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Figure S1. Multiple sequence alignment analysis. Natterins from 
Thalassophryne nattereri venom were aligned using ClustalW (UNIT 2.3 
Multiple Sequence Alignment Using ClustalW and ClustalX, 2003). Accession 
numbers: SP|Q66S25| Natterin 1; SP|Q66S21| Natterin 2; SP|Q66S17| 
Natterin 3; SP|Q66S13| Natterin 4; SP|Q66S08| Natterin P. *Fully conserved 
residues; conservation of strongly similar groups (>0.5 in the Gonnet PAM 250 
matrix); conservation of weakly similar groups (≤0.5 in the Gonnet PAM 250 
matrix) [116]. 


