[bookmark: _Hlk38386426]Table 1. Description of various datasets and databases used for the study
	Data type
	Source
	Description
	Reference

	Human and P. falciparum Protein sequence
	UniProt
	Centralized resource for protein sequences
and functional information
	(1)

	Protein family and domain/signatures
	Interpro
	An integrative protein signature database
	(2)

	Human and P. falciparum 
PPI datasets
	STRING
	Retrieval of functional associations
inferred from sequence and high throughput
data
	(3)

	Wuchty et al in silico Plasmodium PPI (1)
	Literature
	Computationally derived Plasmodium
falciparum PPIs derived using protein domains, interologs, and experimental PPIs
	(4)

	Wuchty et al experimental PPI (2)
	Literature
	Experimentally derived Plasmodium
falciparum PPIs derived using protein
domains
	(5)

	Wuchty  experimental P. falciparum PPI (3)
	Literature
	Experimentally derived Plasmodium
falciparum PPIs
	(6)

	Wuchty et al experimental P. falciparum PPI (4)
	Literature
	Experimentally derived Plasmodium
falciparum PPIs
	(7)

	LaCount Protein
Interaction network of P. falciparum
	Literature
	Experimentally derived PPIs
	(8)

	Bossi and Lenner human experimental
PPIs
	Literature
	Experimentally derived human PPIs
	(9)

	GWAS Summary Statistics
	Literature/ EGA
	
	(10)

	






Functional genomics
database and tools
	Reactome
	Database of manually curated, peer-reviewed
pathway database of human
pathways and processes
	(11)

	
	IntAct
	Protein interaction database system
and analysis tools for molecular interaction
data
	(12)

	
	MINT
	Molecular interaction database of
experimentally verified PPIs mined
from scientific literatures
	(13)

	
	BioGRID
	Curated biological database of PPIs,
genetic interactions, chemical interactions
and post-translational modifications
	(14)

	
	Gene Ontology
database
	A classification system for annotation
of genes and gene products with
molecular function, biological process
and cellular component
	(15)

	
	KEGG Database
	An integrated database of genes and
metabolic pathway information
	(16)
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