©
2017 2019

HBV HBV

Establishment of breeding colony of tree shrews (Tupaia belangeri) for HBV
chronic infected animal model and genome sequence analysis
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In this study, to establish a chronic HBV infection animal model, HBV
molecular clone was constructed for obtaining highly sensitive tree shrew (Tupaia belangeri) lines
and evaluating HBV genomic mutation in tree shrews which have functional immune systems. However
low-level HBV viral loads were confirmed and we could not evaluate DNA sequence variation, detection

rates indicated that helpfulness of HBV molecular clone in tree shrews. The comparison detection
rate between F1 and F2 showed F2 tree shews were highly sensitive for HBV. Furthermore,
hepatocellular carcinoma was confirmed in a F1 tree shrew. Our study showed the possibility of
establishment of chronic HBV infection tree shrew model and its usefulness for future studies.
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