD and insomnia. Q-Q plot of MDD is shown in d, and that of
insomnia is shown in e.



—logyp(p-valug)

—logsp(p-value)

r.-’-‘

0.8

rs113851554
&

ACOTA391.1—> —AC118345.1 = MIR4778 MEIST—= = LINCOT797 = ACO05474.2
— i 1 o m i
.*10074391.2—-* —ACT 18345.2 LINCGJS?S—P LINCD1798—= *—ACG?S“??‘LT
ACO92669.6—= LINCO1799—
1 i
< MEIST-AS3 —LINCOT828
= MEIST-ASZ2
T I 1
66.4 66.6 66.8 67 67.2

Position an chr2 (Mb)

20
rs12658032
%

r — 100

LINCOZ165—> —APTI-6N13.1
ANU1-140P—> RP11-313L6.2—> RPT1-6N13.4— ~—CTD-2374C24.1
<~ RN7SL255P ~— RNUG-334P
T T | : T |
103.6 103.8 104 104.2 104.4

Position an chrs (Mb)

— 100

(ayywngo) 1Bl uolBUIqWIoDIaY

{gpi/e) slel uoneuIgLIODSY



—logq(p—value)

—logyglp-valug)

z — 100
r 1512552
®
15 | 0 e
@
0.6 — 80 r;E,
0.4 %D@ §
0.2 o &
10 - — 60 fi
=2
=
.
40 @
g
5 — ==
5
20 =
0 0
TPTEZ2P3—+ <= GNMD PPIAPZ6—+ OLFM4—= RP11-24H2.3—~ RP11-384G23.1-=
i H—H 1 H+ H —t
RP11-78421.7—= MIR753-> =— LINCOT065 = AL450423.1
— 1 H L
MRPS31P4—= “— PCDHE PCDHBPT—= “— ZNFE46PT
—HH | ] [ ] ]
HNHN!:AFLé—* HN?SLISTBP—!*
<~ RP{1-93H24.3
SUGTT—
. -
T T T T 1
53.2 53.4 536 53.8 54
Position an chr13 (Mb)
y — 100
r
rszul%sﬁa ?
15 — Is]
o® © 0.8 80 g
bl 10 8
10 - %‘ 0.4 =
o 0.2 -
- g - ap 8
@ L D
5 : =)
4 20 £
X =
g
0 0
—LINCOT180 ~—GJCT = GFAP —DCAKD ACBD4—= FMNLi—= = (CTB-39G8.2 = LRACS7A4P
MEIOC—= HIGDT1B—=  =~C1QLY NWAT 1 = < CTO-2020K17.5 <« ARHGAPZ7 DND1PT—=
= CCDC43 - EFTUDZ ¥ _ANA—= = CTD-2020K17.1 CTB-33GE.3—~ RAP11-798GT7.6—
HH - i —a i HHH
< RAP11-1072C154  CCDC103—> <PLCD3  MAPGKI4-AST—= =—ACO911322 < MAPKEIP1PZ
RP11-1072C15.6— FAM167A— “—ACT42472.6  +— MAP3KT4 < PLEKHM1T RPS26P§— g
] 1] ] L | TR B I genes
DEFiE— RN7SLA05P— HEXIM{— < SPATAZ2 ACO91132.1— omitted
= ANFSLB1GP —KIFi88 = AC002117.1 = ANASSP443 = AN7SL730P
=RP11-1072C15.1 CTD-2534121.6—= HEXiM2—= = AN7SL739P
ADA'_hﬂ = CTD—E‘S.?#IE‘I.Q—* *RPIS—?QDHIE.E RF1 ?—??SG?.S—!-
CTC-296K1.3— — CTD-2020K17.4 RP11-798G7.5—
T T T T I
428 43 43.2 43.4 43.6

Position on chri17 {Mb)



Z — 100

-

rs9320016
cee 0.8

- logyg(p-value)
(D) S1B1 UOHEUIGWIOISY

- CCDCEE = LINCOT1825 =—TCF4 RPTT1-397AT16.1—=
HE— e
M.;‘IF'?LCSF—P *—HNA.:_‘TSP‘JSQ TCF‘I—._H'SI—P HF'L.??F?ZS—P - L.'N{.TU 1415
*—ACUSIESBJS. 1 MiRa529— RP1 I—SQ:FA 16.8—
TCF4-AS2— = LINCO14186
H [ ]

CTO-2008L17. 1=
—

[ | | I 1
52.6 52.8 53 53.2 53.4
Position an chr18 {Mb)

Fig. S2. Regional association plots of the top 5 variants. Regional association of a.
rs113851554, b. rs12658032, c. rs12552, d. rs201018268 and e. rs9320016 are shown.
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Fig. S3. Second level of cell type specificity analysis. a. Result with mouse
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cerebellum. b. Result with mouse frontal cortex. Bars in red represent s

enrichment.
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Fig. S4. Functional consequences of SNPs on genes in positional mapping. The
horizontal axis indicates different functional consequences. The vertical axis shows the
proportion. Colors code enrichment level and direction. Stars represent significance at P

< 0.05.



