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[bookmark: _GoBack]Supplementary table 8: Bootstrap values (in %) of significant clades in the radial phylogenetic tree.
	Significant clades of 3CL-like proteinase
	Significant clades of RNA-dependent RNA polymerase (RdRp)

	Accession 
	Location
	Bootstrap value (%)
	Accession 
	Location
	Bootstrap value (%)

	hCoV-19/Guam/GU_NHG_01/2020|EPI_ISL_444998
	GUAM
	65
	hCoV-19/Belgium/ULG-10069/2020|EPI_ISL_424633
	Belgium
	63

	hCoV-19/Algeria/G0640_2265/2020|EPI_ISL_418242
	Algeria
	
	hCoV-19/Benin/314/2020|EPI_ISL_476834
	Benin
	

	hCoV-19/USA/WA13-UW9/2020|EPI_ISL_413601
	USA
	64
	
	

	hCoV-19/Jordan/SR-032/2020|EPI_ISL_429992
	Jordan
	
	
	



