Surveillance of Influenza A virus in Danish pigs

Samples and results 2024

The table illustrate the number of samples, submissions and herds that contributed to the
surveillance program each month and for the whole year. In addition, the results of the influenza A

virus and H1pdmO09 screening are shown.
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In March, 36 submissions from 34 herds registered with different CHR numbers were received. On
average, each submission consisted of 3.4 samples. The percentage of the submissions that were
positive for Influenza A virus was 47%, which is slightly lower compared to the previous months. All
influenza A virus positive samples were tested for the presence of HlpdmQ9. Overall, 29% of the
submissions testing positive for the influenza A virus were found to be positive for H1pdmQ9.
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The figure illustrates the percentage of influenza A virus negative and positive submissions including
the proportion of H1pdmO09 positive submissions. The proportion of influenza positive submissions
and the proportion hereof of H1pdmO09 are lower compared to the numbers observed in the
previous months of 2024.

Distribution of swine influenza A virus subtypes
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Swine influenza A virus can be classified into subtypes and genotypes. The subtype describes the
combination of HA and NA surface gene segments, and the genotype describes the combination of
all eight segments based on their genetic origin. Information on the contemporary circulating swine
influenza A virus subtypes is essential for the update of vaccination protocols, optimization of the
diagnostic assays and for evaluation of the zoonotic risk.

In March, the full subtype (both HA and NA gene segments) was determined for 17 submissions. The
HlavNx viruses were dominating over H1pdmQ09 subtype, with HlavN2sw (n=13 submissions) being
the most prevalent. The determined H1pdmO09 subtypes were HlpdmN1lav (n=2 submissions),
HipdmN1pdm (n=1) and HlpdmN2sw (n=1).



Distribution of swine influenza A virus genotypes
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For March, 15 submissions were genotyped. For the HlavN2sw viruses, the dominating genotypes
was HlavN2sw-5 (n=5), with a mix of avian-like swine and Hlpdm origin internal genes, followed by
HlavN2sw-4 (n=3). Additionally, two submissions were genotyped HlavN2sw-7, which contained a
mixture of avian-like swine origin and pandemic origin gene segments. HlavNlav-1 (n=1), which
contained all gene segments of avian-like swine origin, and HlavNlav-2 (n=1), with the M segment
of pandemic origin, were genotyped. For the H1pdmNx viruses, we genotyped three submissions:
two with HlpdmN1lav-2 and one with HlpdmN1pdm-2.



Phylogenetic analysis

Fylog isk tra - Infl A
virus overvagning i Danske svin
Mar 2024

FIND DIN PROVE: Tryk "ctrl + f' og seg pa dit
sagsnummer: fx "24-00510-1"

Veer opmeerksom pa at prever indsendt til SSI
starter med "SI” og er navngivet med SSl's
sagsnummer, mens prover indsendt til
Veterineert laboratorium, Kijellerup starter med
"LF” og er navngivet med Kjellerups
sagsnummer.

flswine/Denmark/20208_03246_1_HpdmN1av
51-24-00770-3-2_HA
Alswine/Denmark/2021S_19922_5_H1pdmN1av
895 4.01382-2_HipdmN1av-2 _ ’
51-24-01878-1_H1pdmN1av-2 pandemisk H1 og avieert N1
1-24-02129-1_H1ipdmN1av-2 fra den "almindelige" danske
To0 S1-24-00679-5-2_HA H1N1)
‘Alswine/Denmark/20185_02108_3_H1pdmN1av
LF-24-601-1_H1pdmN1av-1
A_Swine_Denmark_2016_17110_2p1_2016_H1N2_MT667127_HuL
—  A_Swine_Denmark_2014_10_203_1p1_2014_H1N2_MT667095_HuL
A_Swine_Denmark_2015_04804_3p1_2015_HIN2_MT867151_HuL.
53 influenza, der
24 California_07_2009_H1N1_EPI_ISL_31158 cirkulers |

HipdmN1av
(Ny reassortant med

Human szeson
like H1pdmNx
(Virus der ligner den
pandemiske szson

Hipdm
vaccine
stamme fra
Respiporc
FLUpan
H1N1

1% virus_Jena_VI5258_2009_H1N1_pdm0g mennekser)
A_Swine_Denmark_2014_10_231_1p1_2014_H1N1_MT667213_HuL

e_Denmark_2018_15808_4_1p1_2018_H1N1_MT666848_SwL

Svine adapteret
H1pdmNx

(Virus der stammer fra
pandemien i 2009,
men er muteret for at
tilpasse sig svin)

e 94 Swine_Denmark 2015_19205_1p1_2015_HIN1_MT667047_Swl
. LF-24-366-2_H1pdmN1pdm-2
109).24-02263-2_H1pdmN1pdm-2
1-24-02205-2_H1pdmN1av-2
LF-24-482-6-12_H1pdmN1pdm-2
Swine_Denmark_2015_03655_3p1_2015_HIN1_M
A_Ghana_FS-16-0249_2016_H1N1_2016-02-22_EPI_ISL_223816
Y00 Swine_Denmark_2016_3920_1p1_2016_H1N1_MT667190_HuL
06._ireland_84630_2018_H1N1_EPI_ISL_338060
Denmark_3105_2022_H1N1 pandemiske sesson
1BoVictoria_2570_2019 influenza, der
A_Guangdong-Maonan_SWL1536_2019 cirkulere |
L A_Peru_2023_2012_H1N1_2012-10-26_EPI_ISL_133157 mennekser)
L A_Swine_Denmark_2014_10_365_3p1_2014_H1N1_MT667159_HuL
A_swine_Arnsberg_6554_1979_H1N1_KT715451

A_swine_Denmark_2016_10856_3p1_2016_H1N1_MT666243

A_swine_Denmark_2018_17735_3_1p1_2018_H1N2_MT666451
991 fygWine_Denmark_2013_10_103_2p1_2013_HIN2_MT666443
100 51-24-00654-3-2_HA

51-24-00388-1-2_HA

9%4-02261-1_H1avN2sw-7

§%4-02261-5_H1avnzsw-7

45 [, fy-Swine_Denmark_2016_17805_2p1.2016_H1N2_MT666499
51-24-00702-6-2_HA
A_swine_Netherlands_AR3335_2016_H1N1_EPI1201690
A_swine_France_ARB501_2016_H1N1_EPI1201860
A_swine_Belgium_SIR5289_2017_H1N1_EPI1201967
[——— A_swine_Denmark_2013_10_201_2p1_2013_H1N2_MT666824
A_swine_Denmark_2018_17727_4_1p1_2018_H1N1_MT666405
LF-24-209-1-4_H1avN1av-1
4 100
9$1-24-01657-3_HiawN1av-1  HqayNx

666999_Swl
Human saeson

like H1pdmNx
(Virus der ligner den

100

H1av vaccine stamme <]
fra Respiporc FLU3

100 10
16-24-00940-4-2_H1awN1av-1 (1 qehoider bade H1avN2sw,
OQF-24-360-2_H1avN1av-1 som har vaeret den mest
$1-24-01370-5_H1avN2sw-5  glimindelig subtype i Danmark
96 16Y-24-02182-3_H1avN2sw-5  og avieer HiavN1av, som var
LF-24-913-1_H1awN1av-2
A_swine_Haseluenne_IDT2617_2003_H1N1_GQ161119
g A-swino_Jiangsu_J005_2018_HIN1_MN416626
A_swine_Guangxi_3612_2011_H1N1_1C23_KM028327
A_swine_Cotes_dArmor_1455_1999_H1N1_AJ344021
[5z A-svine-Denmark_2015._04311.10p12015_H1N2_ MTesse02
A_swine_Denmark_12687_2003_H1N2_KC900264
A_swine_Denmark_2018_12352_2_1p1_2018_HIN1_MT666625
LF-24-92:2_H1avN2sw-5
164-24-00035-3-2_HA
051-24-01356-2_H1avN2sw-5
§1-24-02247-2_H1avN2sw-5
LF-24-392-2_H1avN2sw-5
$1-24-01764-1_H1avN2sw-5
18ySWine_Denmark_2017_17672.3_3p1_2017_HIN2_MT666578
LF-24-499-2_H1avN2sw-5
LF-24-591-1_H1avN2sw-4
‘° 1-24-01543-1_H1avN2sw-4
0.24-02068-3_H1avN2sw-4
$1-24-01514-1_H1avN2sw-5
A_swine_Denmark_2017_11771_1_1p1_2017_H1N2_MT666546
$1-24-01369-1_H1avN2sw-5
iy, A-Svine-Dermark_2016_4025_1p1_2016_HINI_MT666800
A_swine_Denmark_2013_30_5127_12p1_2013_HIN2_MT666792
A_swine_Denmark 2016_390_2p1_2016_H1N1_MT666267
LF-24-344-1_H1avN2sw-3
0QF-24-585-1_H1avN2sw-3
180.24-01809-2_H1avN2sw-3
O7LF-24-675-2_H1avN2sw-4
§%4-01051-1_H1avN2sw-4
wine_Denmark_2016_19413_1p1_2016_H1N2_MT666328
§1-24-02208-2_H1avN2sw-5
A_swine_Denmark_2017_1224_1_1p1_H1avN2sw_MT666381
$1-24-00874-3-2_HA
§%4-01049-4_H1avnzsw-5
1§:24-02199-2_HiauN2sw-5
§1-24-02201-3_H1avN2sw-5
- SWwine_Denmark_2015_03572_1p1_2015_HIN2_MTeg6275
LF-24-107-4_H1avN2sw-8

dvn

1

A

<\
100




