Table S3: Single nucleotide variants (SNVs) associated with SARS-CoV-2 lineages of concern (or variants of concern). The mutations were identified by querying the GISAID database to find SNVs that were over 90% prevalent in the variants of concern, and were also not present above 10% prevalence in another lineage (see Text S1).   

	Lineage 
	Nucleotide Mutation
	Gene
	Prevalence in lineage (in GISAID)

	P.1
	T733C
	ORF1ab
	0.999

	P.1
	C2749T
	ORF1ab
	0.991

	P.1
	C3828T
	ORF1ab
	0.993

	P.1
	A5648C
	ORF1ab
	0.998

	P.1
	A6613G
	ORF1ab
	0.995

	P.1
	C12778T
	ORF1ab
	0.988

	P.1
	C13860T
	ORF1ab
	0.992

	P.1
	G17259T
	ORF1ab
	0.996

	P.1
	C21621A
	S
	0.994

	P.1
	G22132T
	S
	0.972

	P.1
	A22812C
	S
	0.913

	P.1
	C23525T
	S
	0.998

	P.1
	C24642T
	S
	0.996

	P.1
	G28167A
	ORF.8
	0.972

	P.1
	C28512G
	N
	0.992

	P.1
	A28877T
	N
	0.945

	P.1
	G28878C
	N
	0.930

	B.1.1.7
	C913T
	ORF1ab
	0.989

	B.1.1.7
	C3267T
	ORF1ab
	0.998

	B.1.1.7
	C5388A
	ORF1ab
	0.997

	B.1.1.7
	T6954C
	ORF1ab
	0.988

	B.1.1.7
	C14676T
	ORF1ab
	0.998

	B.1.1.7
	C15279T
	ORF1ab
	0.997

	B.1.1.7
	T16176C
	ORF1ab
	0.998

	B.1.1.7
	T21765del
	S
	0.974

	B.1.1.7
	A21766del
	S
	0.975

	B.1.1.7
	C21767del
	S
	0.978

	B.1.1.7
	A21768del
	S
	0.978

	B.1.1.7
	T21769del
	S
	0.978

	B.1.1.7
	G21770del
	S
	0.978

	B.1.1.7
	T21991del
	S
	0.970

	B.1.1.7
	T21992del
	S
	0.969

	B.1.1.7
	A21993del
	S
	0.969

	B.1.1.7
	C23271A
	S
	0.996

	B.1.1.7
	T24506G
	S
	0.998

	B.1.1.7
	G24914C
	S
	0.997

	B.1.1.7
	C27972T
	ORF.8
	0.998

	B.1.1.7
	G28048T
	ORF.8
	0.995

	B.1.1.7
	A28111G
	ORF.8
	0.998

	B.1.1.7
	G28280C
	N
	0.988

	B.1.1.7
	A28281T
	N
	0.988

	B.1.1.7
	T28282A
	N
	0.990

	B.1.1.7
	C28977T
	N
	0.996

	B.1.351
	G5230T
	ORF1ab
	0.991

	B.1.351
	A10323G
	ORF1ab
	0.996

	B.1.351
	A21801C
	S
	0.996

	B.1.351
	A22206G
	S
	0.966

	B.1.351
	T22287del
	S
	0.925

	B.1.351
	T22288del
	S
	0.925

	B.1.351
	G22289del
	S
	0.923

	B.1.351
	G22813T
	S
	0.974

	B.1.351
	C25904T
	ORF3a
	0.963

	B.1.351
	C25904T
	ORF3b
	0.963

	B.1.351
	C26456T
	E
	0.993
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