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Each fraction of TSK-gel filtration (Article Figure 1) was identified by chromatograms comparison and
retention time of each protein (Figure S1 and S2). The chromatograms were aligned and the fourth frac-
tion of gel filtration (P4) was chosen as example to illustrate the identification by comparison of the
retention time of samples (Figure S2). Next e protein identifications of each fraction from TSK-gel filtra-
tion (P1-P8) are indicated.
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Figure S1: The chromatograms separation of M. altirostris venom by RP-HPLC showing the peaks that
were previously identified [15]. Identification of gel filtration fractions was achieved by their elution in
the RP-HPLC. Each fraction from the TSK-gel filtration (Figure 1) was compared with the chromatogram
of total venom, following the same conditions, and retention time of each peak (A) was aligned with a

standard migration of venom proteins. Thus, the fractions of P1-P8 were identified.
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Figure S3: Alignment of phospholipases A2. Phospholipases from Naja naja P15445; Naja atra P00598, M.
altirostris F5CPF1, F5CPFO, and AED89576.1 (Genebank) were aligned using Clustal platform at
UNIPROT site (https://www.uniprot.org/ accessed 12/12/2022). Dark purple means identical amino acid
residues, and light purple means similar amino acids. Arrows indicate residues that may be related to
antibodies recognition, orange active site (H47, D48, Y51, and D93), blue Ca2+ binding site (Y27, G29,
G31, and D48), and green phospholipid binding (L2, F5, I9, W19, F21, A22, G31, and Y63).



