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Study on the changes of mitochondrial DNA ATPase 6 and 8 subunit genes of small in-

testine epithelial cells in hemorrhagic shock rats
LI Wei-wen, LU Song-min, LIU Jian-cang, WU Fan, BAI Gamrrong, LI Ping (Depattment 2 Research Institute of Field Surgery:
Daping Hospital Third Military M edical University, Chongqing 400042, China)

Abstract: Objective To observe the changes of mitochondrial DNA ATPase 6, 8 subunit genes of small intes-
tine epithelial cells in hemorragic shock rats. Methods Six rats were randomly divided into the control and shock
groups, from which miDNA was extracted, respectively. The sequences were examined after amplification by poly-
merase chain reaction (PCR) to detect mutation sites. Results The polymorphism existed at some sites of ATPase
6, 8 genes of Wistar rats. There was an A 7797 deletion and several site mutations of ATPase 6, 8 subunit genes in
shock 5h group, namely, A 7863 G, G 7950T, C 894G and T 8505 G. Conclusion The mutation of ATPase 6,
8 subunit genes at the 5th h may esult in the changes of their coding amino acids, which might be due to the changes
of FoF-ATPsynthase activity.
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2B; 5-TG-GTGGGTCATTATGTGTTATC 3 . .
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