Table S1. Peptides (HLLQFGDLIDK), (EICECDRDAAICFR) and (SGFWYYGFYGCYCGLGGR) were fragmented and aligned with the acidic phospholipase A2 (PA2A) sequence of Lachesis stenophrys.
	Name of Protein/ Organism
	Database
	Acess Number 
	Identification Score (MS/MS)
	Prob.(1) 
	Coverage of the sequence
	Theoretic
	NPIV (3)
	Peptide sequence
	m/z (Da)
	Prob. (2)

	
	
	
	
	
	
	Molecular mass
	Isoeletric point
	 
	
	
	

	Acidic phospholipase A2/
	Metazoa / Uniprot
	P84651
	226
	100%
	35%
	14690
	4.95
	3
	HLLQFGDLIDK
	1298,7
	99%

	Lachesis stenophrys
	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	SGFWYYGFYGCYCGLGGR
	2169,8
	98%

	
	
	
	
	
	
	
	
	
	EICECDRDAAICFR
	1814,7
	90%


1= Probability of protein identification (Scaffold) A0A061DWR3. 2= Probability of peptide identification (Scaffold). 3= NPIV: Number of peptides identified and validated (Scaffold).
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