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SAIMR Polyvalent VINS Africa VINS Central Africa
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Figure S1. Binding profiles of 12 toxins. The median signal intensity of five replicates of each
peptide is plotted as dots based on the position of the N-terminal residue of the 12-mer peptide in the
protein sequences (pro-peptides removed). The dots are connected with straight lines to visualize the
relation between overlapping peptides. The error bars represent the standard deviation of the five
replicates. Positions containing gaps in the alignments were ignored. Blue dots refer to the 1:50
dilution experiment, while red dots refer to the 1:100 dilution experiments. Notice that each point
contains information on the following 11 amino acids of the toxin.
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Figure S2. Binding profiles of 12 toxins. The median signal intensity of five replicates of each
peptide is plotted as dots based on the position of the N-terminal residue of the 12-mer peptide in the
protein sequences (pro-peptides removed). The dots are connected with straight lines to visualize the
relation between overlapping peptides. The error bars represent the standard deviation of the five
replicates. Positions containing gaps in the alignments were ignored. Blue dots refer to the 1:50
dilution experiment, while red dots refer to the 1:100 dilution experiments. Notice that each point
contains information on the following 11 amino acids of the toxin.
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Figure S3. Binding profiles of 12 toxins. The median signal intensity of five replicates of each
peptide is plotted as dots based on the position of the N-terminal residue of the 12-mer peptide in the
protein sequences (pro-peptides removed). The dots are connected with straight lines to visualize the
relation between overlapping peptides. The error bars represent the standard deviation of the five
replicates. Positions containing gaps in the alignments were ignored. Blue dots refer to the 1:50
dilution experiment, while red dots refer to the 1:100 dilution experiments. Notice that each point
contains information on the following 11 amino acids of the toxin.
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Figure S4. Binding profiles of 12 toxins. The median signal intensity of five replicates of each
peptide is plotted as dots based on the position of the N-terminal residue of the 12-mer peptide in the
protein sequences (pro-peptides removed). The dots are connected with straight lines to visualize the
relation between overlapping peptides. The error bars represent the standard deviation of the five
replicates. Positions containing gaps in the alignments were ignored. Blue dots refer to the 1:50
dilution experiment, while red dots refer to the 1:100 dilution experiments. Notice that each point
contains information on the following 11 amino acids of the toxin.
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Figure S5. Binding profiles of 12 toxins. The median signal intensity of five replicates of each
peptide is plotted as dots based on the position of the N-terminal residue of the 12-mer peptide in the
protein sequences (pro-peptides removed). The dots are connected with straight lines to visualize the
relation between overlapping peptides. The error bars represent the standard deviation of the five
replicates. Positions containing gaps in the alignments were ignored. Blue dots refer to the 1:50
dilution experiment, while red dots refer to the 1:100 dilution experiments. Notice that each point
contains information on the following 11 amino acids of the toxin.
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Figure S6. Binding profiles of 12 toxins. The median signal intensity of five replicates of each
peptide is plotted as dots based on the position of the N-terminal residue of the 12-mer peptide in the
protein sequences (pro-peptides removed). The dots are connected with straight lines to visualize the
relation between overlapping peptides. The error bars represent the standard deviation of the five
replicates. Positions containing gaps in the alignments were ignored. Blue dots refer to the 1:50
dilution experiment, while red dots refer to the 1:100 dilution experiments. Notice that each point
contains information on the following 11 amino acids of the toxin.



SAIMR Polyvalent VINS Africa VINS Central Africa

5000 500 A
T
(o]
2500 250 o
2
0 - 0 -
5000 500 A
T
(o]
2500 250 >
a
o]
0 - 0 -
5000 500 A
.
©
2500 250 ©
D
[«]
0 - 0 -
5000 500 A
-
©
2500 - 250 - g
©
\S)
0 - 0 -
5000 500 A
.
3
> 2500 1 250 R
g ©
£ 0 0 -
T 5000 500 -
2 8
@ 2500 250 8
T
\‘
0 - 0 -
5000 500 -
[9]
[*%)
2500 250 2
oy
o
0 - 0 -
5000 500 -
9]
©
2500 - 250 - 3
o
©
0 - 0 -
5000 500 -
9]
©
2500 - 250 - 3
o
©
0 - 0 -
5000 500 -
o
©
2500 250 - 3
=
0 - 0 -
T T T T T T T T T T T T T T T T T T T T T
0 10 20 30 40 50 60 0 10 20 30 40 50 60 0 10 20 30 40 50 60

Figure S7. Binding profiles of 10 toxins. The median signal intensity of five replicates of each
peptide is plotted as dots based on the position of the N-terminal residue of the 12-mer peptide in the
protein sequences (pro-peptides removed). The dots are connected with straight lines to visualize the
relation between overlapping peptides. The error bars represent the standard deviation of the five
replicates. Positions containing gaps in the alignments were ignored. Blue dots refer to the 1:50
dilution experiment, while red dots refer to the 1:100 dilution experiments. Notice that each point
contains information on the following 11 amino acids of the toxin.
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Figure S8. Linear B-cell epitope analysis of four non-conventional three-finger toxins(P01400,
P01401, P25682, P25687), two Natriuretic peptides (P28374 and Q8QGP7) and one prokineticin
(P25687) recognized by the SAIMR antivenom. See Fig. 4 and text for details.

Antivenom VINS African VINS C. Africa SAIMR polyvalent
Dilution 1:50 1:100 1:50 1:100 1:50 1:100
Mean () 58.2 4858 58.1 499 96.6 67.7

St.dev. (o) 5.4 3.3 49 3.6 26.6 17.5
p+10c 112.0 81.4 107.5 86.4 362.7 242.9

Table S1. Descriptive statistics on the lower 70-percentile of median signals used as an estimate of
the background signal level.



