©
2021 2023

Elucidation of the characteristics of genetic changes In hepatitis B and C
viruses and their relationship with clinical conditions
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We 1dentified HCV genome sequences in the serum of patients with chronic
hepatitis C and recurrent hepatitis C after liver transplantation before and after anti-HCV
treatment, using a single-molecule real-time sequencer and next-generation sequencer. We conducted a

molecular phylogenetic tree analysis of changes in HCV gene sequences and found that transition
mutations occur frequently as a characteristic of HCV gene mutation bias, and that A~G and U-C
mutations are particularly frequent. On the other hand, known drug resistance mutations were also
caused by transversion mutations.

As a result of similar analysis of the HBV gene sequences of chronic hepatitis B patients,
structural changes in HBV including deletions in the HBV preS/S region and C region were found in
many cases, and the relationship with clinical course was clarified.
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