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Supplementary Figure 3a

Alignment of the peptidase S1 domain. The positions of the catalytic triad are highlighted
by red squares and lines that mark the three active sites. Disulphide bonds and taxa are

colour coded as in previous figures.
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Supplementary Figure 3b

Phylogenetic tree of peptidase S1 sequences. The tree was reconstructed with RaxML
(Stamatakis and Alachiotis 2010), -f a, PROTGAMMAWAG, 1000 bootstraps.
Transcripts of the BVgT are coloured in light red, of the VgT by dark red, the remaining
taxa are coloured as in previous figures. Kallikrein sequences are marked by green circles
for non-venomous taxa, orange for venomous species. Nodes that separate the clades of
kallikrein sequences are highlighted by black circles. The tree is rooted with sequence

variants of non-venomous taxa.
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