X4 IDTEHI TP <0052 RULAER—H—BLUEDY—A—0O Y FRI7Y

Marker orwwEOmOBo No. of alleles chi-square P MLS
region
D1S1597 1p36.21 3 11.8 0.0376 0
D2S1328 2ql4.3 15 20.7 0.0021 o
D251384 2q34 22 14.9 0.0378 0
D381304 3p26.1 2 24.5 0.0009 0
D4S2367 4ql13.3 8 11.9 0.0178 0
D4S1647 4924 11 14.8 0.0383 0.78
D6S305 6q26 16 233 0.0255 0
D8S1106 8p22 4 11.3 (0.0232 0.24
D8S1132 8q23.1 14 17.6 0.0247 0
U_Bmwmﬁ 12q14.3 "8 15.6 0.0295 0.36
D135788 13q14.3 5 20.6 0.0237 0
D16S748 16pl13.13 2 15.6 0.0162 0
D16S3396 16q12.1 7 15.5 0.0302 0
D1751308 17pl3.3 1 10.2 0.0375 0.02
D18S&58 18q21.31 9 11.6 0.0408 0.07
D2151884 21g21.1 7 15.5 0.009 0.26
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5 — 1 : Japanese Genetics Initiative for Mood Disorders (JGIMD)
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*1  JGIMD (Japanese Genetic Initiative for Mood Disorders)  f{Z&RHEEA
%2 JSSLG (Japanese Schizophrenia Sib—pair Linkage Group) {{Z&RiHEEA
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Immobility time (sec)
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8 : QTLs influencing immobility times
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K13 : AKTIHEEGEFOBEEBREEINZE

195bp 18bp 101bp 125bp 129bp - 112bp 148bp 132bp 66bp
ex1 ex2 ex3 ex4 exs ex6 ex’ . ex8 ex9
-274~-79 -196~-179 -180~-80 -79~46 47~175 176~287 288~435 436~567  568~~632
[] M [] _ m | ,
L intron 1 L intron 2 L intron 3 intfron 4 intron 5 intron 6 intron 7 intron 8
2201bp 37bp 404bp 12384bp 3359bp 860bp 444bp 72bp
ATG VS5-113T>C|  1VS6-92G>A
+ >
o
68bp 126bp 129bp 215bp 88bp 103bp 1069bp
ex10 ex11 ex12 ex13 ex14 _ex15 ex16
633~702 703~828 829~-957 958~1172 1173~1260 1261~1363 1364 ~2431
intron 9 intron 10 intron 11 intron 12 ,Mw.mm 13 intron 14 intron 15 . .
158b P 1512b . 323b
957bp wwmcwm% 75bp PlVS13+23G>A g P TGA
> .
G 1251C>T IVS14+105-106insCTCAG
. IVS14+105-106insCTCAC
IVS14+32G>A
IVS14+66C>G IV§14+98A>G

IVS14+93C>T

IVS14+95-98delCTCA



#*6

Haplotypes defined by the "HV" region of AKTT gene and their frequencies

o .
Hapiotype olymorphism Number of haplotypes
N vS14 vVs14 WS14 VS14 IVS14 [VS14+105-106ins
o 1251C>T (% frequency)®
+32G>A +66C>G +93C>T +95-98delCTCA +98A>G (CTCAC) or (CTCAG)
1 C G C C - G insCTCAG 540 (70}
2 C G c C - A - 159(21)
3 C G G C - A - 39 (5)
4 C G C o del NAP - 23(3)
5 T G C T - G insCTCAG 3(0.4)
6 C G C ¢ - A insCTCAC 2{(0.3)
7 c A c C - G insCTCAG 2 (0.3)

? The haplotpes for 8 individuals out of 393 individuals could not be unequivocally determined, and these data are not included.

® NA, not applicable



=7

PDT analysis of haplotpe transmission in the bipolar pedigrees under the affection status model I (Il)

Transmission in disordant sibs

Parent-to-offspring
Im_u_oa,\umm Transmitted Non-transmitted Affected Non-affected ¢ score . P value
1 52 (73) 60 (83) 130 (139) 198 (179) -1.5(-1.3)  0.136 (0.200)
2 21 (27) 13 (20) 49 (52) 58 (51) 21(2.1)  0.039(0.038)
3 6 (12) 5(8) 8 (14) 16 (13) -0.9 (0.6)  0.345(0.555)
4 1(2) 2 (3) 7(7) 12 (9) 0.4 (-0.9) 0.654(0.361)

2 Only four common haplotypes were analyzed. See Table 1 for the structure of each haplotype.
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BB EE OB — BRI —IERAE RIZB N T
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HoED BT RRA e WENBEEED—2TH D
MR SEEL /ey 5= BRBET L ORI
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77.(p=0.000005, Kitao et. al,, 2000), = (>D20S95DHE %
WAL E ¥ 5B /5F23Chromogranin BiE{&Z+ TH

37

Db, BlERERARPERE KR

Chromogranin B0 RMBRR L U BT %
Tolc e 25, Exondil BT 24 0DERIZBNT,
AEGRBENRHDLIZ LRV L, FEROBTANE
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MBI A2BETEIMEHREYICRBY S
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