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1 15 (STR)
Allele frequency distribution of 15 STR in Naqu Tibetan
A 10 11 12 13 14 15 16 17
D8SI1179
F 0078 [ 0.014 [ 0.12 | 0.259 | 0.219 | 0.205 | 0. 083 | 0. 021
A 27 28 28.2 29 29.2 30 30.2 31 31.2 32 32.2 33 33.2 34.2
21811
F ] 0.004 | 0.029 0.04 [0.227 | 0.013 | 0.187 [ 0.051 [ 0. 106 | 0. 062 | 0.031 | 0.143 | 0.004 | 0.099 | 0.004
A 7 8 9 10 11 12 13
D75820
F|]0004 | 018 |[0.113 | 0.149 0.27 | 0.249 0.03
A 7 8 9 10 11 12 13 14 15
CSF1PO
F | 0.01 0.002 |1 0.029 | 0.226 | 0.247 [ 0.386 [ 0. 083 | 0.015 | 0. 002
A 13 14 15 16 17 18 19
D3S1358
F 10004 | 0.013 [ 0.274 | 0.443 | 0.195 | 0.069 | 0. 002
A 6 7 8 9 9.3 10
THOL
F ] 0081 | 0.274 | 0.056 | 0.511 | 0.066 | 0.013
A 8 9 10 1 12 13 14
D13S317
F ] 0211 | 0.097 | 0.133 0.26 | 0.184 [ 0.095 | 0. 021
A 8 9 10 11 12 13 14
D16S539
F 10023 | 0208 [0.158 | 0.294 | 0.223 | 0.092 | 0. 002
A 17 18 19 20 21 22 23 24 25 26
D2S1338
F 10042 | 0084 [0.169 [ 0.139 | 0.046 | 0.038 [ 0.266 | 0. 139 | 0.063 | 0.013
A 10 12 13 13.2 14 14.2 15 15.2 16 16.2 17
D 19433
F | 0017 | 0.047 [ 0.231 [ 0.024 | 0.283 | 0.134 [ 0. 14 0.08 0.019 | 0.035 | 0.026
A 14 15 16 17 18 19 20
VWA
F 1015 | 0.027 | 0.275 | 0.241 0.17 0.13 0. 007
A 8 9 10 11 12 13
TPOX
F ] 055 | 0.133 [0.006 [ 0.236 | 0.028 | 0.002
A 13 14 15 16 17 18 19 20 21 2
DI18S51
F 1035|0177 {0.122 | 0.136 | 0.057 | 0.031 0.06 0.028 | 0.012 | 0.007
A 7 9 10 11 12 13 14 15
D5S818
F 0009 [ 0062 [0.18 | 0.394 | 0.235 | 0.105 | 0. 004 | 0. 04
A 17 18 19 20 21 22 23 24 25 26 27 28 29
FGA
F 10009 | 0.043 [ 0.084 | 0.032 | 0.059 | 0.127 | 0. 247 0.21 0. 101 | 0.06 0.019 | 0.006 | 0.006
N (Allele) ;“F” ( Frequency)
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D7S820 | 2 15 STR H PIC DP EPP
(P< 0.05) H PIC DP EPP of 15 STR in Naqu Tibetan population
, STR loci H PIC DP EPP
D8S1179 Q 8145 0. 8040 0.9397 0.7846
3 D21S11 Q0 820 0.8615 0.9604 0.8560
D75820 Q0 7949 0.7811 0.9251 0.7375
3 CSF1PO Q0 7309 0.7044 0.8879 0.6392
D3S1358 06861 0.6414 0.8471 0.5431
THO1 06502 0. 6448 0.8241 0.5126
B D13S317 Q8179 0. 8092 0.9412 0.7889
D16S539 Q7867 0.7708 0.9182 0.7178
2
D2S1338 Q0 8454 0. 8407 0.9540 0.8330
i ’ D195433 Q0 859 0. 8203 0.9473 0.8142
VWA Q7972 0.7840 0.9246 0.7894
s TPOX Q05721 0.5595 0.7588 0.380
D18S51 Q0 7969 0.7872 0.9291 0.7592
’ D5S818 0 4762 0. 4464 0.8842 0.6342
’ FGA Q0 8515 0.8431 0.9563 0.8403
R STR
STR
13
: Ll 100 5  STR( DIS549
D3S1375 D12S391 D12S375 D185865) ,
[14]
, ; 136

9  ST'R(D35S1358 VWA FGA D8§1179 D21S11 D18S51 D5S818 D13S317 D75820)

? )

3 9 STR
Comparison of allele frequency in Naqu Tibetan and other population

VS Vs Vs
CSF1PO X2= 85 61, P= 0.000 X2=8.79, P=0.456 D3S1358 X2=19.20, P= 0.004
D351358 X?= 54 76, P= 0.000 x?=80.75, P= 0.000 FGA X*=39.91, P= 0.001
D5S818 x?= 110.81, P= 0.000 X?=61.25, P= 0.000 D21S11 X?= 43.60, P= 0.000
D75820 X?= 67.23, P= 0000 X?=31.79, P= 0.000 D65S818 X*=16.05, P= 0.025
D13S317 X?= 160.12, P= 0.000 X?=38.95, P= 0.000 D75820 X*=10.64, P= 0.100
THO1 X2= 158.179, P= 0 000 X?=236 35, P= 0000 VWA xX*=16.23, P=0.013
TPOX x?= 131. 11, P= 0.000 X?=16.47, P= 0.006 D8S11I™ X?= 28.94, P= 0.000
VWA X?= 92 66, P= 0000 X?=36.42, P= 0.000 D183S51 X?= 45.16, P= 0.000
FGA X?= 554, P= 0000 X?=152 97, P= 0000 D138317 X*= 21.53, P=0.001
X2 P
251 , 15 SIR
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Genetic Polymorphisms of 15 STR Lod in Naqu Tibetan Population

LI Ning', SU Yuhong’, Xl Huarrjiu', REN Fu’, ZHU Baogin’, WEN You feng’

(1. Teaching ard Research Section ¢ Biochemisiry , Liaoning Medical College, Jire hou 121000;
2. Key Laboratory ¢ Molecular Cell Biology and New Drug Development ¢ Liaoning Province,
Liaoning Medical College, Jirchow 121000; 3. Anthropology Laboraory, Liaoning Medical College, Jirz hou 121000)

Abstract: Using multiplex amplification and five fluorescent techniques ( 6FAM, VIC, NED, PET
and LIZ), polymorphism distributions of 15 SI'R loci ( D8S1179, D21S11, D75820, CSF1PO,
D3S1358, THO1, D13S317, D165539, D2S1338, D195433, VWA, TPOX, D18S51, D5S818 and
FGA) were mvestigated in the Naqu Tibetan population. Gene frequency, power of discrimination
(DP) , heterozygosity (H), polymorphism information content ( PIC) and probability of paternity
exclusion ( EPP) were determined. In addition, Hardy-Weinberg equilibrium of the frequencies were
also tested for all loci. Our results indicate the following:

1) Allele frequencies in the 15 STR loci meet the Hardy Weinberg equilibrium.

2) The power of discrimination of the 15 STR loci is 0. 758 8 —0. 9604, heterozygosity of the 15
STR loci is 0. 476 2 —0. 8620, the polymorphism information content of the 15 SI'R loci is 0.4464 —
0.8615, and the probability of paternity exclusion of the 15 STR loci is 0. 3850 —0. 856 0.

3) The cumulative power of discrimination of the 15 STR is 0. 999999 99 and the cumulative
probability of paternity exclusion is 0. 999999 998. On the basis of these results, the 15 ST'R loci could
be used as the genetic markers for the Naqu Tibetan population in studies of anthropology, linkage

analysis of genetic disease, individual identification and paternity test in forensic medicine.

Key words: Short tandem repeat (STR); Polymorphism; Tibetan



