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Fig. S1. Monoclonal scFv ELISA against myotoxin II, Streptavidin, Neutravidin, milk proteins, and a
PLA, from N. mossambica. The majority of the scFvs bind to myotoxin II, with no scFvs binding to any of the
control antigens. Binding was measured as absorbance at 492 nm. Source data are provided as a Source Data
file.
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Fig. S2. Expression normalized capture (ENC) DELFIA against myotoxin II. Binding was measured using
the Time-Resolved Fluorescence method on a FLUOstar Omega with excitation and emission of 337 nm and
615 nm respectively and 400 psall integration start and integration time. Each scFv was tested in duplicates with
error bars showing the standard deviation. Source data are provided as a Source Data file.



Fig. S3. Histology of different tissues from mice treated with venom only (Venom) and with venom and
B12 IgG(LALA+YTE) (B12). (a) Heart tissue (Venom), (b) Heart tissue (Venom+B12), (¢) Lung tissue
(Venom), (d) Lung tissue (Venom+B12), (e) Liver tissue (Venom), (f) Liver tissue (Venom+B12). The scale bar
in the bottom right corner of each picture is equal to 20 um.

Table S1. Amino acid sequences of the top 6 antibodies

Antibody

Amino acid sequence

TPL0039_05_E02

QVQLLESGGGLYQPGRSLRLSCAASGFTFSSYGLHWYRQAPGKGLEWYVAVISYD
GSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCASTLQQLDAFDIW
GQGTLVTVSSGGGGSGGGGSGGGASNFMLT QPHSVSESPGKTVTISCTRSSGSI
ASNYVQWYQQRPGTSPTIMIYEDNQRPSGVPDRFSGAIDSSSNSASLTISGLKTED
EADYYCQSYDSSSVVFGGGTKVTVLGQPAAASA

TPLO039 05 B12

EVOLVESGGGVVQPGRSLRLSCAASGFTFSSY GMHWVROQAPGKGLEWVAVISY
DGSNKYYADSVKGRFTISRDNSKNTLY LOMNSLRAEDTAVYY CAGWTEGDAFDI
WGQGTLVTVSSGGGGSGGGGSGGGASNFMLTQPHSVSESPGKTVTISCTRSSG
SIASNYVOWYQQRPGSAPSTVIYEDNRRPSGVYPDRFSGSIDSASNSASLTISGLKT
EDEADYYCQSYDSSSVWFGGGTKITVLGQPAAASA

TPL0039_05_F04

QVQLVESGGGVVQPGRSPRLSCAASGFTFSSYGMHWYRQAPGKGLEWVAVISY
DGENKYYADSVKGRFTISRDNSKNTLY LOMNSLRAEDTAVYYCAKDLEYSSSSWG
QGTLVTVSSGGGGSGGGGSGGGASNFMLTQPHSYSESPGKTVTISCTRSSGSIA
SNYVQWFOQORPGSSPTTVIYEDDORPSGYPDRFSGSIDSSSNSASLTISGLKTED
EATYFCQSYDSSTVVFGGGTKVTVLGQPAAASA

TPL0039_05_GO08

EVQLVESGGGVVQPGRSLRLSCAASGFTFSSY GMHWVRQAPGKGLEWVAVISY
DGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARTNYDSGDAFD
IWGQGTLVTVSSGGGGSGGGEGSGEGASNFMLTQFPHSVSESPGKTVTISCTRSS
GSIASNYVOWYQQRPGSSPTTVIYEDNQRPSGVPDRFSGSIDSSSNSASLTISGLK
TEDEADYYCQSYDSSTVWWFGGGTKLTVLGQPAAASA

TPL0039_05_B04

EVQLLESGGGVYVQPGRSLRLSCAASGFTFSSYGMHWVROQAPGKGLEWVAVISYD
GSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYY CARVGENEAFDIWG
QGTMVTVSSGGGGSGGGGSGGGASNFMLTQPHSYSESPGKTVTISCTRSSGSIA
RNYVQWYQQRPGSAPTTVIYEDNQRPSGVPDRFSGSIDSSSNSASLTISGLKTED
EADYYCQSYDSSTVVFGGGTKLTVLGQPAAASA

TPLO039_05_A03

QVQLVESGGGLAKPGRSLRLSCAVSGFTFSSYGMHWVRQAPGKGLEWVAVISYD
GSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCASTLQQLDAFDIW
GOQGTMVTVSSGGGGSGGGGSGGGASNFMLTQPHSYSESPGKTITISCTRSSGSI
ASNYVQWYQQRPGSVPTPVIYEDDRRPSGVPDRFSGSIDSSSNSASLTISGLKTE
DEADYYCQSYDSSSVVFGGGTKITVLGQPAAASA




