On-site laboratory techniques as a powerful toolKit for pandemic preparedness:
the example of Lloviu cuevavirus
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Lloviu cuevavirus (LLOV) Is the sole member of Cuevavirus genus and the only bat-associated filovirus discovered in Europe so far. LLOV
genomic RNA was identified during the investigation of Schreiber’s bats (Miniopterus schreibersii) die-off events In the Iberian-peninsula in
2002*. No other reports were published with regards to the presence of this virus until 2016, when RT-PCR positive bat carcasses in Hungary
confirmed a more widespread presence of LLOV in M. schreibersii?. This was followed by a report on seropositivity among Schreiber’s bats in
Spain, suggesting the circulation of LLOV in that area3. Nearly two decades have now passed since the discovery of LLOV and many questions
remain unresolved regarding the nature of the virus, the risk of zoonotic spillover, and most importantly, the pathogenic potential for bats and
humans*. Our main goal was to develop novel sampling protocol and study design for viral discovery and monitoring in bats to support multi
purpose research activities (ie. detection, sequencing, serology, isolation) with minimal conservational effect and disturbance. For this purpose, we
started to Implement on-site laboratory techniques which could accelerate research activity and serve as an intervention tool for the next
pandemics. We tested this method within the framework of LLOV surveillance program, which is a barely known member of Filoviridae®.
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On-site Laboratory Workflow
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