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HDV infection is widespread worldwide and between 10 and 20 million
infections are reported. An infection with HDV occurs either through a
superinfection or a coinfection and can lead to the development of liver cirrhosis

Using whole genome sequencing with Nanopore technology (Oxford nanopore, UK),
18 HDV PCR-positive routine samples were analysed. RNA extraction was
performed using 140ul plasma with QlAamp Mini Column (QIAGEN, Germany) and

and/or hepatocellular carcinomas. To date, eight different HDV genotypes have
been described, which differ in the genome by up to 20%, while the individual
subtypes have a homology of >90%. Germany has a low HDV prevalence due
to a high HBV vaccination rate, with an estimated 3600 HDV positive people.
We adapted a sequencing system for the phylogenetic analysis of HDV in a
Berlin cohort.

an elution volume of 80ul in AVE buffer. PCR was performed according to the
protocol of Charre et al. 2023. After sequencing, the raw data was analysed using
the Oxford Nanopore Technologies basecaller and the MARS (Multiple Alignment of
Refined Sequences) tool. The phylogenetic analysis for genotype and subtype
determination was carried out using the MEGA 11 programme.
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Phylogenetic tree of the sequenced genotypes in conjunction with the HDV references and 500 other genotypes

CONCLUSIONS

The HDV genotype 1 is dominant in the analyzed cohort. With regard to migration from countries with higher HDV prevalence and other genotypes,
the method used here offers the possibility to precisely characterize patient samples and to detect specific changes in the HDV genome in case of
possible treatments of HDV with e.g. Bulevirtide. In addition, the method used makes it possible to clarify the countries of origin of new HDV
variants in Berlin.
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