Table 2 Amino acid substitutions in the Meq protein of field MDV strains compared with reference strains
	Strain
	Pathotype
	Meq length
(aa)
	No. of PPPP repeats
	Amino acid substitutions 

	
	
	
	
	Basic Region
	Leucine Zipper
	Transactivation domain- Proline rich repeats

	
	
	
	
	71
	77
	80
	88
	93
	119
	139
	153
PPPP
	176
PPPP
	180
	217/
276a
	277/
336
	283/
342
	320/
379
	326/
385

	CVI988
	Attenuated
	398
	7
	S
	E
	D
	A
	Q
	C
	T
	P
	P
	T
	P
	L
	A
	I
	I

	CU-2
	Attenuated
	398
	7
	S
	E
	D
	A
	Q
	C
	T
	P
	P
	T
	P
	L
	A
	I
	T

	JM/102W
	Virulent
	399
	7
	A
	E
	D
	A
	Q
	C
	T
	P
	P
	T
	P
	L
	A
	I
	T

	Md5
	Very virulent
	339
	4
	A
	K
	D
	A
	Q
	C
	T
	P
	P
	T
	A
	L
	A
	T
	T

	648A
	Very virulent plus
	339
	2
	A
	K
	D
	A
	Q
	R
	T
	Q
	A
	A
	A
	P
	V
	I
	T

	GaHV2/India/Ck/002/18
	
	339
	5
	A
	E
	D
	T
	Q
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/003/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/006/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/007/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/008/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/009/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/011/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/012/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/013/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/015/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/016/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/018/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T

	GaHV2/India/Ck/019/18
	
	339
	5
	A
	E
	Y
	T
	R
	C
	A
	P
	P
	T
	P
	L
	A
	I
	T


Distinctive substitutions in Indian strains are framed.
a Position according to 398 aa long Meq isoform.	
