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IAV-S subtypes detected in GB pig herds
Predominant HA Clades

1A.3.3.2 (H1pdm09)

1B.1.1.X (H1hu)

1C.2.2 (H1av)

• 1C predominated pre-2009

• 1A.3.3.2 has persisted since 2009 and reassortants 

with pre-existing lineages are still detected

• 1B.1.1 viruses have increased in frequency since 

emergence in 1994
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• No H3N2 strains were detected in GB for 30 years 

until Dec 2026 

• A single H3N2 detection was reported in N. Ireland 

(Feb 2024) clade J.2 (3C.2a1b.2a.2a.3a.1)



IAV-S genetic diversity in GB (2014-2022) 

Mollett BC et al 2026 

https://doi.org/10.1099/mgen.0.001668

• H1B.1.1 and H1A.3.3.2 (pandemic 2009) lineages predominate

• NA reassortment continues to occur, although H1B+N2s and H1A+N1 viruses are 

most prevalent

• The H1B.1.1 lineage has uniquely been maintained in GB

• The 1A.3.3.2 lineage has donated the ‘non-envelope’ genes to GB viruses and 

this is the only genotype detected since 2012 - with genetic drift

• Phylogenetic analysis of the HA gene suggests multiple re-introductions of 

human-origin 1A.3.3.2 viruses into pigs

Subtype HA NA PB2 PB1 PA NP MP NS # %

H1N2 1B.1.1 N2s pdm pdm pdm pdm pdm pdm 42 65.6

H1N1 1B.1.1 pdm pdm pdm pdm pdm pdm pdm 03 4.7

H1N1 1A.3.3.2 pdm pdm pdm pdm pdm pdm pdm 13 20.3

H1N1 1A.3.3.2 EA-4 pdm pdm pdm pdm pdm pdm 01 1.6

H1N2 1A.3.3.2 N2s pdm pdm pdm pdm pdm pdm 05 7.8

https://doi.org/10.1099/mgen.0.001668


H3N2 subtype detection in Great Britain

Clade H3 phylogenetic analysis

• H3N2 subtype IAV-S was detected in England in Dec 2025

• Samples originated from a large breeding herd in Yorkshire 

• Pigs of all ages had very mild respiratory signs and vaccination was planned

• An APHA enhanced investigation revealed increased clinicals signs and         

over 50% M-gene positive nasal samples 

• WGS confirmed H3N2 (n=7) and H1N2 (n=3)

• H1N2 genotype corresponded to dominant IAV-S in GB:  

• H1B.1.1.1, N2s and remaining genes A/H1N1 pdm09

• Phylogenetic analysis of the H3N2 virus showed:

• H3 clade 2020.1 (swine) or 2022 human seasonal clade 2b (subclade G.2)

• N2 human seasonal clade A.2.2.2 

• remaining genes A/H1N1 pdm09

The gene constellation detected suggests that a 

reassortment event occurred within pigs,             

most likely within the wider pig population in GB

GB H3 virus analysis

GB pig 
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ESFLU Continuation Funding
• Human and Animal Health funding agencies approached, but low response as swine influenza is not notifiable

• ESFLU is organising a Swine Influenza Symposium **Save the Date**

• Invitations to attend the ‘Stakeholder Panel’ were sent to WOAH, FAO, ECDC, WHO, EU Parliament (Croatian) 

• Gregorio Torres (WOAH) already confirmed his participation in principle

• Other funding organizations are being approached

• Thank you in advance for pledging letters of support
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