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2
DNA SSCP
PCR-RFLP
5
A 4% B 24.6% C 31.4% A 2,291 C
7 5.93% 1
2,277 59 1 0.85%
AC 18 BB cc 5
GenotypeBC AA DNA
35 , 5-8,2002
59
DNA 2,291
GHABR
ASM-PCR Yao
10 DNA s GH6 404bp PCR
1980
DNA
Single-strand conformation polymorphism DNA
SSCP Restriction fragment length polymorphism 0.5ml 1 PBS
RFLP Iml 800G
269 5 3 500 p | 10mM  Tris-HCI(PH8.5)
10mM EDTA 0.33%SDS 25mM DTT 30p ¢
5 K Kodak 55 48
5 EASY-DNA Kit InvitrogenTM
ASM-PCR ! Genomic DNA
DNA 5 ASM-PCR 2,291
96 ASM-PCR
2,291 ASM-PCR 1 5 1
GHABR 3’
ASM-PCR 59
5 2,291
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CWBV RABV BMSBV
ASM-PCR
| GHA4F | TELR GHABR | H5R
exon 4 exon 5
2291C 5
2291C Chikuni ASM-PCR ABR
5—atgaccctcaggtacgtctccg-3 GHAB2291AR
)
ASM-PCR 2,291
5—atgacccgcaggtacgtctccg—3 GHAB2291CR
&
ASM-PCR 2,291 2,201
2,141
GHABR 2,277 A
1 GHAB2291CR 2 2,291 T
GHAB2291AR G
50u | BB 2,291 G
DNA25ng dNTP50u M each 10 x PCR Buffer ASM-PCR B
(Perkin Elmer)5 u | DNA AmpliTag 2,291C 2,291C
Gold Pekin Elmer 1.25 1 3
GH4F GH5R 10pM GHAR GHABR
3.2pM GeneAmp PCR
i Lane No Genotype 2291
System 9600(Perk|n Elmer) 95 9 ASM-PCR GHAB2291AR , ce AA
94 30 6 45 T2 4 40 w000, AA cc
72 7 PCR zzz 4 AC AC
0p | 2% 15 5 AB AC
70vV30 DNA 50 6 AA AC
7 AA AA
PCR ASM-PCR GHAB2291CR 8 AC AA
Yao GH6 1000 o 58 AR
PCR 5 ;gg 10 AB AA
o 300 11 CccC AA
404bp 50u | GFX™ DNA and o, Cre e
Gd Band Purification Kit GH6 50
ASM-PCR
ASM-PCR 2,291
59 DNA 5 5
59
A 4% B 24..6%
MEBV C 31.4% A 2,291
C 7 5.93%
1
2 2,277 59 1
0.85% AC
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18 BB CcC 5 CWBV RABV 5
3
BMSBV 5
Number of 5
Genotype  alleles(%) GenotypeBC AA
DNA sequence C2141 (2258 (2277 A2291
= R " p 005
Amino acid sequence L127 R166 T172 Ris2
DNA sequence C2141 C2258 C22r7 (C2291 MEBV
A 7
Amino acid sequence L1277 R16 Ti2 Ris2 1_ An
DNA sequence C2141 T2258 (2277 p2291 9
A 1 8
Amino acid _sequence L 127 \yi66 Tirz RIs2 7
52(44.0) '
DNA sequence G241 C2258 C2277 o291 6
B 29(24.6) 5
Aminoacid sequence V127 RI66 T172 RI&2 A4
DNA sequence G2141 C2258 T2277 p2201 3
c 37(31.4) :
Amino acid _sequence V127 RI6 |12 RIs2 2
1
20 0
18 + ’ -
16 i L MEBV
14 - -
12 + 2 o
10 + X o
8 n -
6 | ..
4 - :
2 FHE
0 Seseiet ]
AA AB AC BB
GH Exon5 type
2291C hetero 2 2 1
2291Chomo 1
A B (MEBV)
BMSBV
2 1.6 _ GH Exon5 type
2,291 1.4 F=2.514
4 12 1 Tukey-Kramer BMSBYV
MEBV B L ] GH Exon5 type
5%
8 ]
6 ]
4 ]
MEBV 0.609 1.639 0.232 -3.033 4.405 50 2 _
CWBV 15.925 23.711 3.087 -51.605 59.914 59 0 ] vy AB G BB BC refe
RABV 4.102 5.081 0.661 -9.724 16.222 59
BMS 0.873 0.606 0.79 -0.383 2.125 59 GH Exon5 (BMSBV)
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2,291C 2,141C 2,277C
GenotypeA ASM-PCR
3
PCR

ASM-PCR 5

DNA
PCR
5
PCR
: BMSBV
GenotypeBC
AA 98
4 5
2,141
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