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Divergence
	Percent Identity
	

	
	
	1
	2
	3
	4
	
	

	
	1
	
	93.2
	94.6
	92.1
	1
	NIBRG-14

	
	2
	7.2
	
	98.0
	98.3
	2
	H5-17A384

	
	3
	5.6
	2.1
	
	96.9
	3
	H5-A-Hubei

	
	4
	8.4
	1.7
	3.2
	
	4
	H5-NAV0292

	
	
	1
	2
	3
	4
	
	



Four amino acid H5 sequences of influenza A H5N1 viruses of A/Chicken-DL-NAVET_0292-2013(H5N1) (short name: H5-NAV0292), A/DK/VN/Bacninh/NCVD-17A384/2017 (short name: H5-17A384), A/Vietnam/1194/2004 (H5N1) (short name: NIBRG-14), and A/Hubei/1/2010(H5N1)-PR8-IDCDC-RG30 (short name: H5-A-Hubei) were aligned by using clustal W method and using the Kimura metric. Hemagglutinins from A/Chicken-DL-NAVET_0292-2013(H5N1) had 98.3% deduced hemagglutinin amino acid sequence similarity with A/DK/VN/Bacninh/NCVD-17A384/2017. They were the same clade 2.3.2.1c, while NIBRG-14 was the clade 1, shared 92.1 and 93.2% identity with A/Chicken-DL-NAVET_0292-2013(H5N1) and A/DK/VN/Bacninh/NCVD-17A384/2017, respectively. 


