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Supplementary figure s1. Annotation pipeline for project.
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Suppl y figure s2. Ali shows both NaTx1 (aqua) and NaTx2 (orange) across sea anemone species. All species show a
conserved cysteine pattern across both NaTx types. NaTx2 shows distinction with havening a conserved region across amino acids 39-44.
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Supplementary figure s3. Alignment showing Sea anemone short type 3 toxins. Mature region shows a rich cysteine composition (CE C-€ C-CE C).
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Supplementary figure s4. Alignment showing the insulin like toxin Venom protein 302 across all known species. Alignment shows conserved
and rich cystine region (CX5-CC CX4).
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Supplementary figure s5. Alignment showing Shk-like-1 mature toxin. Alignment shows 7 conserved cystines across both samples.



