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We aimed at demonstration and elucidation of multidirectional evolution of
mitochondria in eukaryotes, particularly in anaerobic protists. We mainly elucidated physiological
functions, protein/metabolite transport mechanisms, quality control mechanisms, genomic and
transcriptomic regulation of highly divergent mitochondrion-related organelles such as mitosomes and
hydrogenosomes in protists. Our studies demonstrated the unique mechanisms that evolved under anaerobic
and free living / parasitic conditions in detail, and gave insights into evolultionary constrains leading

to such diversities.
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