Genomic characterization of Rift Valley Fever Virus and co-
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» Generate libraries and full genome sequences
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- 2 of all the PCR RVF positive isolates.
m P e | » Attempt to characterize the non RVF positive
3 M isolates using a metagenomics approach.

» Continue with pathogen isolation attempts in
cell culture.
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Virus monitoring is critical

» Limited Genetic diversity data - epidemic and
inter epidemic.

rved Anticipated results and
» Most studies/scientific outputs associated with

outbreak periods. I Real Time PCR COnCIUSIon
» RVF activity shown to occur during IEP in S 1 N - Outputs from this study will be pivotal in
endemic countries (Sumaye et al., 2013). ~ e » 70 CPE positive pgtentlal isolates harvested understanding RVF epidemiology, evolution, and
» Concern that virus activity and evolution can > RNA extra.cted (Qiagen) . | pathogen co-circulation in the country and region.
occur below the threshold of detection methods » RVF real time PCR performed using the altona RVF kits Identification of co-circulating pathogens is a step

> 25 RVF positive isolates detected. towards better understanding and response and
update any existing baselines of zoonotic pathogen

activity in a region.
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Diverse CPE types obse

by public health or animal health authorities
during inter epidemic periods (Bird et al., 2008).

» Virus may go undetected due to minimum
surveillance in hosts and vectors.
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