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Supplemental Figure 1: Alignment of γ-secretase components from two kingdoms. 
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Multiple sequence alignment of orthologs of γ-secretase components. Orthologs of γ-

secretase subunits from representative organisms from the animal and plant kingdoms were 

aligned using ClustalW (http://www.ebi.ac.uk/clustalw/). Names of the organisms from which 

the sequence originated is shown to the left each row (At, Arabidopsis thaliana; Ce, 

Caenorhabditis elegans; Dd, Dictyostelium discoideum; Dm, Drosophila melanogaster; Hs, 

Homo sapiens; Mm, Mus musculus; Os, Oryza sativa; Pp, Physcomitrella patens; highlighted 

in pink) followed by the accession numbers of the sequences used in this alignment. Residues 

are color-coded to reflect the nature of amino acids [Red, small and/or hydrophobic aminoacids 

(AVFPMILW); Blue, Acidic (DE); Magenta, Basic (RK); Green, Hydroxyl, Amine or Basic 

(STYHCNGQ)]. Symbols below the aligned sequences denote the degree of conservation 

observed in each column: "*" represents identical residues, ":" represents conserved 

substitutions and "." represents semi-conserved substitutions. Predicted transmembrane domain 

sequences are boxed and numbered (TMD I- IX) and the catalytic aspartates in PS are marked 

with a large blue Asterisks. 
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