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Analysis on the Frequency of 9 bp Deletion of mtDNA
and on Polymorphisim of Y-choromosome DYS287 Sites in
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Abstract: In order to study the frequency of 9 bp deletion of mtDNA V region and polymorphisim of
Y-choromosome DYS287 sites among Uighur population in eight geographical regions of Xinjiang. We
used the polymorphism of DYS287 sites in Y choromosome and the defeciency frequency of chromosome
DNA 9 bp region by PCR directly sequensing method and by PCR combining with agarose gel electro-pho-
resis respectively. The results showed: Among 240 unrelated modren Uighur individuals who come from
Kashgar, Khotan, Kuqa, and Qarqan, Hulja, Hami, Turpan, and Lopnur in XinJiang, the frequency of
9 bp deletion of mtDNA value as4% , 3.7% , 3% , 4%, 4.5% , 4% , 3% , 4%. Polymorphisim of
Y-choromosome DYS 287 sites of 180 modern Uighur male individuals all appears as YAP — , none shows

YAP +. The results suggest that Uighur groups in different parts of Xinjiang show very low frequency in
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their 9 bp deletion of mtDNA , 9 bp deletion is not a modern Uighur matrilineal genetic structure of trans-

fer, Uighurs in different region of Xinjiang share same 9 bp deletion of mtDNA. Paternal genetic structure

is simple, YAP + is not a modern Uighur population genetic characteristics of the male line. So, some

conclusions can be given: with collecting frequency of 9 bp deletion of mtDNA and polymorphisim of Y-

choromosome DYS 287 sites of Uighur population in different regions of Xinjiang, conduct analysis genet-

ic relationship of Uighur population in different region of Xinjiang and Forensic identification provide

some background informations about origin relationship Uighur groupsin different regions.
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Table 1 The general situation of the eight sampling

populations of uighur

AR RARRRREMLE R ik
BAAERA 55 WK PURRIER AE/KE
REAF/RA 55 ME FURRIER BERE
EEEERA S5 HE  FUREER RERER
BASERA 55 HA FURRIER BERESR
WEATRA S5 R FURRIER BERER
EABEE/AA S5 WEE WRRER RE/RER
PRAETRA 55 P FURRIER AE/RIER
RAMEERA 55 B VIREER E/RER

1.2 EFE4ZH DNA $&
I AN A AT PR R BRI 41 DNA,
1.3 ZRAifl DNAV - X Ey¥ 1 % 5 51 il E
Elk7)E2IE
5514 5-TCGTCCTAGAATTAATTCCC3,
TB14: 5-AGTTAGCTTTACAGTG GGCT-3
RREZEA: 25 mL 2 pifAZR H 482 50 ~ 100 ng
FLH 4 DNA, 0.12 pmol/L 5| ¥, 0.2 mmol/L
Dntp, 10 x PCR Buffer, TaqgDNA -5 (2 U/pL),
Primer (0.2 pmol/L), ddH20, % 95 °C iAs 4 5
min, JRJG7E 94 °C1 min, 62 CiB:k 40 s, 72 CHE
120 s 250 THEFF 40 ¥k, &J5T 72 CHESH 10
min'’ 5

PCR MRl w = 3% BRR eIl , &4
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i 1 min 258 T EF 30 K, &5 T 72 CEfp 10
min. ¢ FEH) T w = 2% S IRREE I F Bt

2 RS540
2.1 #i0 mDNA V X & 758

2.1.1 72 PCR #-m| ¥ R JLAE 45 ¢ 37 3%
El 1,

S5
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(R w =3% B i GE A I )
Fig. 1 The PCR amplification of mtDNA region V

2.1.2 ¥R R2HIM T HE 8 U BALE
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K2 iR 8 M HURILYEE R A Lok
DNA 9 bp Hesehfisk
Table 2 Frequency of 9 bp deletion of mtDNA in Uighur

population in eight geographical regions of Xinjiang

NHE FEARSEL  BRRZVEL BRI %
WA R 30 1 3.3%
MHE4EE/RA 30 1 3.3%
FEEYEEIRN 30 2 6. 6%
HARYEEIRA 30 1 3.3%
MR R 30 1 6. 6%
HEFLEEIRAN 30 1 3.3%
RELYEE RN 30 1 3.3%
FIALYEE IR 30 3 10. 0%

2.1.3 B A& RakH R I E AT R B £ F e
B FATWIFERHTEE 8 A4k /R WA (4 Obp Gk
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AN (18%), WHEZH N (T%), 74 55 %
(5%), BriEssti A (4%), W5 (0% ), #i
IURAN (8.33%) HEATHLH, W& 3,

#3 ENISRBEVIXO bp agfiR>>"
Table 3  Comparison resulis of deletion frequency in

home and oversea Ethnic groups

R BRI %
HrEmYEE R % 4.96
LR A 18.22
HA A 18
REE PN 7
g %9 5
FEHE DN
A B T
SR 8.33
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3, A KB 3 A EEE 2 IR,

CCCTATAGCACCCCCTCTACCCCCTCTAGAGCCCACTGAAAGC

WWMWUW bl

TTTACCCTATAGCACCCCCTCTAGAGCCCACTGTAAAGCTAT

J.IN Uh. i \

B2 Rifk DNA V - XFHI 1745
Fig. 2 Sequence of mtDNA regionV
A: BRUERL (WFEIL9 - bp JF31) ;

B: &M (B9 -bp FF51)

2.2 Y - %@k DYS 287 BEEESHMESTER
2.2.1 FZ PCRM&MFARILHFHY LRI
&3,
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B3 Alufiil PCR =4 w =2% SIS HiEEIL F Ik 45 5
Fig. 3 The PCR amplication of Y-choromosome DYS287

222 F HuR FEFTHITENY 180 (L JCCHH 8 4
IR AEE R G PR R B YAP +, B A
PCR "3 7= 4y ¥4 J 150 bp, RBP4 YAP - A~{k
(IE4),

R4 HHE S N HIRYEE/RIEHE DYS287
B R R 2 AT
Table 4  Polymorphisim of Y-choromosome DYS287 sites in
Uighur population in eight geographical regions of Xingjian

N FEASEL YAP - JiiZR/ % YAP + 53R/ %

WA 4SRN 25 100 0
MHEYEE RN 25 100 0
FEEPEE RN 25 100 0
BARZEERAN 25 100 0
M YEE IR 25 100 0
HEFRAEE/RAN 25 100 0

2.2.3 #7588 AWBMYE REFKE ENIERK
MRS £ 7T AT 8 4
IS RIGRER Y - Jefafk DYS 287 FLFE L
ST S EMm B AR PGP X A, HA
N, JEJG, BRI, MADUEN, RICDUEN, #i
BEEE IR, WEREHHR, 2% W AT HE,
GRS,

£5 KR DYS287 HREELHHEFR
Table 5 Comparison results of Polymorphisim of DYS 287

sites in home and oversea Ethnic groups

PN YAP + 5%/ %
BrmaEE KR .0
EIRIIRE R TR TN 46.0 ~86.0
HAA 42.0~55.0
JER 36.7 ~49.0
BRI 4.0~11.0
PR IN 8.7
ARALDUEA 2.7
HTHRIE B U 0
PRSI 4.3
=Y L BN 0.02
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+ R HIEH 0,

BT RIGRI AL IR A8, ILE &2 R s 2|
EEY. BRI SERIE . A5
Y Ge RG2S 5 P R R ANE B 0I5 E
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