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Figure S1. Frequency of amino acid substitutions detected at each HBsAg genotype-D position. HBsAg genotype-D protein is colored according to the frequency of mutations 
observed at each HBsAg position in HBV+HDV infected patients (A) and HBV mono-infected patients (B). Wild-type amino acid is reported on the left while mutated amino acid on 
the right of each position. The absolute frequency of each mutation is reported in subscript. 



 

Figure S2. Frequency of amino acid substitutions detected at each HDAg genotype-1 position. The sequence of HDAg (1-214 aa) is colored according to the frequency of mutations 
observed at each position of HDAg functional domains in 47 plasma samples from HBV+HDV infected patients (all infected with HDV genotype 1). Wild-type amino acid is reported 
on the left while mutated amino acid on the right of each position. The absolute frequency of each mutation is reported in substrict. * indicates the presence of stop codon at a given 
position. 
 


