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Analysis _of evolution of mitochondrial transport regulation system from
endosymbiotic bacteria Wolbachia
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There are two unknown events in mitochondrial symbiotic evolution. One is most
gene transfer of symbiont genome to host chromosome. The other is a dynamic system that the transferred
gene products, mitochondrial proteins, import into mitochondria. In this research, we focused later
evolutional event in mitochondria. As model proteins from eukaryote and endosymbiotic bacteria Wolbachia,
we tried to investigate and propos novel mitochondrial evolution using bioinformatics and experimental
analyses. As the results, we found Wolbachia genes which could be homologous to genes of mitochondrial
transport regulation system. Under cell culture experiment, we constructed mammalian cells system
infected Wolbachia.
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