Article DOI: http://dx.doi.org/10.3201/eid1910.130534

Reassortant Avian Influenza A(H5N1) Viruses with HON2-PB1 Gene in Poultry, Bangladesh
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Technical Appendix Figure 1. Maximume-likelihood phylogenetic tree for the neuraminidase gene segment of avian influenza (H5N1) viruses from Bangladesh compared with other viruses. Green shading indicates viruses from Bangladesh
sequenced and characterized in this study; yellow shading indicates previously described subtype HSN1/HI9N2 reassortant influenza viruses (1,2) or those from GenBank. Numbers at the nodes represent bootstrap values.
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Technical Appendix Figure 2. Maximume-likelihood phylogenetic tree for the basic polymerase 2 gene segment of avian influenza (H5N1) viruses from Bangladesh compared with other viruses. Green shading indicates viruses from Bangladesh
sequenced and characterized in this study; yellow shading indicates previously described subtype H5N1/HIN2 reassortant influenza viruses (1,2) or those from GenBank. Numbers at the nodes represent bootstrap values.

Page 2 of 7



‘LAluuCkllndlulO2AFll20H
Alduck/India/02CA10/20

— A/goosa/BangIadeshlvlﬁszad -21/2011
Alchicken/India/CA0303/2011

[~ Afchicken/|

d Alchicke:

- AlchlckenllndlaITHo
Alchicken/|

89.1%) 97.3%

99.9% Alchicken/Sagaing/295/2010
AlHubei/1/2010

712011
A/Guangxi/1/2009
Al

13/2011
Algreat-egret/HongKong/807/2008
Algrey-he(oanqngKon91303812007

Alcruckan/KorealGlm;elZDDS
Alwhooper-swan/Akita/1/2008
Aflittle- agrel/NongKonngBsJ/zDo7

A/duclelolg/ZOIO
Alduck/Lao/959/2010
Alenvironment/Guizhou/4/2009
Alchicken/Laos/16/2008

NFU]IInIIIZD{N
1 /2142/2008_H5N1

T T34
a9 VD-20/2007
 — Alavian/HongKong/0719/2007
L— A/Guangxi/1/2005
99.9%,

Alduck/Jiangsu/1-15/2011_H4N2
A/duck/Eastern-China/111 |l20|1 H5N2
Algoose/Eastern-China/1112/2011-H5N;
Alduck/Eastern-China/031/2009_H5N5
Alduck/Eastern-China/108/2008_H5N1
Alduck/.

12_H5N2
Almallard/Huadong/Iki2005_HSN1
Alduck/HuBei/03/2010_HSN
Alcrested- myna/HongKong/slolzoos H5N1
Alwild-duck/Hunan/021/2005_HSN1
Alduck/Fujian/1734/05_H5N
o Alchiokan/Sichuan/B1/2008
/goose/Yunnan/5979/2006
AJshrike/Tibet/13/2006

AlHunan/1/2009

A/Anhui/1/2005
Alenvironment/Hunan/1-35/2007_H5N1
Alenvironment/Hunan/2-1/2007_H5N1
Alenvironment/Hunan/2-16/2007_H5N1
Alenvironment/Hunan/1-12/2007_H5N1

18/2008
/chicken/Hebei/706/2005_H5N1
Alchicken/Liaoning/A-1/2007

5N1

Alchicken/Henan/A-7/2006
Alchi 1072006

- A/Beijing/01/2003
Alchicken/Xinjiang/28/2006
AlgooseNunna_mszas/zoos,Hsm

_H5N1

A Alchlcken!M-yazukl154/201| H5N1
A/mandarin- ducklMlynzukHZZM 7651201!

Alchicken/Korea/YS171/201

Altufted- ducleukusmms/z/zon HSNI

Alchicken/Shimane/1/2010_H5N1

Alwhooper-swan/Mongolia/1/2009_H5N1

97.4%

Alwhooper-swan/Mongolia/6/2009_H5N1
Algrebe/Tyva/3/2009
Algreat-crested-grebe/Qinghail1/2009
J/hgan-goose/Tyva/10/2000_H

ooper- swan/MongohllllZO!O
A/gmoanyva/mmo H5N
Amuck/uouswznm,nsm
A/duck/Lao/471/2010_H5N1

_HSN1

29 ABangladesh/3233/2011
95.4 Alchicken/Bangladesh/1151-10/2010
99,7% 1151-11/2010
1151-9/2010

L A/Bangladesh/207095/2008
Alturkey/Turkey/1/2005
Alwhooper- swnn/Mongolmleu/aoos
Albrown-headed-Gull/Qinghai/3/05
Abar-headed_goose/Tibet/8/2006

90.9% DC1032T/2007
— L A/indonesia/7/2005
Alduck/China/E319-2/03

100% AIC i 17030/2010
— 1 AC ia/S121

A/Vietnam/UT3030/2003
Alenvironment/Vietnam/1203/2004
A UT!
97.8% A/Thailand/676/2005

AlThailand/WRAIR1720H/2004
Alchicken/Tibet/S4/2009_HON2
AlcnlckennlbsllSI/zoos HON2
ken/Tibet/LZ01/2010_H5N2

AlduclehAndongmUQIZODS H5N1
AIcmckan/snandongl‘23!/2003 HON2
HONZ

hm!"N 10- 0”2010 H9N2
_HON:

97,5%[
g 100% 1-81/2007_HIN2
i Alenvironment/Hunan/2-84/2007_HON2

I Alwild. 11/2005
75/2009_H1IN1

1102/2010-H5N2

_HON2

0.03

Technical Appendix Figure 3. Maximume-likelihood phylogenetic tree for the polymerase gene segment of avian influenza (H5N1) viruses from Bangladesh compared with other viruses. Green shading indicates viruses from Bangladesh
sequenced and characterized in this study; yellow shading indicates previously described subtype H5N1/HIN2 reassortant influenza viruses (1,2) or those from GenBank. Numbers at the nodes represent bootstrap values.
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Technical Appendix Figure 4. Maximume-likelihood phylogenetic tree for the nonstructural gene segment of avian influenza (H5N1) viruses from Bangladesh compared with other viruses. Green shading indicates viruses from Bangladesh
sequenced and characterized in this study; yellow shading indicates previously described subtype H5N1/HI9N2 reassortant influenza viruses (1,2) or those from GenBank. Numbers at the nodes represent bootstrap values.
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Technical Appendix Figure 5. Maximum-likelihood phylogenetic tree for the matrix gene segment of avian influenza (H5N1) viruses from Bangladesh compared with other viruses. Green shading indicates viruses from Bangladesh sequenced
and characterized in this study; yellow shading indicates previously described subtype H5N1/HI9N2 reassortant influenza viruses (1,2) or those from GenBank. Numbers at the nodes represent bootstrap values
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Technical Appendix Figure 6. Maximume-likelihood phylogenetic tree for the nucleoprotein gene segment of avian influenza (H5N1) viruses from Bangladesh compared with other viruses. Green shading indicates viruses from Bangladesh

sequenced and characterized in this study; yellow shading indicates previously described subtype H5N1/HI9N2 reassortant influenza viruses (1,2) or those from GenBank. Numbers at the nodes represent bootstrap values.

Page 6 of 7



Technical Appendix Figure 7. Map of sample locations. Red dots indicate sample locations. The 2 reassortants are shown in different
colors (IDs indicated in the map’s legend). Map generated using ArcGIS 9.2 (ESRI, Redlands, CA, USA). The numbers at each bullet
refer to the sample codes: 665 = 12VIR-7140-1/2011; 666 = 12VIR-7140-2/2011; 667 = 12VIR-7140-3/2011; 668 = 12VIR-7140-4/2011,
670 = 12VIR-7140-5/2011; 672 =12VIR-7140-6/2011; 674 =12VIR-7140-7/2011; 675 = 12VIR-7140-8/2011; 676 = 12VIR-7140-9/2011,;
677 =12VIR-7140-10/2011; 682 =12VIR-7140-11/2011; 689 =12VIR-7140-12/2011; 692 =12VIR-7140-13/2011; 693 =12VIR-7140-
14/2011; 696 =12VIR-7140-15/2011; 679 =12VIR-7140-16/2011; 686 =12VIR-7140-17/2011; 687 =12VIR-7140-18/2011; 688 =12VIR-
7140-19/2011.
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