	Chain
	Globular 
Interface Area (Å2)
	Hook-in-groove
 Interface Area (Å2)
	Total Heterodimeric
 Interface area (Å2)

	EBV 7t7i

	A
	390
	1,727
	2,117

	B
	
	
	

	C
	333
	1,674
	2,007

	D
	
	
	

	E
	409
	1,506
	1,915

	F
	
	
	

	G
	372
	1,574
	1,946

	H
	
	
	

	I
	464
	1,403
	1,867

	J
	
	
	

	HSV-1 4zxs

	A
	441
	1,325
	1,766

	B
	
	
	

	C
	429
	1,318
	1,747

	D
	
	
	

	PRV 4z3u

	A
	439
	1,453
	1,892

	B
	
	
	

	C
	375
	1,462
	1,836

	D
	
	
	

	PRV 5e8c

	A
	424
	1,380
	1,803

	B
	
	
	

	HCMV 5d5n

	A
	418
	1,375
	1,793

	B
	
	
	

	HCMV 5dob

	A
	381
	1,567
	1,948

	B
	
	
	



S5 Table. Interface areas for the globular, hook-in-groove, and total heterodimeric interfaces for the EBV BFLF2:BFRF1 interaction. PDBePISA [1] analysis of the interface area between the globular domains, hook-in-groove and total heterodimeric interface. The globular interface area was obtained by deleting the arm-hook portion of BFLF2/HSV-1 UL31/PRV UL31/HCMV UL53 from files before analysis ending at V111/K88/K55/G88, respectively. The arm-hook interaction was obtained by subtracting the globular interface area from the total heterodimeric interaction. Total heterodimeric interface area was obtained by inputting the entire crystal structure. Crystal structures the NECs homologs from HSV-1 (rcsb pdb 4xzs), PRV (rcsb pdb 4z3u and 5e8c), and HCMV (rcsb pdb 5d5n and 5dob) were used.
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