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)% Background g@i

* Dengue fever is caused by four related mosquito-borne viruses (DENV 1-4) in

Troubleshooting and Next Steps

Figure 2. Making DENVZ2 infectious clones.
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the family Flaviviridae, which includes other public health pathogens such as CPCR-1 MRdCR-1 Table 2. Expected agarose gel electrophoresis
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analysis was performed, but we
were unable to verify plasmid
isolation or the presence of our

...and then you break them to see what happens. ©  constructs were
propagated in

competent E. coli

This understanding will be foundational for the development of novel antiviral
medications to combat dengue fever.
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