S6 Table.	Amino acid residues from X-ray crystallography data for the herpesvirus gB orthologues used to calculate amino acid identities and RMSD.

	Domain
	Amino acid residues within each domain

	
	HSV (2GUMA)
	PRV (6ESCA)
	HCMV (5CXFA)
	EBV (3FVCA)

	Complete Structure
	111-724
	122-750
	87-695
	44-679

	I
	154-363
	167-376
	133-343
	89-294

	II
	142-153/364-458
	155-166/377-473
	121-132/344-438
	77-88/295-389

	III
	492-558
	522-589
	476-536
	448-513

	IV
	111-130/559-669
	122-143/590-695
	87-108/537-647
	44-65/514-624

	V
	670-724
	696-750
	648-695
	625-679
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