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Genotypes (number of analyzed sequences)

Amino acids | A (1417) B (2648) C(2638) D (1724) E(482) F(250) G (86) H (34)
526 99.4 95.5 98.1 98.9 99.8  99.6 100.0 100.0
98.0 83.4 96.4 99.0 98.1 976 988 941

T67 96.6 93.8 97.2 88.5 87.8  96.8 1000 97.1
98.6 95.4 98.1 99.1 99.0 100.0 100.0 100.0

99.4 99.3 99.6 99.9 99.4  100.0 100.0 100.0

99.9 99.7 99.7 99.8  100.0 100.0 100.0 100.0

Y132 99.9 100.0 1000  99.7  100.0 100.0 100.0 100.0

Supplemental Table 1. Conservation percentage of residues used in our study in all HBV
genotype. All HBV sequences were obtained from the HBV database at IBCP (Lyon, France,
https://hbvdb.ibcp.fr/HBVdb/)>3. We chose to obtain all the complete HBV core proteins sequences

available, constituting a potentially more biological relevant source of functional circulating
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viruses. The sequences were first aligned using clustalX software
(http://www.clustal.org/clustal2/). After data curating, conservation percentages of amino-acids
were calculated for each genotype. N-terminal part of genotype G core sequences carry an extra 12
amino-acid sequence insertion®*, which was taken into account to determine the corresponding

amino acid positions.



