Supplementary Figure S3

Alignment of Leo1 homologues, made using MegAlign (DNAStar). Details as for
Figure S1. Organisms are: Tb- T. brucei, At- Arabidopsis thaliana; Dd- Dictyostelium
discoideum XP_637916.1; Tp- Thalassiosira pseudonana XP_002289477.1; Hs-
Homo sapiens NP_620147.1; Sc- Saccharomyces cerevisiae Leo1; Ng- Naegleria
gruberi XP_002677260.1; Tt- Tetrahymena thermophila EAR92336.1; Pi-
Phytophthora infestans XP_002903832.1
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Consensus 'Consensus #1': When 44% (4) match the residue group of the Consensus show the
group label of the Consensus, otherwise show '.'. Residue Groupings of Consensus #1 are: a=
(DE), b=(HKR), f=CAFILMPVW), p=(CCGNQSTY).

Decoration 'Decoration #1': Shade (with black at 50% fill) residues that match the consensus
named 'Consensus #1' exactly.

Decoration 'Decoration #2': Shade (with solid black) residues that match the Consensus
exactly.



