Pre-S/S sequences of the Samples 4 and phylogenetic tree constructed in comparison of HBV strains
(retrieved from GenBank) reflecting the respective genotype B

Sample 4 was originally sub-genotyped as B1 based on the S target. Additionally sequencing based on the pre-
S/S target revealed a sub-genotype B2, but closed to B1 sequences.

Sample 4
ATGGGAGGTTGGTCTTCCAAACCTCGAAAAGGCATGGGGACAAATCTTTCTGTCCCCAATCCTCTGGGATTCTTC
CCCGATCATCAGTTGGATCCTGTATTCAAAGCCAACTCAGAAAATCCAGATTGGGACCTCAACCCGCACAAGGAC
AACTGGCCGGACGCCAACAAGGTGGGAGTGGGAGCATTCGGGTCAGGGTTCACCCCTCCCCATGGGGGACTGTTG
GGGTGGAGCCCTCAAGCTCAGGGCATACTCACAACTGTGCCAGCAGCTCCTCCTCCTGCCTCCACCAATCGGCAG
TCAGGGAGGCAGCCTACTCCCTTATCTCCACCTCTAAGGGACACTCATCCTCAGGCCATGCAGTGGAACTCCACC
ACTTTCCACCAAACTCTGCAAGATCCCAGAGTCAGGGCCCTGTACTTTCCTGCTGGTGGCTCCAGTTCAGGAACA
GTGAGCCCTGCTCAGAATACTGTCTCTGCCATATCGTCAATCTTATCGAAGACTGGGGACCCTGTACCGAACATG
GAGAACATCGCATCAGGACTCCTAGGACCCCTGCTCGTGTTACAGGCGGGGTTTTTCTTGTTGACAAAAATCCTC
ACAATACCACAGAGTCTAGACTCGTGGTGGACTTCTCTCAATTTTCTAGGGGGAACACCCGTGTGTCTTGGCCAA
AATTCGCAGTCCCAAATCTCCAGTCACTCACCAACCTGTTGTCCTCCAATTTGTCCTGGTTATCGCTGGATGTGT
CTGCGGCGTTTTATCATCTTCCTCTGCATCCTGCTGCTATGCCTCATCTTCTTGTTGGTTCTTCTGGACTATCAA
GGTATGTTGCCCGTTTGTCCTCTAATTCCAGGATCATCAACTACCAGCACGGGACCATGCAAAACCTGCACAACT
CCTGCTCAAGGAACCTCTATGTTTCCCTCATGTTGCTGTACAAAACCTACGGACGGAAACTGCACCTGTATTCCC
ATCCCATCATCTTGGGCTTTCGCAAAATACCTATGGGAGTGGGCCTCAGTCCGTTTCTCTTGGCTCAGTTTACTA
GTGCCATTTGTTCAGTGGTTCGTAGGGCTTTCCCCCACTGTCTGGCTTTCAGTTATATGGATGATGTGGTATTGG
GGGCCAAGTCTGTACAACATCTTGAGTCCCTTTATGCCGCTGTTACCCATTTTCTTTTGTCTTTGGGTATACATT
TAA

Phylogenetic relationship of genotype B HBV isolates
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