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Mitochondrial genome com?lete sequencing and technological development of
computer SC|ent|f|c ‘cell fractionation method" in fern
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In this study, we succeeded in determining the full length sequence of
chloroplast of Cyrtomium fortunei by Next Generation Sequencing data (NGS). In mitochondrial
genomes, we were able to determine the full length sequence of the major genes. But, the complete
mitochondrial genome sequence which containing all the intergenic regions as orlglnally planned
could not be determined. Because, there may be multiple structural polymorphism (multipartite
structure) in the mitochondrial genome.
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