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Table S1. Primers and target sequences in SARS-CoV-2 genome
	Primer sequence (5’ - 3’)
	Target genes
	PCR rounda
	Genome location
	Strand

	ACT TGT GCC CTT TTG GTG AAG
	S
	1
	22563 - 22583
	+

	TGG ATC ACG GAC AGC ATC AG
	S
	1
	23299 - 23280
	-

	AAT TCC GCA TCA TTT TCC ACT T
	S
	2
	22670 - 22691
	+

	CAC CTG TGC CTG TTA AAC CA
	S
	2
	23213 - 23194
	-

	GTC CTG ACG GCG TAA AAC AC
	ORF7/ORF8/N
	1
	27593 - 27612
	+

	GCC CCA CTG CCG TTC TCC ATT
	ORF7/ORF8/N
	1
	28377 - 28358
	-

	GGA ATC ATC ACA ACT GTA GCT GC
	ORF8/N
	2
	27915 - 27937
	+

	CCA GTT GAA TCT GAG GGT CCA C
	ORF8/N
	2
	28347 - 28325
	-


a In nested protocol.




Table S2. Mutations of interest targeted in S gene amplified fragment
	Mutation
	Frequency among lineagesa

	
	α
	β
	δ
	γ
	ζ
	ε
	κ
	η
	ι
	μ
	λ

	22599 G>A (S:R346K)b
	-
	-
	-
	-
	-
	-
	-
	-
	-
	++
	-

	22600 A>C (S:R346S)b
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-
	++

	22812 A>C (S:K417T)
	-
	-
	-
	++
	-
	-
	-
	-
	-
	-
	-

	22813 G>T (S:K417N)
	-
	++
	-
	-
	-
	-
	-
	-
	-
	+
	-

	22917 T>G (S:L452R)
	-
	-
	++
	-
	-
	++
	++
	-
	-
	-
	++

	22992 G>A (S:S477N)
	-
	-
	-
	-
	-
	-
	-
	-
	+
	-
	+

	22995 C>A (S:T478K)
	-
	-
	++
	-
	-
	-
	-
	-
	-
	-
	-

	23012 G>A (S:E484K)
	-
	++
	-
	++
	++
	-
	-
	++
	++
	++
	-

	23012 G>C (S:E484Q)
	+
	-
	-
	-
	-
	-
	++
	-
	-
	-
	-

	23063 A>T (S:N501Y)
	++
	++
	-
	++
	-
	-
	-
	-
	-
	++
	-

	23271 C>A (S:A570D)b
	++
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-


a Frequency estimates based on our own whole viral sequences, covSPECTRUM database, and literature (“-”: absent; “+”: present in less than 50% of samples; “++” present in more than 50% of samples).
b Outside inner primers range.


Table S3. Mutations of interest targeted in ORF7ab/ORF8/N fragment
	Mutations
	Frequency among lineagesa

	
	α
	β
	δ
	γ
	ζ
	ε
	κ
	η
	ι
	μ
	λ

	27638 T>C (ORF7a:V82A)b
	-
	-
	++
	-
	-
	-
	++
	-
	-
	-
	-

	27739 C>T (ORF7a:L116F)b
	-
	-
	-
	-
	-
	-
	-
	-
	+
	-
	-

	27750 G>T (ORF7a:K119N)b
	-
	-
	-
	-
	-
	-
	+
	-
	-
	-
	-

	27752 C>T (ORF7a:T120I)b
	-
	-
	++
	-
	-
	-
	-
	-
	-
	-
	-

	27870 G>T (ORF7b:E39*)b
	-
	+
	-
	-
	-
	-
	-
	-
	-
	-
	-

	27874 C>T (ORF7b:T40I)b
	-
	-
	++
	-
	-
	-
	-
	-
	-
	-
	-

	27882 G>T (ORF7b:A43S)b
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-
	++

	27890 G>T (intergenic)b
	-
	-
	-
	-
	-
	++
	-
	-
	-
	-
	-

	27925 C>A (ORF8:T11K)b/c
	-
	-
	-
	-
	-
	-
	-
	-
	++
	++
	-

	27972 C>T (ORF8:Q27*)
	++
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-

	28005 C>T (ORF8:P38S)
	-
	-
	-
	-
	-
	-
	-
	-
	-
	++
	-

	28048 G>T (ORF8:R52I)
	++
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-

	28079 G>T (ORF8:
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-
	+

	28093 C>T (ORF8:S67F)
	-
	-
	-
	-
	-
	-
	-
	-
	-
	++
	+

	28095 A>T (ORF8:K68*)
	+
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-

	28099 C>T (ORF8:S69L)
	-
	-
	-
	-
	-
	-
	+
	-
	-
	-
	-

	28111 A>G (ORF8:Y73C)
	++
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-

	28167 G>A (ORF8:E92K)
	-
	-
	-
	++
	-
	-
	-
	-
	-
	-
	-

	28191 G>T (ORF8:V100L)
	-
	-
	-
	-
	-
	+
	-
	-
	-
	-
	-

	28248 GATTT>Del (ORF8:D119- / F120-)
	-
	-
	++
	-
	-
	-
	-
	-
	-
	-
	-

	28251 T>G (ORF8:F120V)
	-
	+
	-
	-
	-
	-
	-
	-
	-
	-
	-

	28253 C>T (ORF8:F120F)
	-
	-
	-
	-
	++
	-
	-
	-
	-
	-
	+

	28254 A>C (ORF8:I121L)
	+
	+
	-
	-
	-
	-
	-
	-
	-
	-
	-

	28254 A>Del (ORF8:I121fs)
	-
	+
	-
	-
	-
	-
	-
	-
	-
	-
	-

	28271 A>Del (Intergenic)
	++
	-
	++
	-
	-
	-
	++
	-
	++
	-
	++

	28272 A>T (intergenic)
	-
	-
	-
	-
	-
	++
	-
	-
	-
	++
	-

	28278 CTG>Del (N:M1-)
	-
	-
	-
	-
	-
	-
	-
	++
	-
	-
	-

	28280 GAT>CTA (N:D3L)
	++
	-
	-
	-
	-
	-
	++
	-
	-
	-
	-

	28308 C>G (N:A12G)
	-
	-
	-
	-
	-
	-
	-
	++
	-
	-
	-

	28310 C>T (N:P13S)
	-
	+
	-
	-
	-
	-
	-
	-
	-
	-
	-

	28311 C>T (N:P13L)
	-
	-
	-
	-
	-
	-
	-
	-
	+
	-
	-


a Frequency estimates based on our own whole viral sequences, covSPECTRUM database, and literature (“-”: absent; “+”: present in less than 50% of samples; “++” present in more than 50% of samples).
b Outside inner primers range.
c Mutation in inner primer target sequence
