
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 
Appendix: Maximum likelihood phylogenetic tree of samples sequenced in this study. 

Phylogenetic analyses of partial HBV S gene sequences from seven HBV-DNA positive samples revealed that HBV/D 

was the most prevalent genotype.  

 


