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Introduction

African swine fever (ASF) is a hazardous, highly contagious disease of domestic and wild Suidae, characterized by rapid
spread, high mortality level of infected animals and threat to global food security. The natural focal potential of ASF is due to
the spontaneous susceptibility of wild boars (Sus scrofa) and transmission of infection by argasid ticks that act as vectors and
reservoirs of infection. The development of vaccines is considered to be the most effective measure to prevent and control the
spread of ASF virus in the wildlife. Current approaches to the development of an ASF vaccine are focused on vaccines based on
viral vectors, in particular, an adeno-associated viral vector. However, the key to the efficacy of such vaccines is the choice of
the protective antigens. The aim of the research was to select the genes encoding the expression of ASF virus protective

antigens.
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