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2 . JSSLG OESAEN I AW FRE L O E kb g

Linkage Group (JSSLG)
{(No. of parents)
Center Family  Both parents One parent No parent
(in order from north to south)  2© (No. of sibs with schizophrenia)
2 3 2 3 2 3
Hokkaido University : 2 0 0 0 0 1 I
Niigata University 0 0 1 0 3 0
University of Tsukuba 11 0 0 0 2 9 0
RI@N Brain Science ; 5 0 5 0 0 0
Institute
NCNP 8 0 0 0 0 8 0
Nihon University 4 1 0 0 0 2 1*
Teikyo University 4 0 0 2 0 2 0
Hamamatsu University 9 3 0 4 0 2 0
Fujita Health University 9 0 0 0 0 8 1
Osaka Medical College 4 0 0 0 0 4 0
Okayama University 19 0 0 10 17 1
Umverm-ty of Occupational 10 | 0 0 0 9 0
and Environmental Health
Kyushu University ' 2 0 0 0 0 2 0
Saga Medical School 19 5 1 3 | 8 I*
Nagasaki University 17 6 0 6 1 3 |
Kagoshima University 1 0 0 - 0 0 1 0
Total 130 21 1 19 4 79 6

*Two affected sibs and one unaffected sib.



4

16 17 1819202122%X

_
16 17 18 19202122X




2% 3 : nominal significance level (MLS > 0.74)% 7Rk L 7= & BG4S

Chromosome cM from pter Nearest marker, distance from pter

MLS % IBD sharing

region marker marker (cM)

1923.3 204.6 0.87 ©0.56 D1S1677 204.6 cM
2q36.3 305.4 0.79 0.56 D2S427 305.4 cM
3q23 184.0 1.11 0.59 D3S1764 182.3 cM
4q23 114.4 0.78 0.56 D4S1647 104.9 cM
532 171.3 1.18 0.57 D552013 171.3 cM
8pl2 746 0.80 0.57 D8S1110 80.1 cM
9q21.1-g21.2 67.2 1.18 0.58 D9S301 62.8 cM
9921.31 80.3 1.34 0.58 D95922 80.3 cM
14g23.1 63.5 1.17 0.57 D14S592 63.5 ctM
17q12 46.0 1.20 0.57 D178947 46.0 cM

20q11.2 55.2 146 0.58 D20S478 58.2 cM




