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Alignment of the relatively well conserved parts of IND1 and HCF101, that are predicted by SMART
(Letunic et al., 2006) to correspond to the 3D structure of the nucleotide binding domain. The IND1 from
Y.lipolytica and the HCF101 from A.thaliana are underlined. The alignment was created with ClustalX
(Thompson et al., 1997), positions with strongly conserved (black: 100% similarity) or less strongly
conserved (grey, white letters: >80 % similarity; grey, black letters > 60 % similarity) residues are



highlighted with GeneDoc (Nicholas et al., 1997). The Walker A motif and the Walker B motif are indicated,
as well as the MRP signature and two cysteines that are conserved at the C-terminus and that correspond to
the essential CxxC motif in position 201-204 of Cfd1. These cysteines have apparently been lost in HCF101
and its close relative from the algae O. lucimarinus, as they are present in sequences from the Alveolates (P.
tetraurelia and P. yoelii) that are monophyletic with HCF101 (see Supplementary Figure S1). Note
furthermore that the cysteine pair is not universally conserved within the IND1 group, as one of the cysteines
has been replaced by an aspartate in the O. lucimarinus sequence.
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