
Supplementary Figure 1 legend 

Supplementary Figure 1. Deduced amino acid sequence analysis of the HBsAg.  Aligments of the deduced 

amino acid sequences obtained from ten S gen sequences of OBI patients. The aligment was performed using 

one reference HBV sequence genotype H (AY0954.1) with the CLCbio software. The colors shadow in the first 

line indicate the HBsAg domain. Residues identical to the genotype H reference consensus are indicated by 

dots. Mutations in red boxes. 

Alignment of amino acid sequences deduced from OBI-39 sample clones 
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Alignment of amino acid sequences deduced from OBI-41 sample clones 

 

. 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-43.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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Alignment of amino acid sequences deduced from OBI-43 sample clones 

 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-43.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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Alignment of amino acid sequences deduced from OBI-44 sample clones 

 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-44.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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Alignment of amino acid sequences deduced from OBI-50 sample clones 

 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-50.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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Alignment of amino acid sequences deduced from OBI-54 sample clones 

 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-54.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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Alignment of amino acid sequences deduced from OBI-62 sample clones 

 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-62.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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Alignment of amino acid sequences deduced from OBI-75 sample clones 

 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-75.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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Alignment of amino acid sequences deduced from OBI-106 sample clones 

 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-106.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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Alignment of amino acid sequences deduced from OBI-112 sample clones 

 

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-112.  Residues 

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes. 
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