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C-to-U RNA editing is posttranslational processing observed in the organelle
of various eukaryotes including land plants. In this study, I newly indicated that phytomyxea and
centrohelida harbor the C-to-U editing systems in their mitochondria by searching in the public
database. The mitochondrial genome sequence of phytomyxea also supported the existence of C-to-U RNA
editing. Further, 1 actually confirmed the C-to-U RNA editing in centrohelida mitochondria and
discussed its evolution in centrohelida by analyzing the gene playing a central role in the editing.
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