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Technical Appendix Figure 1. Phylogenetic tree of the PB2 gene. Phylogenetic analysis was done 

using the neighbor-joining algorithm with the Kimura 2-parameter model. A/bar-headed 

goose/Qinghai/3/2005 was used as the root for the tree and the reliability of phylogenetic inference at 

each branch node was estimated by the bootstrap method with 1,000 replications, evolutionary 

analysis were conducted in MEGA6. Human viruses sequenced for this study are marked with a blue 

color. Avian viruses were isolated in 2014 and sequenced for this paper are marked with a red color. 
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Technical Appendix Figure 2. Phylogenetic tree of the PB1 gene. Phylogenetic analysis was done 

using the neighbor-joining algorithm with the Kimura 2-parameter model. A/bar-headed 

goose/Qinghai/3/2005 was used as the root for the tree and the reliability of phylogenetic inference at 

each branch node was estimated by the bootstrap method with 1,000 replications, evolutionary 

analysis were conducted in MEGA6. Human viruses sequenced for this study are marked with a blue 

color. Avian viruses were isolated in 2014 and sequenced for this paper are marked with a red color. 
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Technical Appendix Figure 3. Phylogenetic tree of the PA gene. Phylogenetic analysis was done 

using the neighbor-joining algorithm with the Kimura 2-parameter model. A/bar-headed 

goose/Qinghai/3/2005 was used as the root for the tree and the reliability of phylogenetic inference at 

each branch node was estimated by the bootstrap method with 1,000 replications, evolutionary 

analysis were conducted in MEGA6. Human viruses sequenced for this study are marked with a blue 

color. Avian viruses were isolated in 2014 and sequenced for this paper are marked with a red color. 
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Technical Appendix Figure 4. Phylogenetic tree of the NP gene. Phylogenetic analysis was done 

using the neighbor-joining algorithm with the Kimura 2-parameter model. A/bar-headed 

goose/Qinghai/3/2005 was used as the root for the tree and the reliability of phylogenetic inference at 

each branch node was estimated by the bootstrap method with 1,000 replications, evolutionary 

analysis were conducted in MEGA6. Human viruses sequenced for this study are marked with a blue 

color. Avian viruses were isolated in 2014 and sequenced for this paper are marked with a red color. 
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Technical Appendix Figure 5. Phylogenetic tree of the NA gene. Phylogenetic analysis was done 

using the neighbor-joining algorithm with the Kimura 2-parameter model. A/bar-headed 

goose/Qinghai/3/2005 was used as the root for the tree and the reliability of phylogenetic inference at 

each branch node was estimated by the bootstrap method with 1,000 replications, evolutionary 

analysis were conducted in MEGA6. Human viruses sequenced for this study are marked with a blue 

color. Avian viruses were isolated in 2014 and sequenced for this paper are marked with a red color. 
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Technical Appendix Figure 6. Phylogenetic tree of the M gene. Phylogenetic analysis was done 

using the neighbor-joining algorithm with the Kimura 2-parameter model. A/bar-headed 

goose/Qinghai/3/2005 was used as the root for the tree and the reliability of phylogenetic inference at 

each branch node was estimated by the bootstrap method with 1,000 replications, evolutionary 

analysis were conducted in MEGA6. Human viruses sequenced for this study are marked with a blue 

color. Avian viruses were isolated in 2014 and sequenced for this paper are marked with a red color. 

 2099-2010

 A/duck/El Fayoum/CAI1/2010

 A/chicken/Egypt/Q1090E/2010

 A/chicken/Egypt/Q1089E/2010

 A/chicken/Egypt/Q1011/2010

 2010

 A/chicken/Egypt/1/2008

 A/chicken/Giza/CAI22/2008

 A/chicken/Giza/CAI23/2008

 A/chicken/Giza/CAI6/2008

 A/chicken/Giza/CAI17/2009

 A/chicken/Egypt/083/2008

 A/chicken/Qalubia/CAI20/2008

 A/chicken/Qalubia/CAI12/2008

 A/chicken/Egypt/9403-NAMRU3/2007

 2008-2009

Clade 2.2.1.1

 A/chicken/Egypt/S3280D/2011

 A/chicken/Egypt/S3280E/2011

 A/chicken/Egypt/S3280B/2011

 A/duck/Egypt/M2583D/2010

 A/duck/Egypt/M2583A/2010

 A/chicken/Egypt/M7217B/2013

 A/duck/Egypt/M2583B/2010

 A/Egypt/N6828/2011

 A/duck/Egypt/M2583C/2010

 A/chicken/Egypt/F9514A/2014

 A/chicken/Egypt/F9514E/2014

 A/Egypt/N7562/2011

 A/duck/Egypt/Q2645C/2010

 A/Egypt/N10621/2011

 A/Egypt/N09966/2011

 A/duck/Egypt/Q4596A/2012

 A/duck/Egypt/Q4596B/2012

 A/duck/Egypt/Q4596D/2012

 A/chicken/Egypt/Q5283C/2012

 A/turkey/Egypt/S6405A/2012

 A/duck/Egypt/S6419C/2012

 A/Egypt/N6322/2011

 A/Egypt/MOH-NRC-7305/2014

 A/chicken/Egypt/A10351A/2014

 A/Egypt/MOH-NRC-7271/2014

 A/Egypt/N7592/2011

 A/Egypt/N0544/2011

 A/Egypt/N6658/2011

 A/Egypt/N6774/2011

 A/Egypt/N7724/2011

 A/goose/Egypt/M2788A/2011

 A/goose/Egypt/M2788E/2011

 A/goose/Egypt/M2794A/2011

 A/goose/Egypt/M2794E/2011

 A/chicken/Egypt/M2773A/2011

 A/chicken/Egypt/S2938D/2011

 A/Egypt/N11126/2011

 A/Egypt/N11470/2011

 A/Egypt/N14976/2011

 A/duck/Egypt/M3075B/2011

 A/Egypt/N0677/2011

 A/chicken/Egypt/S3093A/2011

 A/chicken/Egypt/S3802B/2011

 A/chicken/Egypt/S3806B/2011

 A/chicken/Egypt/S3806D/2011

 A/Egypt/9538-NAMRU3/2009

 A/Egypt/4935-NAMRU3/2009

New Cluster

 A/duck/Egypt/0871/2008

 A/chicken/Qalubia/1/2006

 A/turkey/Egypt/2253-2/2006

 A/chicken/Egypt/CL6/2007

 A/chicken/Egypt/2253-1/2006

 A/duck/Egypt/D2br10/2007

 A/turkey/Egypt/7/2007

Clade 2.2.1

 A/chicken/Egypt/0891/2008

Clade 2.2 A/bar-headed goose/Qinghai/3/2005



 

Page 7 of 7 

 

Technical Appendix Figure 7. Phylogenetic tree of the NS gene. Phylogenetic analysis was done 

using the neighbor-joining algorithm with the Kimura 2-parameter model. A/bar-headed 

goose/Qinghai/3/2005 was used as the root for the tree and the reliability of phylogenetic inference at 

each branch node was estimated by the bootstrap method with 1,000 replications, evolutionary 

analysis were conducted in MEGA6. Human viruses sequenced for this study are marked with a blue 

color. Avian viruses were isolated in 2014 and sequenced for this paper are marked with a red color.  
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 A/chicken/Egypt/Q2247A/2010

 A/chicken/Egypt/Q2247B/2010

Clade 2.2.1.1

 A/chicken/Egypt/CL6/2007

 A/chicken/Qalubia/1/2006

 A/turkey/Egypt/2253-2/2006

 A/chicken/Egypt/2253-1/2006

 A/Egypt/2472-NAMRU3/2008

 A/duck/Egypt/2253-3/2006

 A/chicken/Egypt/0891/2008

 A/turkey/Egypt/7/2007

 A/duck/Egypt/0871/2008

 A/chicken/Egypt/08124S-NLQP/2008

 A/duck/Egypt/D2br10/2007

Clade 2.2 A/bar-headed goose/Qinghai/3/2005

Clade 

2.2.1 


