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2. HPAI worldwide




HPAI In EU



EU situation Sept. 2021 — June 2022

HPAI (P) & (NON-P) : From 10/09/2021 to 08/10/2021

% HPAI non-poultry (including wild birds) (2)

®  HPAI poultry (0)

2022 - SANTE G2
Last update: 03-06-2022




EU situation June 2022
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° HPAI(P) (4)

Y  HPAI(NON-P) (10)

2022 - SANTE G2
Last update: 08-06-2022
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HPAI outbreaks per week
2021-2022 epidemic season
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HPAI detections in wild birds/
week in different epidemic seasons
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Epidemic
season

HPAI epidemics in

Number of
Member States
where HPAI
detected in wild
birds and or
poultry

HPAI virus serotypes

2016/2017 22 H5N5, H5N6, H5N8
2020/2021 24 H5N1, H5N3, H5N4, H5N5, HS5N8
2021/2022* 25 H5N1, H5N2, H5N3, H5N8

until 8 June 2022
**of which 1378 in FR

Wild birds
detections

EU, in figures

Poultry outbreaks

Number of poultry
affected in
outbreaks

1563 1132 ~ 9 million
2330 1241 > 23 million
2512 2308** > 44.5 million

European
Commission




HPAI worldwide




Worldwide situation
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HPAI detections in poultry and non-poultry
From 01/07/2021 to 08/06/2022
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HPAI Serotype
® HSN1 {HPAI-P)
> HS5 (HPAI nen-P)
H5 (HPAI-P)
H5M1 (HPAI non-P)
H5M2 {(HPAI non-P)
HSMZ (HPAI-F)
* H5N3 (HPAI non-P)
# H5NS5 (HPAI non-P)
& H5NS (HPAI-P)
H5M8 (HPAI non-P)
Autor: SANTE G2 H3NB (HPAI-P)

Date updated;08.,06,2022 & HTN3 (HPAI-P)
Data source: WAHIS -
= nottyped
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Genetic characterization of HPAI viruses of the A(H5) subtype
circulating in Europe-USA-Asia-Africa, in Sept 2021 - Mar 2022 (1)

All the HPAI H5 viruses collected between September 2021 and March 2022 in Europe, USA, Asia, Africa
(available in GISAID on 20t May 2022) belong to clade 2.3.4.4b, except for 5 H5N1 viruses from Bangladesh
belonging to clade 2.3.2.1a.

Number of sequences collected from September 2021 to March 2022 (GISAID)

H5N1 H5N2 H5N3 HS5NS H5N6 H5N8 Tot
Europe 384 3 1 2 0 22 412
Russia 61 0 0 1 0 0 62
Bangladesh 6 0 0 0 0 0 6
China 0 0 0 0 17 1 18
Israel 1 0 0 0 0 0 1
Japan 4 0 0 0 0 3 7
Korea 2 0 0 0 0 0 2
Vietham 0 0 0 0 0 1 1
Niger 6 0 0 0 0 0 6
USA 170 0 0 0 0 0 170
Tot 634 3 1 3 17 27 685

Source EURL for Al & ND



Genetic characterization of HPAI viruses of the A(H5) subtype
circulating in Europe-USA-Asia-Africa, in Sept 2021 - Mar 2022 (2)

The HA gene of the HPAI
H5N1 viruses detected in
the USA since December
2021 belongs to clade
2.3.4.4b and is highly related
to the HPAI H5 viruses which
circulated in Russia and
Europe during the first
epidemic wave (autumn
2020 - spring 2021)

The HA gene of the HPAI H5N1
viruses detected in Niger in
January 2022 belongs to clade
2.3.4.4b and is related to the
HPAI H5 viruses which
circulated in Senegal, Nigeria
and Europe during the first
epidemic wave (autumn 2020 -
spring 2021)

Source EURL for Al & ND
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The HA gene of the HPAI H5 viruses collected in China (H5N8-
H5N6), Japan (H5N8-H5N1), Vietnam (H5N8) and Korea (H5N1)
in October-December 2021 belongs to clade 2.3.4.4b and is
highly related to the HPAI H5 viruses which circulated in Russia
and Europe during the first epidemic wave (autumn 2020 —
spring 2021).

The HA gene of the HPAI H5N1 viruses collected in Japan
(Hokkaido, Feb-Mar 2022), Israel (Oct 2021) and Bangladesh
(Dec 2021) belongs to clade 2.3.4.4b and is highly related to the
HPAI H5 viruses which circulated in Russia and Europe during
the second epidemic wave (autumn 2021 — spring 2022).

Of note, in Bangladesh the circulation of 2 different clades is
observed: clade 2.3.4.4b (viruses collected in Dec 2021) and
clade 2.3.2.1a (viruses collected in Dec 2021-Jan 2022)



Human cases — September 2021- March 2022

1 sequenced H5N1
virus (clade 2.3.4.4b)
detected in the UK
from human in very
close contact with
infected ducks (Dec
2021)

3 sequenced H5N6 viruses (clade 2.3.4.4b)
detected in China from human (Sept-Dec 2021).

The HA gene of these viruses presents the
mutation HA-T192I (H3 numbering) which has
been shown to increase pseudovirus binding to
a2-6 (Yang et al., 2007)

Source EURL for Al & ND



© European Union 2020

Unless otherwise noted the reuse of this presentation is authorised under the CC BY 4.0 license. For any use or reproduction of elements that are
not owned by the EU, permission may need to be sought directly from the respective right holders.

Slide xx: element concerned, source: e.g. Fotolia.com; Slide xx: element concerned, source: e.g. iStock.com

European
= Commission



https://creativecommons.org/licenses/by/4.0/

