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5.1.2

[ ]
[ 1
MSM/Ms MSM Mus musuculus mollosinus
C57BL/6J B6 Mus musuculus domesticus
F2 Quantitative Trait Loci (QTL)
F2 MSM B6
C57BL/6J MSM/Ms

MSM/Ms C57BL/6J
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F2 QTL P
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5.1.3
[ ]
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MSM  C57BL/6 (B6)
8:00 20:00 20:00 8:00
2242 50==10% MSM
C57BL/6 8 15
1 ACTIVITY SENSOR 0~ hara,Co., Ltd
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B6 MSM

Social Interaction Test



10 2 60><60><40 cm
10 2

Image SI 0~ hara,Co., Ltd 2
3 count 1 sec
MSM  B6 B6 1 MSM
MSM  B6
B6  MSM
MSM
B6 17 2
300
o e
) H male

O female
200

150

?nﬂﬂlll THIT IIHI

B6 1 2C 2T 3 6C 6T 7T 8 11 12C12T 14 15 16 17 19 Y M3M
Total duratien of secial contact for 10 min. { % : significantly longer than Bé, p <.001)

[=]

B6-6TMSM ~ MSM

unit vector chain

fem—Esieg 5, S, = C0S(dh,)

Tanemura, 1994

-13 -



vector chain)

C0sS

(ising model)
s_j
Data ) Mean
‘f dist.
B6 female 1.2306 57.60
B6 male 1.1684 55.37
Chr2C female | 2.0657 50.09
(unit Chr2C male 2.1387 60.61
Chr6T female | 2.4680 60.72
0 ChréT male 2.5811 71.98
180 MSM female 3.5891 47.48
. MSM male 2.9604 46.44
S_J
0 180
MSM
84cm
0 84
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5.1.4

[ 1
[ 1
Affymtrix
GeneChip Genome Array SNP
C57BL/6J(B6)
MSM/Ms (MSM) 100 1% SNP
1%
1 2
17
1 25mer x 11 perfect match
B6-MSM
MSM-Whole Genome Shotgun MSM Affymetrix
Mouse Genome 430 2.0 Array B6
422,162 44%  MSM
Probe
11 MSM read 5,492 Probe
Probe SNP
1 Probe 11 MSM read 5492
SNP
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1 MSM read

No. of SNP-free Frequency in

probe pairs 5,492 probe sets
11 2474
10 1116
9 826
8 501
7 287
6 136
5 87
GeneChip B6 MSM
B6-MSM
GeneChip 10
Mouse Genome 430 2.0 Array Affymetrix
Array 45,000
37693 Unigene ID Probe set 1
MSM
DNA 45,000
607 1/2
MSM
1 MAS5
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MSM

B6

GeneChip B6 MSM
B6 MSM 10
Mouse Genome 430 2.0 Array

Affymtrix GeneChip Rice Genome Array

Rice Genome Array  UniGene Build#52 Genbank mRNAs (July 13, 2004) predicted genes
from TIGR"s osal version 2.0 48,564
1,260 37UT 32 600bp
8 11 25mer Perfect Match probe (PM)
Mismatch probe (MM)
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Probe set

Perfect match ><

Mismatch
SNP .
Probe Cell Probe Pair
1 PM MM
)] GeneChip
DNA  GeneChip
SNP
ii) mRNA
PM (PM-MM)
GeneChip SNP
Rice Genome Array
Category Region SNP/kb  Indel/lkb  SMP/Indel
Gene regions 5" LUTR 4.72 1.14 415
Cading region 3.00 022 1371
Momgynonymows Ka 210
Synamymous Ks 593
Introns 6.07 1.28 476
93-11 ¥ UTR 450 10 446
Total genome  Genome-wide 1513 289 535
Copy number < 10 13.74 L6566 57
Transposons 764 451 600

93-11
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17

Rice Genome Array i) 93-11
DNA
93-11
PM-MM SAM(significance

analysis of microarray)

93-11 p
93-11 < e
=
2.2.2 2.2.3
# i ] ] 0 A
o of japonca
i) 10 mRNA
Tissue Number of
repetitions

Callus on callus induce medium 3
Callus two days after transplanted on regenaration 3
medium

Callus four days after transplanted on regenaration 2
medium

Callus six days after transplanted on regenaration 3
medium

Callus eight days after transplanted on regenaration 2
medium

Shoot 2
Young leaf 3
Young panicle 2
Flowering panicle 2
Root 2
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Rice Genome Array 57,381

93-11
631,066 25bp
i) BLAT 93-11
if) blastn 1
93-11 in siliconmRNAs hybridization
i) 93-11 blastn
(in silico genomic DNA hybridization)
BLAT 57,381 55,080 54,019
93-11
blastn
blastn scoring 25bp  perfect
match  score 25 Mismatch probe score 21 score 18
Above score 18 Perfect match
Nipponbare 93-11 Nipponbare 93-11
Copies | Probes (%) Copies | Probes (%) Copies | Probes (%) Copies | Probes (%)
Max 2,079 1 (0.0) | 3,109 2 (0.0) 952 1 (0.0) | 1415 1 (0.0)
Single 1 455,389 (72.2) 1 403,630 (64.0) 1 512,987 (81.3) 1 407,572 (64.6)
No 0 45,373 (7.2) 0 76,957  (12.2) 0 75,964  (12.0) 0 166,504  (26.4)
in house

Rice Genome Array
GeneChip Rice Genome Array
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iii)Microarray

iv)
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vi)Microarray
Affymetrix
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i)

iii)

vy OO

Genome Blast

GC contents,

Affymetrix
Affymetrix

MRNA

copy

DNA
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single copy probe
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Rice Genome Array
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5.2

5.2.1

Harushima (2001, Genetics, 883-892)

€)) @)
4)
2
Harushima F, (186 )
12 (1055 x 1055)
2 ( 1
2 33.6 p <0.001
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Harushima
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1 9 12 2
33.6 ( 4 2 p=0.89x10"' )
( )
S% 1000
1000x 0.05 =50 ( )
[10255] _ 1055;1054 =55
p
p 0.89x10°x55 =0.49
p = P(m_aXTi,-( ) > m_aXTi,-( )
ij 1J
p
TiJ' TiJ'
m X ,X; 0 1
X = (X, %,) {0, 3", X'= (X't X'm) €{0,3"
! XX
X, X' 1 3
1. X X'
2. P(x, =0)=P(x, =1) =1
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Haldane
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P(X # X,,)=2(1-e7") . d
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i\j 00, 11 01
00, 11 * *
01 * *
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(P A) =
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3. 10000 (

p = P(mi?xWij > 2 )
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upper probab.

\, — between two chromosomes
\--- 66 comparisons
@ | chi2 (df=4)
° T T T T T T
0 10 20 30 40 50
max chi2
2. maxW;
2 66 12
max Wi]. 66 max; Wij
D 33.6 P 0.068 5%
(SGI Altix3700) 14 8 (
4 QTL 4
X X X
1 2
3x3
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W) i & (wy

P(maxT,* >b) ~ 2Lx P AL BB (020 A)v(by24, K)
#() @()

v(x)=2x7 exp{—Zi: n’ld)(—% xvn)}  (x>0)

<
|
—— simulation (10000 rep)
--- asymptotic prob.
W . --- discrete correction
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15:00-15:30
15:30-15:50

15:50-16:10

16:10-16:30

16:30-16:50

17:00-18:00
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