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Diversity of West Nile and Usutu virus strains in mosquitoes at an international airport in Austria.
Transboundary and Emerging Diseases, 2022, 69, 2096-2109.

First records of Aedes pulcritarsis (Rondani, 1872) (Diptera: Culicidae) in Austria. Parasitology 16 5
Research, 2022, 121, 765-768. :
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SARS-CoV-2 mutations in MHC-I-restricted epitopes evade CD8 <sup>+<[sup> T cell responses. Science
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Multiplexed detection of SARS-CoV-2 and other respiratory infections in high throughput by SARSeq.
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