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Figure S1. The alignment of echinoderm and human aldh1a genes. 
Functional domain residues of the Human aldh1a1 gene were predicted using the NCBI conserved domains 
search (https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi). Green, red and blue shade respecitively indicates 
the alignment of homotetrameric interface, the NAD binding site and the catalytic residues. The percentage of the 
identical over aligned residues across human and each echinoderm aldh1a genes is indicated below. 
Homotetrameric interface: Sea lily; 50/61 (82.0%), Starfish 1; 48/61 (78.7%), Starfish 2; 41/59 (69.5%), Starfish 3; 
38/61 (62.3%) and Brittle star; 49/61 (80.3%). NAD binding site: Sea lily; 18/18 (100%), Starfish 1; 16/18 (88.9%), 
Starfish 2; 16/18 (88.9%), Starfish 3; 18/18 (100%) and Brittle star; 16/18 (88.9%). Catalytic residues: Sea lily; 4/4 
(100%), Starfish 1; 4/4 (100%), Starfish 2; 4/4 (100%), Starfish 3; 4/4 (100%) and Brittle star; 4/4 (100%).
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