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In 2022, HPAI H5N1 clade 2.3.4.4b (B3.2 genotype) reached South America, causing poultry outbreaks, mass
die-offs in marine mammals, and a severe human case in Chile, highlighting its zoonotic potential.

Through collaborative efforts between virologists, ecologists, and public/veterinary health agencies, full-genome
sequences of H5N1 viruses in Argentina were generated and we identified two distinct B3.2 introductions. The
first, in Feb 2023, via wild birds in the northwest, spreading southward and mainly affecting poultry (limited
wildlife spillover). The second, in Aug 2023, entered via marine mammals in southern Argentina, spread north
along the Atlantic coast, and caused mass mortality in elephant seals and sea lions.

We showed that viruses from this second wave belong to a distinct “marine mammal”subclade, carrying
mammalian-adaptive mutations (PB2-Q591K, D701N) that may enhance transmission among them. We fur-
ther identified that these viruses diversified into two sublineages with different geographic patterns and re-
tained the ability to infect seabirds, indicating an expanding host range.

In Feb 2025, after nearly a year without outbreaks, we detected a novel triple reassortant H5N1 virus in
backyard poultry. Our phylogenetic analysis revealed the first reassortment between H5N1 B3.2 and South
American low pathogenicity avian influenza viruses, underscoring the need for continued surveillance and
genome sequencing to monitor zoonotic HPAI H5N1 evolution in the region.

Keywords

HPAI H5N1, Genotype B3.2, HSN1 Marine mammal subclade, Spatial diffusion of H5N1, Sublineage diversifi-
cation, Reassortment, South American LPAI virus, Viral genome

Registration ID

94

Professional Status of the Speaker

Senior Scientist

Junior Scientist Status

No, I am not a Junior Scientist.

Authors: RIMONDI, Agustina (Robert Koch-Intitut); Dr NELSON, Martha (Division of Intramural Research,
National Library of Medicine, National Institutes of Health, USA); Ms OLIVERA, Valeria (Instituto de Virologia e
Innovaciones tecnoldgicas, INTA-CONICET, Argentina); Ms UHART, Marcela (Karen C. Drayer Wildlife Health
Center, One Health Institute, School of Veterinary Medicine, University of California, Davis, USA); Ms ARTUSO,
Maria (Direccién General de Laboratorios y Control Técnico, Servicio Nacional de Sanidad y Calidad Agroalimenta-
ria, Argentina); Dr BENEDETTI, Estefania (Servicio de Virosis Respiratorias, Departamento de Virologia, Instituto



Nacional de Enfermedades Infecciosas "Dr. Carlos G.Malbran”, Ciudad de Buenos Aires, Argentina); Dr MAR-
TINEZ CURCI, Natalia (Instituto de Investigaciones Marinas y Costeras (IIMyC), Universidad Nacional de Mar del
Plata-CONICET, Mar del Plata, Argentina); Dr WOLFF, Thorsten (Robert Koch-Institut)

Presenter: RIMONDI, Agustina (Robert Koch-Intitut)

Session Classification: Session 7: One Health in Public Health I

Track Classification: One Health in Public Health



