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[ Abstract |
Guangxi region. Methods

Objective To study the normal range of SCA3/MJD gene ( CAG)n repeats in Han population in
The ( CAG)n repeats polymorphism of SCA3/MJD gene was detected by fluorescence-pol-
ymerase chain reaction (PCR) and capillary electrophoresis ( CE). Results The normal ranges of (CAG)n of
SCA3/MJD gene varied from 13 to 34 repeats, including a total of 17 alleles. The most common repeats number was
13 repeats, allele frequency was 52.00% , heterozygosity was 69. 33% . Conclusion SCA3/MJD gene (CAG)n re-

peats in the normal population in Guangxi showed polymorphism. There are regional differences in the normal range of
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variation.
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B B /N ik Mk 3L 55 28 U ((spinocerebellar ataxia,
SCAs) f&—RELIILGE R R FE R M4 R 50
R ASPE RSN, [ PR AU 5 I S B /) i S
R 3 #Y ( spinocerebellar ataxia type 3, SCA3) J&
SCAs H & R IR F WA H i SCA3/MID 3%
PRSI €2 18 23 A9 SCA3 12187 J5 15, SCA3/MJD
JEA Kawaguchi 42 12) 1 1994 4F 43 25 I E
O F 14 SY AR B BG4 S BT
—BOREZ M CAG HE P, IEW AEL 12 ~
40 U, IBFE TR 62 ~ 86 K, AT 40 ~ 62 Y [H] Y
SR AL R ST H R JET P X E B
¥ SCA3/MJD JE K (CAG) n T F5 DB A1k
WFFEAGE , FA DR ARG AN A4, H R
1 WNKR5FE
L1 X% 75 AKXk AT YRR RS —

Polymorphism

B I e RS s ARG X 52 By R f B, TE A 48 R
GepR MOsAL NG A1 28 ~62(44.91 +8.88) %, H:
W55 43 44,2 32 4 B v DU AR T
1.2 SCA3/MJD LA CAG & ¥ DU BRI &
1.2.1 AN DNA 3250 SRR X 4 14 51
gk 2 ml, 07 FH 28 L 1/ S il B v A
O I 1 240 e B RS PR 2 DNA

1.2.2 5% MRIESCRY A 519, 51 30F 510 4 .
MJD52 5’ -CCAGTGACTACTTTGATTCG-3 > MJD25
5’ -TGGCCTTTCACATGGATGTGAA-3’ , iF [ 5| ¥
()5 A FAM 25650, i LG Z AR A
FRAEG

1.2.3 PCR¥#% PCR M {KZ .10 x PCR Buffer
2.5 ul,20 mM mg®* 1. 875 pl,dNTPs(2.5 mM)2 ul,
Taq (5 U/pl)0.2 wl, Primers (0. 1 pg/pl) 4 0.5
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wl, DNA #5247 1 pl,ddH,0 %k 2 % 25 pl, PCR
495 CTAEME 4 min, 94 C7A8ME 40 5,62 “CiB Kk
50 5,72 °CZE{H 40 s, 3L 35 DMERH F )5 72 °C iEff
7 min, PCR ¥ ¥4 /= W)4s S rEHIN . B S wl PCR i
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CEEGLAL T H B BER R R G0 E U A R
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POP-4 Jit (3L E ABI A RIEAE) |1 x LUK (35
[ ABI 2~ B 424 s BN N 4236 cm; AR Rox
DNA Size Standard-500 ; Bk 551 . LK 15 KV, i JE
60 °C ,H[A] 45 min; K4 i Genescan #4053
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1.2.5 il CAG EREE A CAG H A # N4
7 [DNA BB (bp) — M X A EE (bp) ] +
3.
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75 %4 )7 P M IXOE R OCHEEAE 150 4% SCA3/MID
SN CAG A DIECH 13 ~34 K, b F
13 U, 2 LR R 52.00% , LR ZL G HF N
69.33% (52/75) . AKIHEIAEAIFER, WE 1,
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3.2 SCA3/MJD FE[AJ& SCA3 MYEURIEIN , HRTHY

WSRO R E S 1 IX Flode AN ALY SCA3/

MJD PR A IEH CAG 52 (3 [l A7 75 22 5, CAG

HE REMEY R SR R ) FE & SCA3 2

IS RIS

3.3 FRATREIN PG M X OE B R SCA3/MID HE A

o CAG T FE LA 13 ~34 ¥R, Kawaguchi %52 #6

M H A IEH A SCA3/MJD 3£ [H v CAG H & 5 DAL

13 ~36 W, FHEERIEA B, Rin, ZHRET

Xof AR AL DXDUR LE AN BRI 2 7R : CAG A%

DUECH 14 ~38 Y, T 14 R, X Fh 22 55 7T RE

SCA3/MJD H:[H (CAG)n H A ¥ FI7E) 74 1E 5 ARF

R A WA RE SRR AN A G,
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