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Analysis of CDV quasispecies and establishement of the reverse genetics system
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There was a canine distemper outbreak, which is generally known to be occurred in

carnivore happened in the monkey colony in an animal quarantine. Hence to understand the pathogenesis, the
sequences from the in vitro isolates and from these of clinical specimens were determined and analyzed by
utilizing next-generation sequencing technique. In addition, establishment of the reverse genetics system
based on the S-CDV sequence, which enable to produce the infectious particles from the plasmids were trie
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Samples for Next Generation Sequencing
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