Table  S2.  Percent identity and divergence score matrix of the concatenated amino acid sequence.

	Percent identity (%)

	Divergence
	
	1141733
	Com12
	Com15
	E980
	TX1330
	1231408
	1230933
	1231410
	1231501
	1231502
	C68
	D344
	TX16
	E1039
	E1071
	E1162
	E1636
	E1679
	TX82
	TX0133
	U0317

	
	1141733
	
	99.8
	99.6
	99.5
	99.8
	99.1
	98.7
	98.7
	98.8
	98.7
	98.7
	98.7
	98.7
	98.8
	98.7
	98.7
	98.7
	98.7
	98.7
	98.7
	98.7

	
	Com12
	0.2
	
	99.5
	99.6
	100
	99.1
	98.7
	98.7
	98.8
	98.7
	98.7
	98.7
	98.7
	98.8
	98.7
	98.7
	98.8
	98.7
	98.7
	98.7
	98.8

	
	Com15
	0.4
	0.5
	
	99.6
	99.5
	99
	98.7
	98.7
	98.8
	98.7
	98.7
	98.7
	98.7
	98.8
	98.7
	98.7
	98.7
	98.7
	98.7
	98.7
	98.7

	
	E980
	0.5
	0.4
	0.4
	
	99.6
	99
	98.8
	98.8
	98.9
	98.8
	98.8
	98.8
	98.8
	98.9
	98.8
	98.8
	98.8
	98.8
	98.8
	98.8
	98.8

	
	TX1330
	0.2
	0
	0.5
	0.4
	
	99.1
	98.7
	98.7
	98.8
	98.7
	98.7
	98.7
	98.7
	98.8
	98.7
	98.7
	98.8
	98.7
	98.7
	98.7
	98.8

	
	1231408
	0.9
	0.9
	1
	1
	0.9
	
	99.5
	99.5
	99.3
	99.5
	99.5
	99.4
	99.5
	99.3
	99.5
	99.5
	99.3
	99.4
	99.5
	99.5
	99.5

	
	1230933
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	
	100
	99.7
	99.9
	99.9
	99.8
	99.9
	99.7
	99.9
	99.9
	99.7
	99.8
	99.9
	99.9
	99.9

	
	1231410
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0
	
	99.7
	99.9
	99.9
	99.8
	99.9
	99.7
	99.9
	100
	99.7
	99.8
	100
	99.9
	99.9

	
	1231501
	1.2
	1.2
	1.2
	1.1
	1.2
	0.7
	0.3
	0.3
	
	99.7
	99.7
	99.6
	99.7
	99.7
	99.6
	99.7
	99.7
	99.6
	99.7
	99.7
	99.7

	
	1231502
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0.1
	0.1
	0.3
	
	99.9
	99.8
	99.9
	99.7
	99.9
	99.9
	99.7
	99.8
	99.9
	99.9
	100

	
	C68
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0.1
	0.1
	0.3
	0.1
	
	99.8
	99.9
	99.6
	99.8
	99.9
	99.7
	99.8
	99.9
	99.9
	99.9

	
	D344SRF
	1.3
	1.3
	1.3
	1.2
	1.3
	0.6
	0.2
	0.2
	0.4
	0.2
	0.2
	
	99.8
	99.6
	99.8
	99.8
	99.9
	99.8
	99.8
	99.8
	99.8

	
	TX16
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0.1
	0.1
	0.3
	0.1
	0.1
	0.2
	
	99.6
	99.8
	99.9
	99.7
	99.8
	99.9
	99.9
	99.9

	
	E1039
	1.3
	1.2
	1.3
	1.1
	1.2
	0.7
	0.3
	0.3
	0.3
	0.3
	0.4
	0.4
	0.4
	
	99.7
	99.7
	99.7
	99.6
	99.7
	99.7
	99.7

	
	E1071
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0.1
	0.1
	0.4
	0.1
	0.2
	0.2
	0.2
	0.3
	
	99.9
	99.7
	99.8
	99.9
	99.9
	99.9

	
	E1162
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0.1
	0
	0.3
	0.1
	0.1
	0.2
	0.1
	0.3
	0.1
	
	99.7
	99.8
	100
	100
	99.9

	
	E1636
	1.3
	1.3
	1.3
	1.2
	1.3
	0.7
	0.3
	0.3
	0.3
	0.3
	0.3
	0.1
	0.3
	0.3
	0.3
	0.3
	
	99.8
	99.7
	99.7
	99.7

	
	E1679
	1.3
	1.3
	1.3
	1.2
	1.3
	0.6
	0.2
	0.2
	0.4
	0.2
	0.2
	0.2
	0.2
	0.4
	0.2
	0.2
	0.2
	
	99.8
	99.8
	99.8

	
	TX82
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0.1
	0
	0.3
	0.1
	0.1
	0.2
	0.1
	0.3
	0.1
	0
	0.3
	0.2
	
	99.9
	99.9

	
	TX0133A
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0.1
	0.1
	0.3
	0.1
	0.1
	0.2
	0.1
	0.3
	0.1
	0
	0.3
	0.2
	0.1
	
	99.9

	
	U0317
	1.3
	1.3
	1.3
	1.2
	1.3
	0.5
	0.1
	0.1
	0.3
	0
	0.1
	0.2
	0.1
	0.3
	0.1
	0.1
	0.3
	0.2
	0.1
	0.1
	


a The numbers in italics (upper left) are the percent identity and divergence scores of the CA strains

b The numbers in bold are the percent identity and divergence scores of the hybrid strain

c The numbers in regular text (down right) are the percent identity and divergence scores of the HA strains
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