A_swine_Hanoi_824_2014_H1N2
A_swine_Hanoi_825_2014_H1N2
A_swine_Hanoi_819_2014_H1N2
A_swine_Hanoi_826_2014_H1N2
+ A_swine_Hanoi_836_2014_H1N2
A_swine_Hanoi_830_2014_H1N2
A_swine_Hanoi_907_2014_H1N2
A_swine_Hanoi_900_2014_H1N2
A_swine_Hanoi_896_2014_H1N2
A_swine_Hanoi_833_2014_H1N2
A_swine_Hanoi_822_ 2014_H1N2
A_swine_Hanoi_815_2014_H1N2
A_swine_Hanoi_888_2014_H1N2
1 A_swine_Hanoi_546_2014_H1N2
A_swine_Hanoi_556_2014_H1N2
1 A_swine_Hanoi_542_2014_H1N2
A_swine_Hanoi_547_2014_H1N2
A_swine_Hanoi_532_2014_H1N2
— A_swine_Hanoi_643 _2014_H1N2
A_swine_Bac_Ninh_346_2012_EPI_ISL_161653_A_H1N2
A_swine_Hanoi_054_2013_H1N2
A_swine_Bac_Ninh_354_2013_EPI_ISL_162678_A_H1N2
— A_swine_Bac_Ninh_388_2013_EPI_ISL_162680_A_H1N2
A_swine_Hanoi_304_2014_H1N2
A_swine_Dong_Nai_09_30_1_2015_EPI_ISL_218302_A_H1N2
A_swine_Dong_Nai_07_17_1_2014_EPI_ISL_218042_A_H1N2
‘— A_swine_Binh_Doung_02_16_2010_H1N2
A_Boston_52_2009_H1N1
A_California_VRDL148_2009_H1N1
A_Hue_H274_2008_H1N1
A_Kyoto_07K316_2008_H1N1
0. A_Thailand_CU57_2006_H1N1
A_Hong_Kong_2637_2004_H1N1
A_Malaysia_32217_2005_H1N1
A_Taiwan_10393_2005_H1N1
- A_HaNoi_Q591_2006_H1N1
A_Malaysia_1652509 2006_H1N1
1 A_Solomon_lIslands_3_2006_H1N1
- A_HaNoi_Q580_2006_H1N1
L A_LongAn_HCM504_2006_H1N1
A_TayNguyen_TN178_2006_H1N1
A_swine_DongNai_07_10_2_ 2013_EPI_ISL_163048_A_H1N2
A_swine_Tien_Giang_08_10_1_2014_EPI_ISL_218055_A H1N2
09 A_swine_Ba_Ria_Vung_Tau_02 21_1_2015_EPI_ISL_218276_A_ H1N2
A_swine_DongNai_03_17_2 2011_EPI_ISL_164462_A_ H1N2
A_swine_TienGiang_01_22 2 2011_EPI_ISL_164395_A_H1N2
| A_swine_TienGiang_02_13_1_2012_EPI_ISL_162673_A_H1N2
A_swine_TienGiang_03_10_1_2013_EPI_ISL_162668_A_H1N2
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Supplementary Figure S7. Phylogenetic tree for the full length HA of HIN2 viruses isolated
in a slaughterhouse in Vietnam in 2013-2014

Trees were constructed with PhyML. Branch support aLRT statistics were shown at major nodes with
values larger or equal to 0.8. GenBank accession numbers of retrieved sequences are indicated. Red:
sequences from our study; Blue: sequences from Takemae et al. (Ref. 28); Green: viruses from Vietnam
from other studies.



