
Ta
bl

e 
S1

 M
in

or
 a

lle
le

 fr
eq

ue
nc

y 
of

 9
SN

Ps
 in

 th
e 

N
D

U
FS

7 
ge

ne
 

SN
P

Po
si

tio
n

A
lle

le
a

M
in

or
 a

lle
le

fr
eq

ue
nc

y
b

H
N

P
H

N
C

C
H

B
C

H
D

JP
T

C
EU

TS
I

A
SW

LW
K

M
K

K
Y

R
I

G
IH

M
EX

rs
38

48
63

8
13

34
64

9
G

/T
-

-
0.

30
4

0.
35

9
0.

40
1

0.
47

9
0.

47
2

0.
29

4
0.

25
0

0.
37

4
0.

27
0

0.
44

9
0.

42
3

rs
23

32
49

6
13

35
69

0
G

/A
-

-
0.

30
4

0.
35

3
0.

43
0

0.
49

1
0.

46
6

0.
29

4
0.

21
1

0.
36

4
0.

27
0

0.
45

5
0.

42
3

rs
72

54
91

3
13

39
32

0
A

/G
-

-
0.

44
0

0.
38

2
0.

36
0

0.
35

9
0.

36
4

0.
32

5
0.

35
6

0.
31

1
0.

33
5

0.
26

1
0.

35
6

rs
11

42
53

0
13

39
53

8
C

/T
-

-
0.

31
5

0.
35

9
0.

41
9

0.
38

0
0.

38
6

0.
32

5
0.

24
4

0.
45

8
0.

30
9

0.
39

8
0.

48
1

rs
11

66
60

67
13

40
51

7
C

/A
-

-
0.

31
5

0.
35

9
0.

41
9

0.
37

6
0.

36
9

0.
32

5
0.

24
4

0.
45

8
0.

30
9

0.
39

8
0.

48
1

rs
20

74
89

5
13

41
75

7
C

/A
-

-
0.

31
5

0.
35

9
0.

41
9

0.
38

0
0.

38
6

0.
32

5
0.

24
4

0.
46

5
0.

30
9

0.
39

8
0.

48
1

rs
20

74
89

6
13

42
05

9
G

/T
0.

32
7

0.
29

2
0.

24
4

0.
25

9
0.

22
1

0.
02

1
0.

02
3

0.
08

7
0.

16
7

0.
03

1
0.

07
4

0.
12

5
0.

11
5

rs
20

74
89

7
13

42
23

5
G

/A
0.

26
5

0.
27

3
0.

29
2

0.
35

3
0.

37
8

0.
47

9
0.

49
4

0.
11

9
0.

01
1

0.
26

2
0.

02
2

0.
42

6
0.

42
3

rs
20

74
89

8
13

42
36

1
G

/A
0.

37
6

0.
39

8
0.

44
0

0.
38

2
0.

35
5

0.
35

9
0.

36
4

0.
32

5
0.

35
6

0.
30

4
0.

33
9

0.
26

1
0.

35
6

a
M

aj
or

 a
lle

le
 / 

m
in

or
 a

lle
le

b
D

at
a 

w
er

e 
re

tri
ev

ed
 fr

om
 H

ap
M

ap
 d

at
as

et
s (

H
ap

M
ap

 II
I r

el
ea

se
 2

).
M

in
or

 a
lle

le
s o

f S
N

Ps
 rs

38
48

63
8

an
d 

rs
23

32
49

6
in

 p
op

ul
at

io
n 

TS
I w

er
e

al
lG

, w
he

re
as

 in
 o

th
er

 p
op

ul
at

io
ns

 th
e 

m
in

or
 a

lle
le

s w
er

e 
T 

an
d 

A
, r

es
pe

ct
iv

el
y.

M
in

or
 a

lle
le

s o
f S

N
Ps

 rs
11

42
53

0,
rs

11
66

60
67

,a
nd

 rs
20

74
89

5
in

 p
op

ul
at

io
ns

TS
Ia

nd
 C

EU
w

er
e 

al
l C

, w
he

re
as

 in
 o

th
er

 p
op

ul
at

io
ns

 th
e 

m
in

or
 a

lle
le

sw
er

e 
T,

 A
an

d 
A

, r
es

pe
ct

iv
el

y.
H

N
P:

 H
an

 C
hi

ne
se

 w
ith

 sc
hi

zo
ph

re
ni

a 
fr

om
 H

un
an

, C
hi

na
;H

N
C

: N
or

m
al

 c
on

tro
ls

 fr
om

 H
un

an
, C

hi
na

 
C

H
B

: H
an

 C
hi

ne
se

 in
 B

ei
jin

g,
 C

hi
na

;C
H

D
: C

hi
ne

se
 in

 M
et

ro
po

lit
an

 D
en

ve
r, 

C
ol

or
ad

o
JP

T:
 Ja

pa
ne

se
 in

 T
ok

yo
, J

ap
an

;C
EU

: U
ta

h 
re

si
de

nt
s w

ith
 N

or
th

er
n 

an
d 

W
es

te
rn

 E
ur

op
ea

n 
an

ce
st

ry
 fr

om
 th

e 
C

EP
H

 c
ol

le
ct

io
n

TS
I: 

Tu
sc

an
 in

 It
al

y;
A

SW
: A

fr
ic

an
 a

nc
es

try
in

 S
ou

th
w

es
t U

SA
LW

K
: L

uh
ya

 in
 W

eb
uy

e,
 K

en
ya

;M
K

K
: M

aa
sa

i i
n 

K
in

ya
w

a,
 K

en
ya

Y
R

I: 
Yo

ru
ba

n 
in

 Ib
ad

an
, N

ig
er

ia
;G

IH
: G

uj
ar

at
i I

nd
ia

ns
 in

 H
ou

st
on

, T
ex

as
M

EX
: M

ex
ic

an
 a

nc
es

try
 in

 L
os

 A
ng

el
es

, C
al

ifo
rn

ia



Figure S1. Linkage disequilibrium (LD) pattern of 9 SNPs in the NDUFS7 gene. Data 
were retrieved from HapMap III release 2. Block was defined according to Gabriel et 
al. (2002). 
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