 (
A/H3N2
) (
A/H1N1pdm09
)[image: ]
Supplementary Figure 2. Phylogenetic tree based on NA1pdm09 and NA2 sequences, generated in MEGA 6 (18) by using the Maximum Likelihood method based on the Hasegawa-Kishino-Yano model. The numbers next to the branches indicate the percentage of 1,000 bootstrap replicates that support each phylogenetic branch. The tree is drawn to scale, with branch lengths measured in the number of substitutions per site.
	Vaccine strains in 2014: A/Texas/50/2012 (A/H3N2), A/California/07/2009 (A/H1N1pdm09)
	A/H3N2 reassortant virus clone on MDCK, passage 1 and 2
	A/H3N2 virus clone on MDCK, passage 1
	A/H1N1pdm09 and A/H3N2 virus strains from original samples
image1.emf
 A/Nonthaburi/375/2014

 A/Cambodia/Y0407303/2014

 A/Cambodia/Y0630301/2014

 A/WELLINGTON/045/2014

 A/Cambodia/Y0721347/2014

 A/Malaysia/11/2014

 A/Cambodia/Y0721351/2014

 A/Vietnam/13V H1-6/2013

 A/Brisbane/28/2013

 A/Singapore/GP325/2013

 A/VICTORIA/637/2012

 A/Christchurch/16/2010

 A/California/07/2009

 A/South Australia/17/2013

 A/Cambodia/Y0721354/2014-Ori-H1N1pdm

 A/Cambodia/Y0721353/2014

 A/Hubei-Xianan/SWL1129/2014

 A/NEW CALEDONIA/58/2014

 A/Laos/951/2014

 A/Bangkok/1792/2014

 A/HK/7345/2014

 A/Cambodia/Y1127315/2014

 A/WAKAYAMA/145/2014

 A/Cambodia/Y1204313/2014

 A/YAMANASHI/14346/2014

 A/Singapore/GP329/2014

 A/SOUTH AUSTRALIA/91/2014

 A/MALAYSIA/20/2014

 A/Texas/50/2012

 A/Cambodia/X1126349/2014

 A/Vietnam/593/2014

 A/Switzerland/9715293/2013

 A/Singapore/KK139/2014

 A/Cambodia/Y0811312/2014

 A/Cambodia/Y0721438/2014

 A/TASMANIA/54/2014

 A/Cambodia/Y0721427/2014

 A/Singapore/TT154/2014

 A/Laos/1115/2014

 A/Cambodia/Y0721354/2014-Ori-H3N2

 A/Cambodia/Y0721354/2014-MDCK-clone-P1-H3N2 reassort

 A/Cambodia/Y0721354/2014-MDCK-clone-P1-H3N2

 A/Cambodia/Y0721354/2014-MDCK-clone-P2-H3N2 reassort

97

90

75

70

100

90

91

76

1


