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Overview

The WHO recommends that trivalent vaccines for use in the 2025-2026
northern hemisphere influenza season contain the following:

|Egg-based vaccines

« anA/Victoria/4897/2022 (H1N1)pdm09-like virus;
o anA/Croatia/10136RV/2023 (H3N2)-like virus; and
o aB/Austria/1359417/2021 (B/Victoria lineage)-like virus.

Cell culture-, recombinant protein- or nucleic acid-based vaccines

« an A/Wisconsin/67/2022 (H1N1)pdm09-like virus;
o an A/District of Columbia/27/2023 (H3N2)-like virus; and
o aB/Austria/1359417/2021 (B/Victoria lineage)-like virus.

The recommendation for the B/Yamagata lineage component of
quadrivalent influenza vaccines remains unchanged from previous
recommendations:

« aB/Phuket/3073/2013 (B/Yamagata lineage)-like virus.
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Recommended composition of influenza virus vaccines for use in the 2025-2026 northern

hemisphere influenza season



https://www.who.int/publications/m/item/recommended-composition-of-influenza-virus-vaccines-for-use-in-the-2025-2026-nh-influenza-season
https://www.who.int/publications/m/item/recommended-composition-of-influenza-virus-vaccines-for-use-in-the-2025-2026-nh-influenza-season
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Influenza A{H1N1)pdmO02 egg-derived! candidate vaccine viruses for
development and production of vaccines for use in the 2025-2026

northern hemisphere influenza season
Antigenic and genetic analyses are performed by the WHO Collaborating Centres of the Global Influenza Surveillance and
Response System [GISRS). Unless othensise specified, all candidate vaoone viruses posted on this teble have passed two-
way hzemagelutination inhibition (HI) test. National or Remional comtrol authorities approwve the o mposition anad

formulation of vaccines used in esch oowntryd
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Candidate vaccine viruses [CWVs) antigenically like A/Victoria/4897/2022 (egg-

derived) - Accession number [GISAID): EP1_I1SL 16714268

Parent virus Candidate | Type ofvirus | Developing | |, ilable from
WaCCIme Wirus or reassortant instriute
} i WHOD CCs
Wild type virus MHRA, UK
A[Victoria /4897 2022 c'izcmml;’:
IVR-238 Classical Seqirus VIDRL, A ia
MNID, Japan
wild type virus CDC, USA
MHRA, UK
IVR-229 Classical Saqirus “'zFlll"E;"'Ja"'s":"a
AfWest Virginia/30/2022 e sam
X-393 Classical NYIMIC MHRA, UK
. MHRA, UK
X-393A Classical NYIMIC NYMC, USA
) ) CDC, USA
wild type r
AfWisconsin/67/2022 Vs MHRA, UK
X-397 | classical NYMIC CDC, USA
j i FCI, UK
Wild typse virus N
AfNonway /316942022 MHRA, UK
MIB-133 | Classical MHRA MHRA, UK
WwWild typse virus FCI, LK
A/Catalonia/NSVH161512065/ 2022
MIB-134 Classical MHRA MHRA, UK
Wild type virus WHO CCs
_ . CCDC, China
AJSich neyang/SWL1148/2023 .
/Sichuan-Qi / cMIC-2301 classical cric CBER/FDA, USA
MHRA, UK,
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https://www.who.int/teams/global-influenza-programme/vaccines/who-

recommendations/candidate-vaccine-viruses
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Influenza A(H3N2) egg-derived: candidate vaccine viruses for
development and production of vaccines for use in the 2025-2026

northern hemisphere influenza season
Antizenic and genetic anabyses are performed by the WHO Collaborating Centres of the Global Imflsenzs Sureeillance and
Response System (GISRS). Unless otherwise specified, all cndidate vaccine viruses posted on this table have passed two- way

haemagglutination inhibition [HI) test. National or Regional control suthorities approve the composition and formulation of
waccines used in esch countryld
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Candidate vaccine viruses antigenically like A/Croatia/10136RV/2023 [egg-derived) -
Accession number (GISAID): EP1_ISL 19085873

Candidat T of vil Developi
nt virus ) . e ype of virus or - lnprg .
VACCInE virus reassortant institute
Wild FCI
e MHRA, UK
NIB-146 MHRA
AfCroatiaf10136RV /2023 MHRA, UK
Classical NYM
X-AZ5A € CCDC, China
IVR-263 Seqirus VIDRL, Australia
Wild type CDC COC, USA
istrict MHRA, LUK
AfDi . of NIB-142 MHRA RA
Columbiaf27 /2023 Classical MIID, Japan
SAN-037 Sanofi MHRA, UK pending
Wild VIDRL
pe WVIDRL, Australia
AfPerth/T22f2024 . .
IVR-262 Classical Seqgirus
NIID, Japan
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https://www.who.int/teams/global-influenza-programme/vaccines/who-

recommendations/candidate-vaccine-viruses
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Influenza B Victoria lineage egg-derived?® candidate vaccine viruses
for development and production of vaccines for use in the 2025-2026

northern hemisphere influenza season

Antigenic and genetic analyses are performed by the WHO Collaborating Centres of the Global Influenza Surveillance and
Response System (GISRS). Unlems othensis= spe:rﬁed all I:lﬂdld abe wancine viruses pue.'ted on this tahle hm pnssled‘twu—
way humaﬁll.rhn:‘hnﬂ |nh|bﬂ:|on {HI) test. Hgtio B Co it 12 E i

28 February 2025 (Lost updoted 28 March 2025)

Candidate vaccine viruses (antigenically like B/Austria/1359417/2021 (egg

derived) - Accession number (GISAID): EP1 ISL 1519459
; Candidate Type of virus or Developing
Parent wirus ine vi e insti Available from
. . WHO CCs
By Austriaf1355417/2021 Wild type virus MHRA, UK
VIDRL, Australia
B/Austria/1359417,/2021 BVR-26 Classical Segirus MHRA, UK
MIID, Japan
CDC, USA
B/Austriaf1359417/2021 BX-107A Classical NYMLC MHRA, UK
NYMC, USA
CDC, LSA
B/Michigan/01,/2021 Wild type virus MHRA, UK
MIID, Japan
] B WHO CCs
B/Singapore/WUH4618,/2021 Wild type virus MHRA, UK
B/Guangdong- 3 WHO CCs
Wild type
Thenjiang/1516/2021 s MHRA, UK
B/Guangdong- . )
CNIC-2107A a | CCDC, Chi WHO CCs
Zhenjiang/1516/2021 assiea s ina
BfZhejiang-Manhu/1354/2021 Wild type virus WHO CCs
B/Zhejiang-Nanhu/1854/2021 |  BX-117 |  Classical NYMC NYMC, USA
BfZhejiang- _
Wild type WHO CCs
Yiacheng/11085/2021 s
B/Zhejiang- .
Xiacheng/11085/2021 BX-115% Classical NYMLC NYMC, USA
B/Shaanxi-Baotaf1275/2022 Wild type virus WHO CCs
BfShaanxi-Baotaf1275/2022 BX-131 Classical
NYMLC NYMC, USA
B/Shaanxi-Baotaf1275/2022 BX-171A Classical
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https://www.who.int/teams/global-influenza-programme/vaccines/who-

recommendations/candidate-vaccine-viruses
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Influenza B Yamagata lineage egg-derived® candidate vaccine viruses
for development and production of vaccines for use in the 2025-2026

northern hemisphere influenza season

Antigenic and genetic analyses are performed by the WHO Collaborating Centres of the Global Influenz Surveillance and
Response System [GISRS). Unless othensise spﬂ:rﬁﬂl all ar'-d idate varrine viruses pmud on this table hm p::sud -
way haemamll.n:n:tm |11h||:l1:|n-|1 (HIlj test. Matig Reoio s it g B E
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Candidate vaccine viruses (antigenically like B/Phuket/3073/2013 (egg
derived) - Accession number (GISAID): EP1 _ISL 168822

Candidate Type of virus or Deueln;ung
Parent virus ine virus . - Available from
WHO CCs
Wild type virus
BfPhuketf3073/2013 MHRA, UK*
BVR-1IBE | Classical |  Segirus VIDRL, Australia
Wild type virus CDC, USA
MHRA, UK*
BX-59A '
BfCaliforniaf12/ 2015 Crassical NYMC NYBAC, USA
e assiea MHRA, UK*
NYBAC, USA
. ; WHO CCs
BBrishbanef9/2014 Wild type virus MHRA, UK*
. CDC, USA
B/Utah/09/2014 Wild type virus MHRA, UK*
L]
62 v v
BfArizonaf10/2015 Classical NYMC MHRA' TG
BX-63A )
MNYRAC, LISA
_ MYRAC, USA
B/Hong Wild type virus MHRA, UK*
Kong/3417 /2014 7 Classical NYMC MHRA, UK*
BX-5 assiea NYMC, USA
*B/Yamogata viruses are avaoilable for manufocture of guodrivalent vaccines by request
(standards@mhra.gov. uk)

It : WHO v = 7% 4

https://www.who.int/teams/global-influenza-programme/vaccines/who-

recommendations/candidate-vaccine-viruses




