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About the Centre 

The WHO Collaborating Centre for Reference and Research on Influenza at the Victorian Infectious 

Diseases Reference Laboratory (VIDRL) in Melbourne is part of the World Health Organisation Global 

Influenza Surveillance and Response System (WHO GISRS). The network was established in 1952 to 

monitor the frequent changes in influenza viruses with the aim of reducing the impact of influenza through 

the use of vaccines containing currently circulating strains. Together with WHO Collaborating Centres in 

Atlanta, Beijing, London and Tokyo, the Centre is responsible for analysing influenza viruses currently 

circulating in the human population in different countries around the world. The Centre in Melbourne was 

first designated as a Collaborating Centre in 1992, the third such Centre in the world. 

 

Terms of Reference 

Under its designation as a WHO Collaborating Centre for Reference and Research on Influenza, the 

Centreôs Terms of Reference (for 2024-2028) are: 

1. To obtain, isolate and preserve representative viruses from outbreaks and sporadic cases of 

influenza, and characterise their antigenic, genetic and drug sensitivity properties as requested by 

the WHO. 

2. To collect epidemiological information on the prevalence of influenza, especially in countries and 

areas in the Region, under WHOôs leadership. 

3. To exchange information and materials (including viruses and antisera) with other WHO 

Collaborating Centres for Influenza, with Essential Regulatory Laboratories and with Veterinary 

Laboratories to assist WHO in developing recommendations on viruses to be included in seasonal 

and potential pandemic influenza vaccines (according to the Pandemic Influenza Preparedness 

Framework requirements). 

4. Under WHOôs coordination, to provide training and laboratory support to WHO National Influenza 

Centres and other laboratories, especially those in the developing world, in specialised techniques 

for diagnosis, isolation and characterisation of influenza viruses, according to their needs.  

5. Under WHOôs leadership to undertake research to improve the detection, prevention and treatment 

of influenza as prioritized by the WHO Research Agenda for influenza.  

 

Governance 

The Centre is supported by the Australian Government Department of Health and Aged Care through a 

funding agreement between the Commonwealth and Melbourne Health, and reports directly to the 

Department as well as to WHO. 

 

Contact information 

WHO Collaborating Centre for Reference and Research on Influenza (VIDRL) 

Peter Doherty Institute for Infection and Immunity 

792 Elizabeth Street, Melbourne, VIC 3000, Australia 

Phone: +613 9342 9300 Fax: +613 9342 9329 

Email:  Enquiries@influenzacentre.org 

Website: http://www.influenzacentre.org 



Highlights of 2025 

Surveillance 

In 2025 the Centre received a total of  14,056 samples from 44 laboratories and 

22 countries, of which 99.5% were tested. 

Research, publications and grants 

The Centre further developed its research program during 2025, with Centre staff 

involved as authors on 48 papers in peer-reviewed journals.  

Hosting the 16
th 
Australian Influenza Symposium 

The Centre hosted a very successful  symposium with over 200 registrants from 

biomedical, clinical and public health sectors. 

Onshore and Offshore Training  

Centre staff travelled to Vietnam and Malaysia to deliver training and support, as 

well as hosting trainees from Thailand, Malaysia, Philippines, Fiji and South Africa 

at the Centre. 

Novo Nordisk Grant 

A research team, including staff from the Centre, was awarded a new 

collaborative grant of EUR 2,499,882 from The Novo Nordisk Foundation to 

continue the further preclinical development of a novel long-acting pan-influenza 



Directorôs report 

I present the 2025 Annual Report of the WHO Collaborating Centre for Reference and Research on 

Influenza. The Centre has continued to fulfil its commitments to the WHO, National Influenza Centres in the 

region, and to the Commonwealth Government, as well as participating in training and research activities. 

In 2025 Australia experienced its highest recorded influenza season to date, with over 500,00 laboratory-

confirmed cases nationwide (source: NINDSS). The Centre also received and processed over 14,000 

influenza samples from laboratories in Australia and in 21 other countries. Overall, influenza A(H1N1)

pdm09 accounted for the majority of viruses characterised at the Centre in 2025. An unusual late surge of A

(H3N2) viruses from October onward extended the typical influenza season to the end of the year, while 

influenza B activity remained consistently low. The Centre continued to assess the antigenic and genetic 

properties of the viruses received, noting an increase in genetic diversification within the HA genes of the A/

H1, A/H3, and B/Victoria lineage viruses. Additionally, routine testing was performed to determine the 

sensitivity of influenza viruses to neuraminidase inhibitors and to the polymerase inhibitor baloxavir 

marboxil. 

During 2025 the Centre continued to work on isolation of cell-based and egg-based viruses for vaccine 

production. For trivalent egg-based vaccines, one of the three prototype strains recommended for the 2025-

2026 Northern Hemisphere and for the 2026 Southern Hemisphere influenza vaccines were derived at the 

Centre. 

Highly pathogenic avian influenza A(H5Nx) viruses continued to circulate in 2025, with A(H5N1) clade 

2.3.4.4b viruses detected in wild birds, poultry, and mammals in all continents except Australia. Overall, the 

Centre continues to monitor influenza viruses with pandemic potential, seeks to obtain new viruses as they 

are detected, and confirms that methodologies are established to allow for their detection and 

characterisation at the Centre. 

Centre staff participated in in-person training in several countries, including in Vietnam and Malaysia. In 

addition, we hosted visitors from Thailand, Malaysia, Philippines, Fiji and South Africa at the Centre for 

training in serologic and molecular techniques. Centre staff also contributed to a total of 48 original 

research papers, reviews, and reports. In 2025, research at the Centre was supported by grants from a 

variety of sources, including the NHMRC (MRFF), the Cumming Global Centre for Pandemic Therapeutics, 

Novo Nordisk Foundation and NIH (USA) for work on influenza and SARS-CoV-2. 

We are very grateful to Dr Chuan Lim, the Acting Director of VIDRL, and to many other members of VIDRL 

staff, especially Matthew Killen, Dallas Wilson, Ann Cornish, and Claudine Rensburg for their support of the 

Centreôs work at every level during 2025. The continuing support and counsel of the Office of Health 

Protection in the Australian Government Department of Health, Disability and Ageing are deeply 

appreciated. 

Finally, I would like to thank all the staff and students of the Centre for their excellent work through 2025. It 

is a privilege to work with the Centre staff and I look forward to working with our partners in 2026 and 

onwards. 

Prof Patrick Reading  

Centre Director 
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Introduction 
The WHO Collaborating Centre for Reference and Research on Influenza (WHO CCRRI) at the Doherty 

Institute in Melbourne conducts human influenza surveillance for the WHO by analysing influenza samples 

submitted by WHO National Influenza Centres  (NICs) and other laboratories. There are four other such 

Collaborating Centres around the world, the others being in Atlanta, Beijing, London and Tokyo. Most of 

the samples received at the Centre in Melbourne are provided by laboratories in the Asia-Pacific region.   

Twice a year (once each for the Northern and Southern Hemispheres), based on data and advice from the 

five Collaborating Centres and other experts, the WHO makes recommendations on suitable influenza 

strains to be included in the next seasonal vaccine.   

There are two types of influenza virus, type A and type B, which cause significant disease in humans. Two 

glycoproteins, the haemagglutinin (HA) and the neuraminidase (NA), protrude from the surface of the virus 

and are used to classify type A viruses into subtypes. There are 18 distinct HA subtypes and 11 NA 

subtypes of influenza A viruses that exist in nature, usually in wild birds. Influenza B viruses are not 

classified into subtypes, but rather into lineages based on the genetic and antigenic characteristics of their 

HA glycoproteins. The B/Victoria lineage currently circulates in humans whereas the B/Yamagata lineage 

has not been detected since March 2020. Currently, the main influenza viruses circulating in the human 

population are influenza A(H1N1)pdm09, influenza A(H3N2) and influenza B viruses. 

Surveillance 

Figure 1. Samples received by the Centre, 2021-2025. 
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Receipt of Influenza Viruses 
During 2025, the Centre received 14,056 clinical specimens and/or virus isolates from 44 laboratories in 22 

countries (Figures 1 and 2, Table 1). This is more than the number of samples received by the Centre during 

2024 and is consistent with the high number of influenza infections during the 2025 influenza season in Australia. 

Of samples received by the Centre for which the age of the patient was known, the largest number were from 

subjects aged between 0-4 years (Figure 3).  Of samples received, 5749 samples came from Australian general 

practitioner-based surveillance systems (Table 2). 

 

Isolation and analysis of viruses 
Original clinical specimens received by the Centre can be genetically analysed through sequencing or real-time 

reverse-transcription (RT)-PCR. Additionally, they are required for virus isolation in eggs or qualified cell lines, 

which may serve as potential vaccine strains. For more extensive analyses, the viruses present in the clinical 

specimens are cultured and isolated in Madin-Darby canine kidney (MDCK) cells. 

 

Of the 14,056 samples received, 13,989 (99.5%) were tested in cell culture and/or analysed by RT-PCR or 

sequencing. Of the samples tested, 46.5% were identified as A(H1N1)pdm09, 21.1% were A(H3N2), 12.2% were 

A unsubtyped, and 17.1%  were  B/Victoria viruses (Table 2 ). Samples for which a positive cell culture result 

was obtained with sufficient titre were further analysed by haemagglutination inhibition (HI) assay. For reporting 

purposes, subtypes and lineages are based on antigenic analysis of the HA and, in some cases, are confirmed 

by genetic analysis of the HA gene (Table 3). 

Figure 2. Geographic spread of 

laboratories submitting viruses to 

the Centre in 2025. 

Figure 3. Age distribution of 

patients from whom samples 

were received at the Centre in 

2025, where the patients age 

was recorded. 
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Table 1. Samples received by the Centre in 2025, by country. 

Country 

Samples received 

% Samples 

tested  Specimens Isolates 
Specimen + 

Isolate 

Other (eg. 

RNA/DNA/

tissue) 

AUSTRALASIA      

Australia 11900 0 132 4 99.40% 

New Zealand 46 152 0 0 100% 

SOUTH EAST ASIA      

Brunei 325 0 0 0 100% 

Cambodia 2 108 0 0 100% 

Philippines 123 0 5 0 100% 

Singapore 3 0 156 0 100% 

Thailand 35 10 0 0 100% 

Timor-Leste 248 0 0 0 100% 

SOUTH ASIA      

Bhutan 50 0 0 0 100% 

India 0 49 0 0 100% 

Nepal 55 0 0 0 100% 

Sri Lanka 115 0 0 0 100% 

SOUTH PACIFIC      

Cook Islands 5 0 0 0 100% 

Fiji 189 0 0 0 100% 

Kiribati 1 0 0 0 100% 

New Caledonia 199 0 0 0 100% 

Papua New Guinea 59 0 0 0 100% 

Samoa 3 0 0 0 100% 

Solomon Islands 30 0 0 0 100% 

Tahiti 20 0 0 0 100% 

Vanuatu 2 0 0 0 100% 

AFRICA      

South Africa 7 0 23 0 100% 

TOTAL 13417 319 316 4 99.50% 

Table 2. Samples received from general practitioner-based surveillance systems, namely the Australian 

Sentinel Practices Research Network (ASPREN) and the hospital-based Influenza Complications Alert 

Network (FluCAN),  in 2025. 

 
No. samples 

received 

No. isolates 

recovered* 

Viruses 

analysed by HI 

assay* 

Australian Sentinel Practices 

Research (ASPREN) Network 
568 314 313 

Influenza Complications Alert 

Network (FluCAN) 
5181 2523 2460 

TOTAL 5749 2837 2773 

* These numbers do not include samples from which isolates were recovered but did not have sufficient haemagglutination 
titres to be tested by HI assay. 
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Table 3. Samples successfully isolated and analysed by cell culture and/or RT-PCR assay at the Centre in 

2025, by country. 

Country 

Samples tested by cell culture and/or RT-PCR assay 

A(H1N1)

pdm09 

A

(H3N2) 
A unsubtyped B/Victoria 

B lineage 

undetermined 

AUSTRALASIA      

Australia 5533 1966 1575 1865 362 

New Zealand 36 48 0 112 0 

SOUTH EAST ASIA      

Brunei 104 90 0 18 1 

Cambodia 55 34 0 21 0 

ÂőŔũŔƓƓŔŰĲƚ 15 34 0 23 8 

ÉŔŰŊċƓŸƖĲ 58 56 0 42 0 

ÑőċŔũċŰĬ 14 15 0 16 0 

ÑŔůŸƖ-xĲƚƣĲ 32 87 0 35 0 

SOUTH ASIA      

Bhutan 3 8 0 11 0 

India 10 25 0 13 0 

Nepal  5 28 3 9 0 

Sri Lanka 36 26 0 17 3 

SOUTH PACIFIC      

Cook Islands  4 0 0 1 0 

Fiji 13 153 0 11 2 

Kiribati  0 0 0 0 0 

New Caledonia 84 93 0 9 0 

Papua New Guinea 9 2 0 7 0 

Samoa 3 0 0 0 0 

Solomon Islands 0 30 0 0 0 

Tahiti 5 2 5 7 1 

Vanuatu 0 0 0 2 0 

AFRICA      

South Africa 2 27 0 1 0 

TOTAL 6021 2739 1577 2220 377 
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Antigenic Analysis of Influenza Isolates 

Figure 5. Antigenic characterization of influenza virus subtypes and lineages by global region in 2025. 

Background 
The antigenic properties of influenza virus isolates 

are analysed using the HI assay, in which viruses 

are tested for their ability to agglutinate red blood 

cells in the presence of ferret antisera previously 

raised against reference viruses. A number of A 

(H3N2) viruses are also analysed antigenically 

using a microneutralisation assay known as the 

Focus Reduction Assay (FRA-MN). Subtypes are 

assigned based on analysis of the HA and, in some 

cases, are confirmed by genetic analysis of the NA 

gene.  

 

Antigenic analyses in 2025 

 
A total of 13,985 of the samples received at the 

Centre in 2025 were cultured and isolated in MDCK 

cells. The largest proportion of viruses were A

(H1N1) pdm09 viruses (52.6%), followed by  A

(H3N2) viruses (28.5%), and B/Victoria viruses 

(18.6%) (Figure 4). Predominance of A(H3N2) was 

observed in Africa, South Asia, South East Asia and 

in the South Pacific region followed by A(H3N2) 

then B/Victoria. In Australasia, A(H1N1)pdm09 

viruses predominated, followed by A(H3N2)and 

then B/Victoria (Figure 5).  

Figure 4. Influenza subtypes and lineages of samples 

received in 2025 and characterised by antigenic 

analysis. 
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Background 
A subset of all influenza viruses analysed at the Centre undergo 

genetic analysis by sequencing of viral genes. Determining the 

amino acid sequence of antigenic regions of the HA and NA 

glycoproteins provides a sensitive method to examine how these 

glycoproteins are evolving in circulating influenza viruses. Routine 

genetic sequencing of the matrix protein (MP) and non-structural 

protein (NS) genes is also performed. The Centre also routinely 

sequences the full genomes of a smaller subset of viruses.    

 

Viruses selected to undergo sequencing include those that exhibit 

evidence of antigenic drift by HI assay, as well as viruses that are 

generally representative of samples received by the Centre based 

on geography and date of collection. Sequence data are used to 

compare viruses from different parts of the world and help to inform 

the selection of vaccine strains.   

 

Next generation sequencing (NGS) techniques are now routinely 

employed at the Centre for efficient and cost-effective whole 

genome sequencing of viruses, and/or selected influenza virus 

genes. NGS is performed at the Centre using either Illumina or 

Oxford Nanopore Technologies (ONT) platforms. 

 

Genetic Analysis of Influenza Viruses 

Figure 6. Sequencing of viruses received at the Centre in 2025. 

 

Figure 7. Number of viruses analysed by full genome sequencing from 2016-2025 using Sanger sequencing and/or NGS 

(Illumina or ONT). 
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Figure 8. Geographic spread of submitting laboratories and numbers of viruses analysed by full genome sequencing 

using NGS techniques at the Centre in 2025.  

Sequencing in 2025 

In 2025, 5263 HA, 5263 NA, 4370 MP and 684 NS genes from 5238 human viruses received at the Centre 

were analysed by NGS (Figure 6). Of these viruses, full genome sequencing was performed on 640 viruses 

using NGS techniques (Figures 7 and 8). Viruses were selected for these analyses because they were 

representative of the viruses received and/or because they displayed unusual properties during antigenic 

analysis.  

Submission of Influenza Sequences to GISAID 

Background 

Virus sequences generated at the Centre are shared with the global influenza community through the 

EpiFlu
TM
 database, a publicly accessible international repository of influenza virus sequences developed by 

the Global Initiative on Sharing All Influenza Data (GISAID) (http://www.gisaid.org).  

 

Sequences submitted in 2025 

A total of 17,292 gene sequences from 4192 human influenza viruses were deposited with GISAID in 2025 

(Table 4). The largest number of these sequences were of HA and NA genes, followed by MP and PA 

genes. Full genomes of 335 influenza viruses (142 A(H1N1)pdm09 viruses, 89 A(H3N2) viruses and 104 B/

Victoria viruses)  were also represented in the Centreôs submissions (data not shown).  

*Numbers include all sequences submitted to GISAID during 2025, which includes viruses received in previous years 

and viruses sequenced for reference and research purposes  

 

 

Type/

Subtype/

Lineage 

Gene  

 
HA NA MP NS PB1 PB2 PA NP Total 

A(H1N1)pdm09 ΞΟΞΞ ΞΟΝΝ ΞΞΤΡ ΞΜΜ ΝΠΦ ΝΦΤ ΞΝΟΠ ΝΦΦ ΦΤΥΤ 

A(H3N2) ΝΜΝΦ ΝΜΝΞ ΦΤΠ ΦΦ ΦΜ ΦΞ ΦΡΟ ΦΦ ΠΟΟΥ 

B/Victoria ΥΡΝ ΥΠΣ ΝΡΠ ΝΠΥ ΝΝΡ ΝΝΥ ΥΜΝ ΝΟΠ ΟΝΣΤ 

Total ΠΝΦΞ ΠΝΣΦ ΟΠΜΟ ΠΠΤ ΟΡΠ ΠΜΤ ΟΥΥΥ ΠΟΞ ΝΤΞΦΞ 

Table 4. Genetic sequences submitted to GISAID by the Centre in 2025*. 

http://www.gisaid.org
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Viruses were analysed by comparison with reference viruses recommended by WHO for the 2025 Southern 

Hemisphere vaccines. Using the HI assay, viruses were identified as low-reactors if their titre with the 

reference antiserum was at least 8-fold lower than the homologous titre of the reference virus. Results of 

sequencing analysis of the HA gene are also described in the following sections. 

 

Surveillance Results by Influenza Subtype or Lineage 

Influenza A(H1N1)pdm09 

Antigenic analysis 

 

A total of 3804 A(H1N1)pdm09 isolates were analysed by HI assay in 2025. A small percentage of viruses 

(0.44%) received from the Australasia region were antigenically dissimilar (i.e. low reactors) to the cell-

grown vaccine A/Victoria/4897/2022 (Figure 9,10, Table 5). All viruses from Africa, East Asia, South Asia 

and the South Pacific region displayed similar antigenic properties to the reference strain. 

 

Haemagglutinin gene sequencing  

Sequencing was performed on a total of 2322 HA genes. Phylogenetic analysis showed that the majority of 

A(H1N1)pdm09 viruses received at the Centre during 2025 belonged to subclades C.1.9.3 and D.3.1. While 

the 2024-2025 vaccine strain A/Victoria/4897/2022 belongs to subclade D, the emergence of these variants 

informed the selection of A/Missouri/11/2025, a subclade D.3.1 virus, as the vaccine strain for 2026.  

 

A(H1N1)pdm09 reference strain:  

A/VICTORIA/4897/2022-LIKE  

 

  

Region Like Low reactor (%) 

Africa Ξ Μ 

Australasia (AUS + NZ) ΟΟΦΞ ΝΡНыΜЮΠΠНӖь 

South Asia ΟΤ Μ 

South East Asia ΞΡΝ Μ 

South Pacific Region ΝΜΤ Μ 

TOTAL ΟΤΥΦ ΝΡНыΜЮΟΦНӖь 

Table 5. Antigenic characterisation of A(H1N1)pdm09 viruses analysed at the Centre 

compared to the  A/Victoria/4897/2022 reference virus. 
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Figure 9. Summary of fold differences in HI titres of A(H1N1)pdm09 viruses analysed at the Centre compared to the A/

Victoria/4897/2022 reference virus. 
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Figure 11. Phylogenetic tree of representative HA genes of A(H1N1)pdm09 viruses received by the Centre during 2025. 
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Antigenic analysis 

 

Due to evolutionary changes, some contemporary A(H3N2) viruses have acquired NA proteins that can 

bind sialic acid receptors on red blood cells, complicating analysis of viruses using conventional HI assays. 

To prevent this interference, oseltamivir carboxylate is added to the assay to selectively inhibit NA activity. 

The focus reduction microneutralisation assay (FRA-MN), represents an additional assay for antigenic 

characteristisation of A(H3N2) and other viruses that is performed at the Centre.  

 

A total of 1901 A(H3N2) isolates were analysed by HI assay against a like strain of the cell-grown 

recommended vaccine strain for the 2025 Southern Hemisphere (A/District of Columbia/27/2023). In these 

assays, 7.4%, 74%, 8.1%, 47.3% and 47% % of viruses received from Africa, Australasia, South Asia, 

South East Asia and the South Pacific Region, respectively, were antigenically dissimilar  (i.e. low reactors) 

to the reference strain (Table 6). 

 

 

Haemagglutinin gene sequencing  

 

Following sequencing of a total of 1019 HA genes from A(H3N2) viruses, phylogenetic analyses revealed 

that most circulating viruses belong to subclade K (Figure 13). Consequently, the A(H3N2) strain 

recommended for the 2026 Southern Hemisphere vaccine was updated to A/Singapore/GP20238/2024, a 

subclade J.2.4 virus, likely to provide better protection against subclade K viruses.  

Influenza A(H3N2) 

Table 6. Antigenic characterisation of A(H3N2) viruses analysed at the Centre compared to cell-grown A/District of 

Columbia/27/2023-like reference viruses.  

 
A(H3N2) reference strain:  

A/District of Columbia/27/2023-like 

Region Like Low reactor (%) 

Africa 25 2 (7.4%) 

Australasia 389 1105 (74%) 

South Asia 34 3 (8.1%) 

South East Asia 88 79 (47.3%) 

South Pacific Region 94 82 (47%) 

TOTAL 630 1271 (67%) 
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Figure 12.A. Summary of fold differences in titres of A(H3N2) viruses analysed at the Centre by HI assay compared to the 

cell-grown A/District of Columbia/27/2023-like reference viruses.  
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Figure 13. Phylogenetic tree of representative HA genes of A(H3N2) viruses received by the Centre during 2025.  
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Introduction 

 

Until recently, two antigenically and genetically distinct lineages of influenza B virus circulated in humans ð 

the B/Victoria/2/87 lineage (represented by the 2022 vaccine strain, B/Austria/1359417/2021), and the B/

Yamagata/16/88 lineage (represented by the 2022 vaccine strain B/Phuket/3073/2013). Until 2001, B/

Victoria lineage viruses had been restricted to Asia where they tended to alternate in predominance with 

the B/Yamagata lineage. In 2002, the B/Victoria lineage became the predominant influenza B lineage in 

most parts of the world. This trend was reversed in 2003 and 2004 when the B/Yamagata lineage 

predominated. Since then, both lineages co-circulated, with alternating cycles of predominance every few 

years until 2020. However, no B/Yamagata lineage viruses with collection dates after March 2020 have 

been detected globally, and the Centre did not receive any samples containing B/Yamagata viruses in 

2025. 

 

Antigenic Analysis 

 

A total of 1313 B/Victoria lineage isolates were analysed by HI assay in 2025. When these viruses were 

tested against the cell-grown recommended vaccine strain for the 2025 Southern Hemisphere (B/

Austria/1359417/2021). There were 26 (1.98%) viruses detected from the Australasian region that were  

antigenically dissimilar  (i.e. low reactors) to the reference strain. (Figure 14, Table 7).  

 

Haemagglutinin gene sequencing 

 

A total of 851 HA genes from B/Victoria-lineage viruses were sequenced. Phylogenetic analyses indicate 

that most circulating viruses belonged to subclades C.5.6 and C.5.7. The recommended vaccine strain for 

the 2025 Southern Hemisphere (B/Austria/1359417/2021) belongs to subclade C.5 (Figure 15). 

Influenza B/Victoria 

Table 7. Antigenic characterisation of B/Victoria-lineage viruses received at the Centre during 2025 compared to the B/

Austria/1359417/2021 reference virus. 

 
B/Victoria lineage reference strain:  

B/Austria/1359417/2021 

Region Like Low reactor (%) 

Africa  1 0 

Australasia 1098 26 (2.31%) 

South Asia  43 0 

South East Asia 125 0 

South Pacific Region  20 0 

TOTAL 1287 26 (1.98%) 
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Figure 14. Summary of fold differences in HI titres of B/Victoria-lineage  viruses analysed at the Centre compared to B/

Austria/1359417/2021 reference virus.  


