Table S3. Replacements in predicted HBV/E and HBV/A amino acid sequences obtained in this study.

3a) Pre-S/S region of the 42 HBV/E sequences as well as the 17 OBI HBV/E sequences:
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Blue = amino acid variations exclusively detected in OBI sequences

Yellow = relevant amino acid substitutions discussed in the manuscript




3b) Pre-C/C region of the 35 HBV/E whole genome sequences:
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3¢) X region of the 35 HBV/E whole genome sequences:
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3d) P region of the 35 HBV/E whole genome sequences:
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3e) Pre-S/S region of the 7 HBV/A sequences as well as the 2 OBI HBV/A pre-S/S sequences:

Pre-S1 Pre-S2 S-region
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Blue = amino acid variation exclusively detected in OBI sequences

Yellow = relevant amino acid substitutions discussed in the manuscript



