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Intra trade certificate

IL1. Consignor

L2. Certaficate reference number 1.2 a Local reference number::

Name TIS-VET KFT INTRA.HU.2019.0005723 3862019
: Y T

- Address KOSSUTHLAJOS U. 43 1.3 Central Competent Authomty

E HU00000 Ministry of Agriculture

E Kompot L4. Local Competent Authority

= Country Hungary (HU) HU00300 Kecskemét

=1
'5 JL.5. Consignee L 6. No.(s) of related oniginal certificates No.(s) of accompanying documents

g Name Rassig International SARL

< Address 20 AV. du General Azibert
=

2
ﬁ 11430 Gruissan L7. Dealer

N

(-~ Country France (FR) Name Approval number

% [.8.Country of origin ISO code |L9. Region of origin Code |1.10. Country of destination ISO code |L11. Region of destination Code
.-
= Hungary ‘ HU | Bulgaria | BG |
‘s J1.12. Place of origin/Place of harvest 113. Place of destination

7] : . . :

Hold: Assembl Dealer’s Hold:s Assembl: it Deal

— olding g ssembly centre I:I ealer’s premise I:I olding E ssembly centre I:I ealer's premise [I
E Approved body |:| Semen centre |:| Approved aquaculture holding |:| Approved body |:| Semen centre |:| Approved aquaculture holding [I
S Embryo team |:| Establishment |:| Other |:| Embryo team |:| Establishment |:| Other [I
.. Name Zamboné Maroti Erika Name Donika 2011 EOOD
: Approval number 4553496 Approval number 5568-0328

"; Address Alsopailos, tanya 408. Address village Lisec
=9 Postal code / Region 6135 C;(’)]}'Qspﬁlgs Postal code / Region 5568 Lisec - JIacen

JL.14. Place of loading
Postal code / Region 6135 c“’)lyﬂsp‘i’llﬂs

115. Date and time of departure
04/03/2019 16:00 (UTC +0100)

L.16. Means of transport
Aeroplane D Ship D
Road vehicle g

PB 5110 TT PB 4630 EH

Identification::

Number(s):

Railway wagon |:|

Other |:|

L17. Transporter

Name "Niki Trans-2006"Ltd

Approval number 1772/22.10.2008

Address Pyrvomai, obl Plovdiv

Postal code / Region 4270 Pyrvomai - Member sate  BG

121 Temperature of products

Ambient I:I Chilled I:I

Frozen I:I

120. Number/Quantity
3.200 unit 1

122, Number of packages

1.23. Identification of container/Seal number

1.25. Animals certified for/products certified for:

Slaughter E




Local veterinary authority visit

Farm of origin
Control measures, 60 cloacal+60 tracheal swabs

sampling . |
(14.03.2019) 3 ducks (9 weeks old) from the same flock dispatched to Bulgaria

Diagnostic killing (carcass, blood)

Four other contact holdings
Birds transported within the supposed latency period (03.03.2019-12.03.2019)
2019.03.06., Bécsa holding 1 (1782 animals)
2019.03.10. Bécsa holding 2 (2700 animals)
2019.03.12. Moricgat (1220 animals)
2019.03.12. Felsémonostor (750 animals)
4x (60 cloacal+60 tracheal swabs)
Official surveillance and movement restriction in all holdings



Molecular biology,
serology

Original farm

120 swabs, 3 carcasses M gene rRT-PCR negative
3 blood Influenza A antibody ELISA positive, HI: H5, H7 negative, H6 positive
Contact holdings
2019.03.06. Bdcsa holding 1 (1782 animals)
30 cloacal, 30 tracheal swabs M gene rRT-PCR positive (cT 17.85-37.44)
2019.03.10. Bécsa holding 2 (2700 animals)
2019.03.12. Mdricgat (1220 animals)
2 cloacal swabs M gene rRT-PCR positive (cT 29,8 és 33,72)
2019.03.12. Felsbmonostor (750 animals)
H5, H7, N1, N5, N6 PCR negative, N8 positive, (Fereidouni et al., 2008)
Sequencing HA (Hoffmann et al., 2001) and NA (Phipps et al., 2004): H6NS8

Full genome sequencing (Watson et al., 2015), lllumina
A/duck/Hungary/11447/2019(H6NS)



Virus isolation
Embryo death within 48 hours
HAU: 512
rRT-PCR: cT 12.5
HAI
(H5, H7, NDV)
H6
IVPI: O
ELISA positive
Oronasal challenge experiment

Virology

No clinical sign




HA gene

phylogeny
(ML tree)

Most related viruses Subtype

H6N1
H6N2
H6N1

A/mallard duck/Georgia/7/2015
A/duck/Hubei/ZYSYG15/2015
A/teal/Toguchin/1157/2016

PQIETRJ GLF
No potential additional glycosylation sites

HA

nt similarity
(%)

97.3%
96.7% x
96.5% ]

97

100 &1

93

L — A_duck_Kyoto_261007_2014_HBN5
9 A_duck_Shimane_321112_2014_H6N5
A_duck_Tokushima_361020_2015_HEN2
A_duck_Kyoto_261011_2014_HBN
94 A_Anser_fabalis_China_Anhui_L221_2014_H6N1
100] A_wild_bird_Wuhan_CDHN15_2015_H6N2
A_wild_bird_Wuhan_CDHNO09_2015_H6N2
A_duck_Bangladesh_25767_2015_HG6N1
0 A_gadwall_Chany_97_2016_H6N8
t HEN2 Hubei 2015
A _teal Toguchin 1157 2016 _HBN1
951 A_mallard_Toguchin_1154_2016_HEN1
%1 1A teal Toguchin_1156_2016_HBN1
100 A_teal_Toguchin_1153_2016_HBN1
gor— A_white-fronted_goose_Korea_H952_2017_HEN1
9] 100 4“’9‘3 A_white-fronted_goose_Korea_H908-1_2017_HBN1

A_duck_Bangladesh_31227_2016_H6N2
94 A_duck_Hungary_11447_2018_HEBNS8
A_mallard_duck_Georgia_7_2015_H6N1

. Ji;m”{ HBN2 Hubei 2015

- A duck_Saga 411117 2013 HGN
A_duck_India_12CL22 2015 HBN2

A_muscovy_duck_Vietnam_LBM455_2013_HBN2

e A_mallard_Republic_of_Georgia_13_2011_HEN2

96 HEN8 Italy 2015
A_barnacle_goose_Netherlands_1_2014_HBN8
A_mallard_duck_Netherlands_8_2013_H6N8

A_mallard_duck_Netherlands_30_2011_H6N4

A_duck_ltaly_13vir5881_2013_HENS

5 % HeN2 Netherlands 2014

A_turkey_ltaly_14vir954-11_2014 HENS
; ﬂ.:;’LmallardjjuckiNetherlands.j(J72CM27H6N1
HENx France-Netherlands 2014-2016

A_mallard_duck_Netherlands_12_2012_HB6N1

A_waterfowl_Bangladesh_12301_2013_HBN7
HBNx Germany-Netherlands 2008-2011
A_greater_white-fronted_goose_Netherlands_9_2009_HBN2
A_Larus_argentatus_Belgium_02936pcs3_2010_HEN1
A_avian_[taly_08vir6838_2008_H6NS8
A_wigeon_ltaly 08vir6399_2008_HBNS
A_mule_duck_Bulgaria_365_2010_HE&N8
A_duck_Germany-MV_R871_2010_H6N2
HENB Netherlands 2011
A_i%allard Germany-BY_R1353_2010_HEN8

95

100 8

HBN8 Netherlands 2011
A_duck_Bangladesh_1293_2008_HBN1 100
100 Q HBN1 California 2008
100 L HBN1 Jiangxi 2003-2005
A_greater_white-fronted_goose_Netherlands_2_2007_H6N8

0.005



NA gene

phylogeny
(ML tree)

Most related viruses

A/common shelduck/Mongolia/2076/2011
A/duck/Mongolia/53/2011
A/common shelduck/Mongolia/2185/2011

No stalk deletion
No potential additional glycosylation sites
No markers of antiviral drug resistance

Subtype

H3N8

—100<} H5NB Eurasia 2014-2015

A_Common_buzzard_Hungary_7061_2017_H5N8
A_Goose_Hungary 17985 2017 HEN8
A_Duck_Hungary_1588_2017_H5N8
A_Pheasant_Hungary 7685_2017_HSN8

B4 A Mute swan Hungary 6276 2017 H5N8
A_duck_Bulgaria_Yambol_35-1_2018_H5N8
A_chicken_Bulgaria_Plovdiv_224-1_2018 H5N8
A_Common_tern_Hungary_8187_2017_H5N8

Similarity (%) “
A_mallard_duck_Shanghai_SH-9_2013_H5N8

9 7 . 8% = A_Von_Schrencks_bittern_Jiangxi_Y9_2014_H5N8
n HS5N8 China 2010-2012

9 7 . 8% A_duck_Eastern_China_L0811_2011_H5N8

93.8%

NA

97

100] A_envi'onment_Korea_SH12-6_2008_H3N8
A_envionment_Korea SH12-8_2008_H3N8
100 A_ruddy_shelduck_Mongalia_2-79_2007_H3N8
EI_ L A_pintail Mongolia 2-65 2007 H3N8
A_ruddy_shelduck_Mongolia_1-26_2007_H3N8
wo[ A_duck_Vietnam_OIE-2577_2011_H3N8
§ A_duck_Vietnam_G18-1_2011_H3N8
A_duck_Guangxi_2736_2006_HENS
7 [ A_common_shelduck_Mongolia_2185_2011_H3N8
84 A_ruddy_shelduck_Mongolia_1787_2011_H3N8
ﬂEA_duck_ShanghaU20-1_2009_H3NB
A_goose_Hunan_S2466_2011_H4N8

—— A_duck_Eastern_China_19_2004_H3N8
— A_duck_Eastern_China_90_2004_H3N8

ooy A_duck_Mongolia_53_2011_H3N8
Wshelduck_Mongo\ia_2076_2011_H3NE
A duck_Hungary_11447 2018 HENS
100

97 HBN8-H3N8 Netherlands-Italy 2006-2015
4 A_mallard_Sweden_233 2002_H10N8

10— A_ruddy_shelduck_Mongolia 961V 2009_H3N8
o —m‘j A duck_Shanghai_602_2009_H10N8
™ A_ruddy_shelduck_Mongolia_882v_2009_H3N8

A_duck_Burjatia_652_1988 H3N8
— A_duck_Hong_Keng_438_1977_H4N8
A_duck_Hubei_126_1985_H7N8
A duck_Chabarovsk 1610 1972 H3N8
" 100 A_duck_Ukraine_1_1963_H3N8
" A_duck_Ukraine_1963_H3N8

@ 10— wid birds Netherlands 1998-2003

A_budgerigar_Aichi_1_77_H3N8

100

95

100 100

A_quail_ltaly_1117_1965

0.02



T==—"""_ | Asia 2012-2016

A_duck_Saga_411005_2012_H11N2
N P i B2 H5N8 Qinghai 2016
100, A black-headed_gull Tyva_41_2016_H5N8
9] A_great_crested_grebe_Tyva_34_2016_H5N8
A_wild_duck_Tyva_35_2016_H5N8
100| A_domestic_duck_Republic_of Georgia_2_2010_H10N7
A_domestic_duck_Republic_of_Georgia_1_2010_H10N7
H H H H 0, A_wigeon_ltaly_16VIR9616-3_2016_H5N5
NP gene phylogeny Most related viruses Subtype Similarity (%) o AN b
79[ A_Mute_swan_Hungary_5879_2017_H5N5
A_M_Swan_NL-Groningen_16015826-001_2016_H5N5

(ML tree) A/mallard duck/Netherlands/7/2014 H6N2 98.4% 1 A swan_Gormany.SK. R10845_2016_HoNs

A_mute_swan_Croatia_102_2016_H5N5
0, A_environment_Kamchatka_18_2016_H5N5
A/mallard/ltaly/lSVI R6264-78/2018 H4N6 98.3 /0 100 Aﬁmallardfduckaeargiaj0720167H?N7
. 80 A_gadwall_Chany_97_2016_HENS
A/chicken/Scotland/532/2016 H5N1 98.1% : A_duck_Hungary 11447 2015 HGNS
A_chicken_Scotland_532_2016_H5N1
100] A_mallard_duck_Netherlands_7_2014_HEN2
A_mallard_duck_Netherlands_11_2014_HEN2
A_common_teal_Netherlands_1_2015_H11N1
100f | = A_mallard_duck_Netherlands_18 2015 H7N7
65 —— A_mallard_duck_Netherlands_41_2015_H5N1
A Mallard_Netherlands 14016619 2014 H3N6
A_duck_Saga_411117_2013_HBN1
& A_duck_Mongolia_200_2015_H3N8&
82 A_wild_waterfowl_Dongting C2383 2012 _H1N2

95 A_wild_bird_Niigata_151015_2013_H5N3
_|9g I: A_duck_Tokushima 361020 2015 HBN2
A_goose_Taiwan_01022_2015_H5N2

—— A_mallard_duck_Georgia_3 2012_H7N3
a7 L——% H1N1 Chany 2016
1004 411Ng Italy 2017

A_avian_ltaly_17VIR5791-56_2017_HON4
o A_avian_ltaly_17VIR5791-77_2017_H9IN4
o 80) H7N7 Italy 2016

100 "] HBNS Italy 2015
100 H7N7 ltaly 2016-2018

98 - A_duck_Mongolia_154_2015_N2__2015-08-30
A turkey ITALY 13VIR7232-2 2013 H5N2
A_Mallard_ltaly_4397_2005_H10NS

87 100 180 HBNS Italy 2008
A_turkey_ltaly_14vir954-11_2014_HEN1

100 100
H5N ltaly 1997-1998
4 5 | Eurasia 2005-2018

100——<] H10NG Italy 2005-2006

‘ A_chicken_ltaly_13VIR-6051-2_2013_HEN3

2

100

0.008



100 A_mallard_duck Netherlands 20 2012 H1N1
A_mallard_duck Netherlands 5 2013 H1N1
— A_mallard_duck_Netherlands_7_2012_H1N1
100] A_mallard_duck_Netherlands_11_2013_H7N7
A_mallard_duck_Netherlands_13_2013_H7N7
A_mallard_duck_Netherlands_8_2012_H1N1
— A_mallard_duck_Netherlands_6_2012_H1N1
A_European_herring_gull_Netherlands_1_2015_H11N9
A_duck_Hungary_11447_2018_H6N8
— A_mallard_duck_Netherlands_19_2012_H4N6
A_duck_Moscow_4781_2012_H4N6
A_mallard_duck_Netherlands_6_2009_H7N7
— A_mallard_duck_Netherlands_3_2009_H7N7
A_mallard_duck_Netherlands_4_2009_H7NT7
93| A_common_teal_Netherlands_7_2005_H11N9
A_mallard_Sweden_105527_2009_H10N1
A_mallard_duck_Netherlands_5_2008_HEN8
— A_duck_ivioscow_4652_2011_H4NB
— A_gadwall_duck_Netherlands_2_2006_HIN2
100] A_mallard_duck_Netherlands_53_2006_H4N2
A mallard_duck Netherlands 43 2006 H5N2
— A_wild_duck_Germany WWV30_06_H1N1
No markers of antiviral drug resistance [ A-mallrd_cuok Netherlands_96_2008_H7N{
A_mallard_duck_Netherlands_1_2011_H7N7
— A_grgal\ard_duck Netherlands_55_2008_H4N6
wild birds Netherlands 2008-2010

— %] HBN1 Netherlands 2008
—————— A_mallard_duck_Netherlands_62_2008_H3N6

—ﬂ L—— A_Eurasian_wigeon_Netherlands_3_2007_H10N1

A_barnacle_goose_Netherlands_1_2011_H6N8

E'E—'ODQ H5N2 Italy 2013

79 A_greater_white-fronted_goose_Netherlands_6_2010_H8&N2
A_turnstone_Netherlands_1_2010_H3N8

— A_mallard_duck_Netherlands_24_2005_H11N3

841% | wild birds Netherlands 2006-2008

— A_mallard_duck_Netherlands_51_2008_H3N2

— A_bewicks_swan_Netherlands_3_2007_H4N6

— A_wild_duck_Germany_WV2555_2006_H3N2

A_mallard_duck_Netherlands_63_2006_H5N2
A_wild-duck_Italy 17VIR6926-1_ 2017 H5N2

Most related viruses Subtype Similarity (%)

M gene phylogeny A/mallard duck/Netherlands/19/2012 H4NG6 98.9%
(ML tree) A/mallard duck/Netherlands/6/2009 H7N7 98.8%
A/duck/Moscow/4781/2012 H4N6 98.8%

75

A mallard_Jiangxi_2-5 2010 H3N2
A_Mallard_Italy 4397 2005_H10N8
A_guinea_fowl_ltaly_10VIR-218-134_2010_H5N2

i . Eurasia 1997-2008 0
%9 %] H10N7 taly 2005-2006
L A_Duck_ltaly_1398_2006_H10N7

99

| Eurasia 20082018

0.004



N S T = | Eurasia 2013-2017
A_mallard_duck_Netherlands_13_2005_HBN2
—2 ] HINT Netherlands 2009
—gé\_mallard_duck_Nelher\ands_3_2008_H6N2
;?r_q HBN1 Betherlands 2008
o . o . Fer— A_mallard_duck_Netherlands_86_2008_H7N1
Most related viruses Subtype Similarity (%) L Bevicks swan Nethriands_5 2007 Hon2
- A_maIéegxrd_duck_Netherlands_34_2006_H3N8
ﬂ(—| HIN1 Chany 2016

NS gene phylogeny A/ma llard d uck/Georg|a/7/2015 H6N1 g A_mallard_ltay_1BVIR6B4T-264_2018_HSN2

A_mallard_duck_Netherlands_23_2012_H11N9

(ML trEE) A/ adwa”/Chan /893/2018 H3NS8 99.3% |_{— A_mallard_duck_Georgia_11_2011_H1N1
g Y

A_domestic_green-winged_teal_Hunan_2036_2007_H3N6

A/mallard/Italy/18VIR6264-78/2018  H4NG

R A_greater_white-fronted_goose_Netherlands_4_2011_H1N1
@ wild birds Asia 2009-2013
wild birds Netherlands 2009-2010
99 A_mallard_ltaly_18VIR6264-78_2018_H4N6E
A_avian_ltaly_17VIR9122-31_2017_H7N3
74 — A_duck_Hungary_11447_2018 HEN8
77— A_mallard_duck_Georgia_7_2015_HB6N1
A_gadwall_Chany_893_2018_H3N8
95| A_wild-duck_ltaly_17VIR6548-1_2017_HIN2
791 A_duck_Mongolia_655_2015_H2N3
98| A_duck_Mongolia_482_2015_H2N3
9| A_duck_Mongolia_30_2015_H3N8
A_duck_Mongolia_521_2015_H3N8

100] A_environment_Kamchatka_24_2016_H13N8
7 3_‘1 A_environment_Kamchatka_23 2016_H13N8
& A_mallard_Chany_260U_2014_H5N3

A_European_herring_gull_Netherlands_1_2015_H11N9
A_duck_Shiga_32_07_H4N6

- A_duck_Shimane_20_08_H2N3

100

| Eurasia 2001-2016
A_common_pochard_XiangHai_420_2010_H7N1
% A mallard duck Netherlands 36 2006 H5N3

m—ﬂ H7N7 ltaly 2004-2006
- <m;:rEuraS|a 2005-2010
A_mallard_ltaly_4223-2 2006_H5N2
1 6 —*mﬁ H5N8 Eurasia 2016-2017
10— H5N8-H5N5 Eurasia 2016-2017

A_turkey_Italy_17VIR538-1_2017_H5NG

Eurasia 2014-2018

0.005



PA gene phylogeny
(ML tree)

Most related viruses

A/common tail/ltaly/18VIR1278-6/2018
A/mallard duck/Georgia/1/2014
A/tufted duck/Georgia/1/2012

Subtype

H6N1
H10N7
H2N3

PA

Similarity (%)

98.3%
98.2%
97.7%

wild birds Netherlands 2013-2015
A_chicken_Germany_AR915-L01268_2015_H7N7
A_mallard_duck_Netherlands_18_2014_H1N1
wild birds Netherlands 2012-2014
A_wild_waterfowl_Dongting_C2383_2012_H1N2
A_duck_Guangxi_125D17_2012_H4N2
A_duck_Mongolia_17_2011_H4N3
A_mallard_duck_Georgia_3 2012_H7N3
100 A_duck_Hungary_11447_2018_H6N8
A_common_tail_ltaly_18VIR1278-6_2018_H6N1
A_mallard_duck_Georgia_1_2014_H10N7
A_duck_Mongolia_235_2014_H3N3
100| A_tufted_duck_Georgia_1_2012_H2N3
A tufted_duck_Republic_of Georgia_1_2012_H2N3
A_mallard_duck_Netherlands_22_2013_H2N3
971 87 A_duck_Aichi_231002_2016_HBN5
100 _|: A_duck_Hokkaido_10_2015_H3N6
A_duck_Kyoto_261007_2014_HBN5
99 A_chicken_Kumamoto_1-4T_2016_H5N6
100 A_duck_Aichi_231019_2016_H3N8
100 A_muscovy duck Vietnam LBM529 2013 H3N8
~<99 '— A_shelduck_Yasnopolyanske_4-08-02_2011_H1N1
A

__northern_shoveler_Georgia_1_2010_H2N3

4
7

91

64

100!

99

98

100 99 A_mallard_duck_Georgia_2_2016_H7N7
JB A duck_ltaly_18VIR4932-2_2018_H7N7
A_black-headed_gull_Netherlands_21_2014_H11N1
: wild birds Asia 2009-2013

—9<|
—2¢| H7NT Korea 2007

L 1oop A_duck_Mongolia_637_2010_H4N6
A_duck_Mongolia_244_2010_H4N6
A_domestic_green-winged_teal_Hunan_3450_2006_H5N1

6 A_migratory_duck_Jiang_Xi_6568_2004_H4NG6
8 {_L A_duck_Chiba_8_06_H3N8
A _Baikal Teal Hongze 14 2005 H11N9

A_Goose_ltaly 6117_2004_H1N1

Eurasia 2005-2018

_98'

| Eurasia 2006-2013

0.005



{i—m<j H7N7 Korea 2016-2017
A_barnacle_goose Netherlands_2_ 2014 _H3NG6

P B 2 r A_mute_swan_Poland_64_2017_H5N5
~ A_swan_Poland_81_2017_H5N5
99 A_common_buzzard_Germany-SN_R1117_2017_H5NS5
- A_Mute_swan_Hungary 5879 2017 _H5N5
F A_egret_Germany-SH_R1459 2017_HSN5

F A_M_Swan_NL-Groningen_16015826-001_2016_H5N5
= A_chicken_Croatia_104_2017_H5N5

Most related viruses Subtype Similarity (% o oammany ot N6 201 a0 o-HONS
PB2 gene P v (%) Ao om0 s
phylogeny ~ A/mallard/italy/18VIR6264-78/2018 ~ HANG ~ 98.8% R e 201 s

A_gadwall Italy 17VIR133-2 2017 H5N5
(ML tree)

- ©
=1

I I h 0 100| |~ A_swan_Germany-SN_R10645_2016_H5N5
A/gadwa /C a ny/89 3/2018 H3 N8 98.7 A) o7 A mute swan_Croatia 42 2017 _H5N5
A_environment_Kamchatka_18 2016_H5N5
A/barnacle_goose/Netherlands/2/2014 H3NS8 98.6% A-gomman tillly_18VIR1275.6 2018_HeN
—_ * [ A_wild_duck_ltaly_17VIR6548-1_2017_H9N2
o8 A_duck_Hungary_11447_2018 HEN8
A_gadwall_Chany 893 2018 H3N8
[ A_mallard_duck_Netherlands_11_2015
e A _common_teal Netherlands 1 2015 H11N1
1_— A_duck_ltaly_16VIR-1614-2_2016_H7N7

A _duck Bangladesh 33676 2017 H4NG6

A_mallard_duck_Georgia_10_2016_H7N7
100) A_duck_Jiangxi_33665_2013_H10N3
A_duck_Jiangxi_33663_2013_H10N3
A_duck_Hokkaido_143_2004_H4N2
A_duck_Mongolia_62_2013_H3N1
1&]_Mallard_3weden_816_2014_H1N1
H10N3 Mongolia 2015
A_mallard_ltaly_18VIR6264-78_2018_H4N6
H10N7 Netherlands 2010-2011
100 A_Duck_Hungary_1588_2017_H5N8
A_Mute_swan_Hungary 119 _2017_H5N8
A_domestic_duck_ltaly_18VIR841_2018_H5N7
A_duck_ltaly_13vir5881_2013_H6N8
——— A_Mallard_Italy_4397_2005_H10N8

677~ A_pied_avocet_Ukraine_05848-NAMRU3_2006_H10N4

1‘3°|'L A_teal_Egypt_13203-NAMRU3_2006_HEN2

|
A_mallard_Sweden_101754_2009
B 7 A_shoveler_Egypt_00600-NAMRU3_2004_H10N7
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Conclusions HA, NA, PB2, PA, NP, M, NS of A/duck/Hungary/11447/2019(H6NS8)
LPAI viruses of different subtypes identified in Europe and Asia
PB1 gene

HPAI H5N5 European viruses (2016-2017)
HPAI H5N8 viruses collected in Saudi Arabia (2017-2018)
(Donor for H5H5)

Intense gene exchange between viruses circulating in the wild reservoir



