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Studies on Polymorphism of Micro- satellite DNA in Five Cattle Groups
LI Xiang- yang', HU Cheng- hua?, ZHAQO Yu- min?, Zhang Jia- Bao’, ZHANG Guo- liang?
(1. Inner Mongolia National University, Tongliao 028042; 2. Academy of Agricultural Sciences of Jilin
Province, Gongzhuling 136100; 3. JiLin University , Changchun130062 China)

Abstract: In this study, a group of Charolais, Limousin, Simmental, Steppe Red Cattle, Mongolian Cattle was
chosen and its population genetic polymorphism was analyzed in the level of molecule by the process of genome
DNA extraction from blood, PCR amplification of 8 primers, fragment typing with polyacrylamide gel
electrophoresis (PAGE), allele and genotype analysis of every locus by UVIBAND system, calculation of allele
frequencies, Polymorphism information content (PIC) and Heterozygosity by PPAP3.0 and SPSS10.0. The results
showed that the number of alleles in IDVGA2, IDVGA46, TGLA44, BM1824, ETH225, BM2113, IDVGA44,
IDVGAS55 wes 6, 6, 6, 5, 4, 2, 6, 4, and the polymorphism information content (PIC) and H was 0.6831/0.7337,
0.5963/0.6602, 0.6462/0.7001, 0.5581/0.6302, 0.5529/0.6158, 0.3711/0.4174, 0.6831/0.7284, 0.5431/0.6153.
All of them were high polymorphic loci. So they were ideal loci in the study of looking for genetic markers related
to the production performance.
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PCR 1.1.2
3l Tag DNA 8 4x dNTP
(SRC) PCR Buffer(  Mg*) K RNA
(MG) (CH) (M) Tris EDTA Market
S™M) 5 66 N,N'- TEMED
, 8
, (Tris) SDS
: TaKaRa
PCR 1.1.3
, PCR
DYY-3 UV-254
ZF
DNA PCR DNA counter HZQ- C
, DNA DNA 1.2
, 1.2.1 DNA
5 [
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1
Genbank 8
1.1
1.1.1
(30 ) PCR , Primer premier
; (10 ) 5.0(PREMIER Biosoft Interrational) 8
; (10 PCR 1
1 8 PCR
© ) (6'-3) Mg?
IDVGA2 GTAGACAAGGAAGCCGCTGAGG 2445 0.75 60
(D2S7) GAGAAAAGCCAAGAGCCAGACC
IDVGA46  AAATCCTTTCAAGTATGTTTTCA 19916 15 50
(D19518) ACTCACTCCAGTATTCTTGTCTG
TGLA44 AACTGTATATTGAGAGCCTACCATG 2q 15 60
(D233) CACACCTTAGCGACTAAACCACCA
BM1824 GTTCAGGACTGGCCCTGCTAAACA 5q 15 59
(DIS34) CCTCCAGCCACTTTCTCTTCTC
ETH225 GATCACCTTGCCACTATTTCCT 9q 15 68
(D9S1) ACATGACAGCCAGCTGCTACT
BM2113 GCTGCCTTCTACCAAATACCC 2q 15 58
(D2526) CTTCCTGAGAGAAGCAACACC
IDVGA44  GGGAGAATGGATGGAACCAAAT 19q22 1.0 60
TTCGAAGACGGGCAGACAGG
IDVGA55  GTGACTGTATTTGTGAACACCTA 18024 0.75 50
(D18516) TCTAAAACGGAGGCAGAGATG
1.2.3 PCR 1.5% ,
94 5 min - 94 30 s
45 s 72 45 s, 35 , 8%
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8 PCR
e , PCR ,
2.1 DNA TGLA44 ( 3)
, / 2.3
2 IDVGA2 (bp)
N 205bp 207bp 209bp 211bp 213bp 215bp
G ®) © D) €) F)
30 0.0385 0.1923 0.307 7 03077 0.076 9 0.076 9
10 04375 03125 0.1250 0.1250 0.0000 0.0000
10 0.1875 0.2500 0.2500 03125 0.0000 0.0000
6 0.2500 0.0000 0.2500 0.2500 0.0000 0.2500
10 0.3333 0.0000 0.166 7 0.2500 0.2500 0.0000

Total 66 0.1854 0.1726 0.244 6 0.266 7 0.0378 0.0576
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2 , IDVGA2 2.4 8
6 ) 205~215bp,
D(211bp) 6 3 , IDVGA2 IDVGA46
3 8 5
(PIC) (PIC) (PIC) (PIC) (PIC) (PIC) HG)
IDVGA2 07223 06237 0.694 3 07031 0.687 4 0.686 1 07337
IDVGA46 0.7493 0.6050 0.6675 03750 05849 0596 3 0.660 2
TGLAY4 06713 0.685 4 06713 0.6675 05355 0.646 2 07001
BM1824 05849 06756 03750 05547 0.6003 0558 1 0.6302
ETH225 06715 05815 05355 06713 0.304 7 05529 06158
BM2113 05089 04570 0.3457 0.304 7 0.2392 03711 0417 4
IDVGA44 07612 06816 0.699 6 0.554 7 07186 06831 0.728 4
IDVGASS 05965 06218 05478 0.3950 0.554 7 05431 06153
0.658 2 06165 05671 05283 05282
HG)  0.6953 0.6670 0.6382 0.6020 05858
TGLA44 BM1824 ETH225 BM2113 IDVGA44 1DV
GAb5 PIC/H 0.6831/0.7337 0.596 3/ PIC/H 0.658 2/0.695 3 0.616 5/0.667 0
0.660 2 0.646 2/0.700 1 0.558 1/0.630 2 0.552 9/ 0.567 1/0.638 2 0.528 3/0.602 0 0.528 2/0.585 8,
0.6158 0.371 1/0.417 4 0.683 1/0.728 4 0.543 1/ PIC H
0.615 3, IDVGA2 PIC H 25 5
4 5
SRC CH LM MG SM
SRC 0.0000 0.3059 0.3892 0.278 6 0.418 4
CH 0.3059 0.0000 0.2456 04222 0.407 9
LM 0.3892 0.2456 0.0000 0.3832 0.2859
MG 0.2786 04222 0.3832 0.0000 02348
SM 0.418 4 04079 0.2859 02348 0.000 0
4 l
3
0.278 6 0.3059
0.389 2  0.418 4; 3.1 5
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