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Supplementary Figure S1. Phylogenetic tree of full genome sequences for 58 HBsAg-positive controls. Green circles indicate controls in this study, and rest indicate reference sequences of proposed genotypes and subgenotypes. Bootstrap analysis values (>70%) are displayed on the branches. The bars at the middle top of the figure show the scale in nucleotide substitutions per site. AY226578: from woolly monkey as an out-group.
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Supplementary Figure S2. Alignment of all the clone sequences from deleted or inserted strains. Deleted or inserted sequences were labeled with long red boxes.











Supplementary Table S1. OBI-related mutations except novel mutations of HBV genome relating to the genotype B and C
	Region
	Mutation
	Frequency in OBI blood donors (%)
	Frequency in HBs-positive blood donors (%)
	p-Value（OBI vs HBsAg-positive）

	Gt-B
	
	
	
	

	Pres2
	R16K
	3/33 (9.09)
	0/58 (0)
	<0.05

	
	L46S
	5/33 (15.15)
	2/58 (3.33)
	<0.05

	S
	E2G
	5/33 (15.15)
	0/58 (0)
	<0.01

	
	E2A
	4/33 (12.12)
	0/58 (0)
	<0.01

	
	Q101R
	4/33 (12.12)
	0/58 (0)
	<0.05

	
	P105R
	4/33 (12.12)
	0/58 (0)
	<0.05

	
	M133T
M133I
	5/33 (15.15)
4/33 (12.12)
	1/58 (1.72)
0/58 (0)
	<0.05 
<0.01

	
	G145R
	3/33 (9.09)
	0/58 (0)
	<0.05

	
	S167L
	5/33 (15.15)
	0/58(0)
	<0.01

	
	V168A
	11/33 (33.33)
	2/58 (3.45)
	<0.001

	
	S174N
	8/33 (24.24)
	2/58 (3.45)
	<0.01

	
	L175S
	6/33 (18.18)
	0/58 (0)
	<0.01

	
	V177A
	8/33 (24.24)
	0/58 (0)
	0.0001

	
	F220C
	8/33 (24.24)
	4/58 (6.67)
	<0.05

	
	I226S
	3/33 (9.09)
	0/58 (0)
	<0.05

	Core
	P50H
	8/33 (24.24)
	3/58 (6.90)
	<0.05

	Pol
	R499QΨ
	3/33 (9.09)
	0/58 (0)
	<0.05

	
	H580QΨ
	8/33 (24.24)
	0/58 (0)
	<0.001

	Gt-C
	
	
	
	

	S
	Q101R
	3/15 (40.00)
	0/23 (0)
	<0.05

	
	Q101K
	3/15 (40.00)
	0/23 (0)
	<0.05

	
	S114T
	4/15 (26.67)
	0/23 (0)
	<0.05

	
	K122R
	3/15 (20.00)
	0/23 (0)
	<0.05

	
	S174N
	4/15 (26.67)
	0/23 (0)
	<0.05

	
	L175S
	4/15 (26.67)
	0/23 (0)
	<0.05

	Pol
	H468NΨ
	3/12 (25.00)
	0/23 (0)
	<0.05


Ψ Mutations pR499Q and pH580Q is corresponding to sG145R and sI226N/S in OBIB strains, and pH468N is corresponding to sS114T in OBIc strains.
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