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Mitochondrial DNA polymor phism between Siberian tiger and South China tiger revealed by mtDNA RA. P
and PCR RAL P/ Wu Ping, Zhou Kaiya, Wang Yaming, Huang Gongging, Xu linmu// CHINESE BIOD
VERSITY. —1997, 5 (3): 173 178
MtDNA RFL P and PCR RFL P techniques were used to reved polymorphism between Sberian tiger ( Pan-
thera tigris altaica) and South Chinatiger ( Panthera tigris amoyensis) . In mtDNA RFL P study , mitochon-
driad DNA was extracted from liver , kidney and heart tissuesof Sberian tiger and South China tiger and puri-
fied. Regtriction endonuclease fragment patterns of mtDNA were digested with 20 enzymes recognized 6-bp.
Only 1 ( Xba ) out of 20 restriction enzymes reveaed polymorphic fragments. The restriction pattern gener-
ated by 19 of the enzymes in Sberian tiger were identicad with that in South China tiger. In PCR RFLP
study , D-loop was amplified and 8 endonucleases recognized 4-bp were used to digest PCR product , 1 out of 8
endonucleases (Rsa ) reveded polymorphic fragments. Genetic distance between Sberian tiger and South
China tiger caculated based on the two results was very smdl. Thisisprobably due to the following factors:
there was no naturd barrier between the two subgecies; they have strong digpersa ability and were separated
only within severa hundred years.
Key words Sberian tiger , Suth China tiger , mtDNA polymorphism
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Table 1l Redtriction fragment szesof mtDNA in Sberian tiger and Suth China tiger
(kb)
Enzyme Fragment dzes
(P. t. altaica) (P. t. amoyensis)
BamH 5.4,5. 3,5.1,0.5,0. 3 5. 4,5 3,5 1,0. 5,0. 3
Bgl 13. 0,3. 1,0. 5 13. 0,3. 1,0. 5
Cla 12. 1,4. 5 12. 1,4. 5
EcoR 11. 4,3. 8,1. 4 11. 4,3. 8,1. 4
EcoR 16. 6 16. 6
Hind 7. 3,5.0,3.1,1. 2 7. 3,5.0,3.1,1. 2
Hpa 5.4,3. 2,2 7,2. 3,1. 8,1. 2 5.4,3.2,2. 7,2. 3,1. 8,1. 2
Kpn 16. 6 16. 6
Mlu 9. 3,7. 3 9. 3,7. 3
Nsi 6. 5,4. 6,3. 7,1. 8, 6. 5,4. 6,3. 7,1. 8,
Pst 16. 2,0. 4 16. 2,0. 4
Pvu 11. 5,4. 6,0. 5 11. 5,4. 6,0. 5
Sac 10. 1,4. 5,2. 0 10. 1,4. 5,2. 0
Sac 15. 0,1. 6 15. 0,1. 6
Sca 6. 2,5.2,3. 2,2. 0 6. 2,5. 2,3. 2,2. 0
Sph 2242256181411, £22%5225618 14 11,
Stu 0,0, 5 0,0, 5
—Xba 13.%% % 1 6 1%%5% 181 6
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Nei[*4] 0. 00 0. 05, 0. 05
2 PCR RALP
Table 2 Redtriction fragment szesof PCR productsin Sherian tiger and Suth China tiger
Enzyme (kb) Fragment Szes
(P. t. altaica) (P. t. amoyensis)
Ddel 0. 80, 0. 55, 0. 20 0. 80,0. 55,0. 20
Hae 0. 82, 0. 53, 0. 20 0. 82,0. 53,0. 20
Hha 0. 95, 0. 60 0. 95,0. 60
Hi nf 0. 85, 0. 70 0. 85,0. 70
Mbo 0. 70, 0. 55, 0. 20, 0. 10 0. 70,0. 55,0. 20,0. 10
Msp 0. 95, 0. 32,0. 28 0. 95,0. 32,0. 28
Rsa 0. 37,0. 29,0. 21,0. 16, 0. 14, 0. 12, 0. 10, 0. 37,0. 29, 0. 21, 0. 16, 0. 14,
0. 09, 0. 085 0. 10, 0. 085
Taq 0. 75.0. 58.0 14.0 08 0. 75.0. 58,0 14.0. 08
, 75 %
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