Table 1
Number of sequences in the data set of various clades and XBB as well as BQ1 lineages and the number of sequences in each clade and lineage bearing consensus deletions and insertion along its genome. 

	Clade/
Lineage
	Number of sequences 
	Del 658-666
	Del 11260-11268
	Del 21606-21614
	Del 21738-21743
	Del 21960-21965
	Del 21966-21968
	Del 22167-22169
	Ins 22178-22186
	Del 28346-28354
	29732-29757

	
	
	Coding region1

	
	
	ORF1AB
	ORF1AB
	Spike
	Spike
	Spike
	Spike
	Sike
	Spike
	NP
	3'-UTR2

	21K
	21
	0
	21
	0
	19
	20
	20
	19
	20
	21
	0 (21)

	21L
	24
	1
	24
	23
	1
	1
	2
	0
	0
	22
	19 (21)

	22A
	24
	24
	24
	24
	24
	0
	0
	0
	0
	22
	14 (16)

	22B
	21
	0
	21
	20
	21
	0
	1
	0
	0
	21
	16 (17)

	22C
	24
	2
	24
	24
	0
	0
	3
	0
	2
	22
	15 (19)

	22D
	14
	0
	12
	12
	0
	0
	0
	0
	0
	12
	7 (10)

	22E
	13
	0
	12
	13
	13
	0
	2
	0
	0
	13
	8 (9)

	22F
	15
	0
	13
	13
	0
	0
	12
	0
	0
	13
	10 (12)

	XBB
	25
	0
	25
	25
	0
	0
	25
	0
	0
	25
	25 (25)

	BQ.1
	20
	0
	20
	20
	20
	0
	8
	0
	0
	20
	17 (17)



Note
1 The coding and non-coding region in the genome of SARS-CoV-2 was annotated following data of Wuhan-Hu-1 available in GenBank database.
2Number in bracket is the number of sequences covering 3’-UTR.

