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Fig. S1: Sequence alignment of members of the anamorsin/Dre2 family. The following 
sequences were aligned by use of the CLUSTAL W algorithm [1]: Homo sapiens 
NP_064709.2, Mus musculus NP_598902.1, Xenopus laevis NP_001164545.1, 
Saccharomyces cerevisiae P36152.1. The cysteine residues that were proposed to be oxidized 
by Mia40 in the conserved C-terminal region are indicated by arrowheads. 
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