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Multiple sequence alignment of ORC2 proteins
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Figure Legend: Proteins are denoted by their gene names, species abbreviations and gi numbers separated by underscores. Residues are colored
according to their conservation profile at 95% consensus. The coloring scheme and consensus abbreviations are as follows: h, hydrophobic (h:
ACFILMVWY) |, aliphatic (I: LIV) and a, aromatic (a: FWY) residues shaded yellow; b, big (LIYERFQKMW) residues shaded grey, s, small
(AGSVCDN) residues colored green; and p, polar (STEDKRNQHC) residues colored blue; and ¢, charged (HRKDE) and -, acidic (DE) residues
colored magenta. The predicted secondary structure is shown above the alignment, where E represents a strand and H, helix. Poorly conserved
inserts are replaced by a number that denotes the size of the insert. Note the conserved glycine rich loop between strand-1 and helix-2. Species
abbreviations are as follows: Anid : Aspergillus nidulans; Atha : Arabidopsis thaliana; Cele : Caenorhabditis elegans; Cpar : Cryptosporidium parvum;
Ddis : Dictyostelium discoideum; Dmel : Drosophila melanogaster; Ecun : Encephalitozoon cuniculi; Ehis : Entamoeba histolytica; Hsap : Homo sapiens; Scer
: Saccharomyces cerevisiae; Spom : Schizosaccharomyces pombe; Tann : Theileria annulata; Xlae : Xenopus laevis.



