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POLYMORPHISM ANALYSIS OF THE D4S111 LOCUS IN
A CHINESE HAN POPULATION

Guang Wei  Guo Yibin Lin Qundi Du Chuanshu

(Department of Medical Genetics: Sun Yat-sen University of Medical Sciences: Guangzhou. 510089)

Abstract  Objective: To investigate the genetic polymorphism of the locus (D4S111) in Chinese Han pop-
ulation that contains a variable number of tandem repeat (VNTR) within @~ L -iduronidase gene- Method . 97
unrelated healthy individuals of Han population were analyzed using amplified fragmentlength polymorphism
(AmpFLP). Results: Five alleles ranging from 830 to 510 bp in size and nine different genotypes were ob-
served- The allele frequencies were 0.0052 to 0.3608. The PIC of D4S111 locus was 0.5966, and the heterozy -
gosity was 0.78. Conclusion: The polymorphism of D4S111 locus in Chinese Han population was high and dif~
ferent from those in other populations-
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Fig-1 Fragment length polymorphism analytical results of
D4S111 locus in a Chinese Han population
M1 123 bp ladder. M2:100 bp ladder. A1~ As:alleles. 1

~8 . unrelated individuals
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Table 1 The allelic frequencies and fragment length of
D4S111 Chinese in Han population

alleles fragment length (bp) allelic frequency
Al 830 0.0052
As 750 0.3608
A3 670 0.3144
Ay 590 0.3093
As 510 0.0103
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Table 2 The distribution of observed and expected geno~
types of D4S111 locus in 97 unrelated Chinese individuals

n (number)/ f (frequency )

genotypes observed expected
AlA2 1/0.0103 0.364/0.0038
A2A2 11/0.1134 12.627/0.1302
A2A3 21/0.2165 22.006/0.2269
A2A4 25/0.2577 21.650/0.2232
A2A5 1/0.0103 0.721/0.0074
A3A3 6/0.0619 9.588/0.0988
A3A4 27/0.2784 18.865/0.1945
A3AS 1/0.0103 0.628/0.0065
AdAd 4/0.0412 9.280/0.0957




A Ot K S R E DUBEEIR DASTLL A3 xd 13845 SRR

257

TE 97 2, ISR F) 9 Pl [A] /Y 3 R 7Y, H
HlL A3/A4 A2/ A4 T AZ/A3 3 FRIE[N AL H L,
i AL/A2 A2/A5 ASA/AS /DL (% 2), & X
R0 - 25 ik R 2R 50 1) W B8 4B AN A 8 — B 75 &
Hardy-Weinberg T ERE( X =2.49,3=4,0.75
= p=>0.50), PIC {fJy 0.5 966, it = 4
(h )N 0.682, WMEAEHN 0.78,

2.2 RERMF

R T IR 3 AR LA K &/ DAS1LL £
SUFEIR Y, 4 BRI A e ) S I (R 4% T 1 R a2
AL YT,

3 W i

DASTIL 57 g3 57 T N 257 4 5 G e (A 4 7 R iy
(4pl6.3)IDUA FEFE 2 W& TFIXHN. BrEA 25
b, 5 MPS 1R g5 Fi Huntington P I E % Y AH
%4 Scott 2 A% A ST S4B DASTLL 2
Hi— 86 bp &2 AL AY AN HE DU Ay 23
FER) VNTR 22858 46xT 68 NTE Mo R @R
TRAY DASILL A3 £ VNTR L5055+, g8 3 4
SENLFEA, /N3 5128 800 bp 715 bp #1630 bp, B
SZRALR P VIR 3 8.7 F0 6. B A ALHER B )
1% 0.28 0.55 F1 0. 17, H g o VE Sy 60%

FATHIFEFER 5198 R AE 3R E 42 R b XX
T ANBEATHF 5T 45 3R 5 Scott ZE AR 7T 45 SR HL AL
R BIANBRAR ARk i 22 . £ . D%y
FHEBE A FRATLE 97 42 T ML R A9 RA
PR SR I 5 NEEALFEN, Horp AL FI AS B3R E
ABEFEREH, OBBES B EARR R4
RMZE R PR — AN EE ALY 80 bp, O%Ef7HE

KU S oy AR T E A rp 3 A E B B A
AR (A2 A3 T ALy Z Fily 0.9845, H 3 35 2 [AlfY
BRKRARE (R 1), WABER ] DASILL 3
DRI A I . e 22 57 ( P <<0.005) , DRHFR A%
G  FRATRMA M EE A4 5 M B2 = T Scott 55
N 25 5 (0.010<< p <<0.025), X2z BHUR,
DASTLL A sSFEAN R Ffrie AN [ sk ) A7 e S e

TE#EAT DASILL 7 S 2 S Hrep s RATR A
PCR ¥4, BN RESE I L 1k 73 25 DA S AR YL A0 7
T UERH IV T Rl R AT BREF 58
ENWTRZLRE, LS IDUA BERE AR H
fh Z3SFRIC, W RELP 3 T804 B B T
MPS | U5 246 A P i R 2 W, A X
T3 TH ) R FRATTRE 59 A

2 F ¥ &

1 Scott HS: Nelson P V., MacDonald M E; et al - An 86
bp VNTR within IDUA is the basis of the D4S111 poly-
morphic locus- Genomics 1992,14,1118

2 Scott HS. Nelson P V, Hopwood J J, et al - PCR of a
VNTR linked to mucopolysaccharidosis type I and Hunt-
ington disease- Nucleic Acids Res, 1991,19(22),6348

S0t M EE LS. . Wilms S pl6 FEPRI G
— il PR, 1997, 14(1) .23

4 Ludwig E H, Friedl W, McCarthy B J. High-resolution
analysis of a hypervariable region on the human apolipopro-
tein B gene- Am J Hum Genet. 1989,45(2).458

5 Botstein D, White R L, Skolinck M, et al - Construction
of a genetic linkage map in man using restriction fragment

length polymorphism- Am J Hum Genet. 1980,32,314

(1997 - 12 - 29 gk 1998 - 08 - 05 {&[a])

PUR B AR AE T K S 4B M O 77T
BREA  Fiih

(PIERP R AL AR A BT E s )M, 510089)

St

ASHIF G v T WA €0 35 3 A ST 6 8 S S B LM 2 S AR R J L 2 RRAE AL IR0 I e K SR A I 14 2 o 5 A AT T
BARHIBITE . AEEFR_EE A DR 9 A AE <A 3R S 3 FH A I 1] 240 16, /0 AR 55 40 ) /= LANT — 6 G PP
270, RIGILIE & Fh 2 ke R 2 oo w2 o ml i, 5 DUE R B & eIk o Fh 22 ol B A ARl . BFE T P B, L
o RN AE AR AE N A 22 00 07 7 JRIFAB IE T El S A 5G4 B BT 98, Bl ANy e 1 B S A G I el 4 3R L i 4
Y F P W) AR BT ZERL I R S LI T . B e SRR 20 M B AILAE (B A B R b 28 28 G 08 8 1R A AL B B A ) TR A 2
fitl, 1997 4RART AR HARRI R R,

(TR %)



