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Analysis on frequency of 9 bp deletion of mitochondrial DNA in Miao population in three geographical regions of Guizhou"

Ren Linyan ,He Yan® ,Zhang Ting ,Wang Chanjuan ,Wang Huan ,Guan Zhizhong ,Shan Keren
(the Key Laboratory of Molecular Biology ,Guiyang Medical University ,Guiyang ,Guizhou 550004 ,China)
Abstract; Objective To analysis the frequency of 9 bp deletion polymorphism of mitochondrial DNA(mt DNA) among Miao
population in three geographical regions of Guizhou. Methods Polymerase chain reaction and polyacrylamide gel electrophoresis
(PCR-PAGE) were used in the study of mtDNA 9 bp deletion polymorphism, DNA sequence was used to verify the results. Results
Each group who come from Basa, Shajin, Longjie in Guizhou, the frequency of 9 bp deletion of mtDNA value as 19. 15%(9/47) ,

42.5%(17/40) and 29.55% (13/43). Short polymorphic frequency difference was statistically significant between Basa and Shajin

groups(P<C0. 05). Conclusion

The frequencies of 9 bp deletion of mtDNA are relatively high in Miao ethnic group in Guizhou.

There are certain differences of the delegation frequencies among these groups.
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mtDNA 9 bp §e 5 57 3 1 46000 43 7 25 R ARE T,

1 #EREHE

L1 —fwr SRERASMMNITED BT H BT R
S5 3 M I R HE 131 B B A R AR T AR 1. BT BE X
G M R L KR 3 AN IR — RO L 8 = ] B ok
GRF . REEMFEMASEEEN . AR EDTAK, $uEt,
—70 CEff ZIRIIEF 4 DNA,

1.2 DNA 2L, & & Rbnfb 4% 8 Mm-S 05 Al 32 2L B 4l
DNA, ¥ F TE; 5 5Pk & J5 B &2 58— AR fh ik B O 50
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buffer 2.5 pL.,25 mmol/L MgCl, 1.5 pL,4 X ANTP (& ff 2.5
mmol/L) 2.0 puL,10 pmol/L 51445 0.4 pL.DNA R4 1.0
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(C) K/MN(bp)
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, 58 109/100
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258/24¢
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