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Supplementary Figure 1. Alignments of the actinoporin-like protein from M.complanata (Spot 3103 SEC-4) and three model actinoporins. The

accession numbers of the sequences used are as follows: DELTA-actitoxin-Aeq1a (Equinatoxin II from Actinia equina): P61914.; DELTA-actitoxin-

Ucs1a (Urticina crassicornis): C9EIC7.; DELTA-actitoxin-Aeq1b (Actinia equina): Q93109. Sequences were aligned with ClustalW (default

parameters). Identic (*), conserved(:) and, semi-conserved (.) amino acid residues are displayed.


