
File S3. Multiple alignment of amino acid sequences of OMA1-homologous proteins from Arabidopsis (At_OMA1,
At5g51740), rice (Os_OMA1, Os02g0735100), sugar beet (bvORF19, this study), and yeast (Sc_OMA1, S000001795).
Position of the Zn2+ binding motif is shown by a horizontal line. The amino acid sequences were aligned using
ClustalW (http://clustalw.ddbj.nig.ac.jp/index.php?lang=ja). The identity of amino acid sequences between bvORF19
and yeast OMA1 is 17%. The E-value obtained from a BLAST search using bvORF19 as a query is 1e-12 for yeast
OMA1.
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