Table S1.

	Species A
	Species B
	Estimated Divergence Time (Mys)
	Networks Used for Rewiring Analysis

	S. cerevisiae
	S. mikatae
	10
	Metabolic pathway, TF, 

	S. cerevisiae
	S. paradoxus
	10
	Metabolic pathway,

	S. cerevisiae
	S. bayanus
	20
	Metabolic pathway, TF, 

	H. sapiens
	M. mulatta
	25
	Metabolic pathway, Metabolic enzyme, 

	C. elegans
	C. briggsae
	30
	Metabolic pathway, miRNA

	D. melanogaster
	D. pseudoobscura
	50
	Metabolic pathway,

	H. sapiens
	M. musculus
	75
	Metabolic pathway, Metabolic enzyme, miRNA

	S. cerevisiae
	C. glabrata
	80
	Metabolic pathway,

	S. cerevisiae
	K. lactis
	150
	Metabolic pathway, TF, 

	S. cerevisiae
	D. hansenii
	270
	Metabolic pathway,

	S. cerevisiae
	C. albicans
	270
	Metabolic pathway, TF, Phosphorylation, 

	S. cerevisiae
	S. pombe
	420
	PPI, Genetic, Metabolic pathway, Phosphorylation, 

	H. sapiens
	D. rerio
	450
	miRNA

	C. elegans
	D. melanogaster
	600
	TF

	H. sapiens
	D. melanogaster
	800
	PPI, Genetic, Metabolic pathway, Metabolic enzyme, miRNA

	H. sapiens
	C. elegans
	800
	PPI, Genetic, Metabolic pathway, Metabolic enzyme, miRNA

	S. cerevisiae
	D. melanogaster
	1500
	TF

	S. cerevisiae
	H. sapiens
	1500
	PPI, Genetic, Metabolic pathway, Metabolic enzyme, Phosphorylation, 


