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syndrome.. Archives of Virology, 2022, 167, 1349 26 0

An outbreak of neonatal enteritis in buffalo calves associated with astrovirus. Journal of Veterinary
Science, 2021, 22, e84

Multilocus sequence typing of the goose pathogen Mycoplasma anserisalpingitidis. Veterinary
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Study of Karolinska Institutet and Washington University polyomaviruses in tonsil, adenoid, throat
swab and middle ear fluid samples. Future Microbiology, 2018, 13, 1719-1730

Genotyping Mycoplasma synoviae: Development of a multi-locus variable number of
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Molecular genetic investigations on Balantidium ctenopharyngodoni Chen, 1955, a parasite of the

186 grass carp (Ctenopharyngodon idella). Acta Veterinaria Hungarica, 2016, 64, 213-21

Introduction and prolonged circulation of G12 rotaviruses in Sicily. Epidemiology and Infection, 2016

, 144, 1943-50




(2015-2016)

Multispecies reassortant bovine rotavirus strain carries a novel simian G3-like VP7 genotype.
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picornaviruses. Journal of Veterinary Diagnostic Investigation, 2016, 28, 309-14

6 Sequencing and molecular modeling identifies candidate members of Caliciviridae fFamily in bats. L
7 Infection, Genetics and Evolution, 2016, 41, 227-232 4-5 2
Phylogenetic analysis of a novel reassortant orthoreovirus strain detected in partridge (Perdix
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in the transdanubian region of Hungary. Vector-Borne and Zoonotic Diseases, 2014, 14, 621-4 247
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