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Introduction Key residues for antivenom toxin recognition Antivenoms antibodies bind to functional sites of toxins

Insight into the molecular details of polyclonal antivenom antibody

o r - e o Type 1 a-neurotoxins
specificity Is a prerequisite for accurate prediction of cross-reactivity and
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High number of epitopes recognized by SAIMR antivenom Dendrotoxing . :
Conclusions Perspectives
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VINS Cental Afic recognize and bind to epitopes at Immunization and immunization
Figure 1. (A-C) Venn diagrams of peptides classified to bind antivenom antibodies for each pair of experiments conducted with the Figure 2. Examples of B-cell epitope analysis: Type 1 and 2 a-neurotoxin and dendrotoxins recognized by the SAIMR polyvalent : : : : : : : 5
sa?me anti(venczm in tWo gifferent dﬁuﬁons; (A) SAIMR Polyvalent Snake Antivenom, (B) VINS zfrican, aFrjwd (C) VINS Central Africa. (D) antivenom. The filled profiles above each sequence represent the average score of peptides containing a given peptide. The tile the fU nCt|Onal S|teS Of tOXlﬂS. W|th Syﬂ’[heth epltOpe STI’IHQS
Venn diagram of peptides classified as binders for each antivenom. Only peptides identified in both experiments with each background represents the average alanine substitution efiect. When no 12-mer peptide covering a given residue passed the
antivenom, corresponding to the overlap in Venn diagram in part A-C, are included. epitope-threshold, the residue is colored gray. Dark purple indicates that a residue is of particular importance for antibody
recognition.
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