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The exploration and investigation of emerging infectious
diseases found in nature are important for prevention and
treatment. Our research area is situated within the closely
intertwined fields of biology, virology, and disease ecology.
Within this domain, the virological examination and
molecular characterization of wildlife are the main focus.
Throughout the work, the identification and understanding
of diseases and the affected species are conducted based on
the OneHealth concept. Therefore, our aim is to understand
the interconnections between human, animal, and
environmental health and to apply the results practically.

TECHNIQUES AVAILABLE IN THE LAB

We use a wide range of modern molecular biology
techniques for virus identification, and genomic analysis.
Virus genome sequencing with state-of-the-art next-
generation sequencing technologies. These techniques are
followed by bioinformatic data analysis and evolutionary
phylogenetic analyses, aiding in identifying the origin,
spread, and evolution of pathogens. The combination
of these methods allows for a better understanding of
diseases and the development of more effective treatment
strategies.
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