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Figure	S1.	Sequence	alignment	of	gB	sequences	of	35	alphaherpesviruses.	The	alignment	was	

generated	using	Clustal	Omega	(2-4),	and	represented	in	ESPript	3.x	program	(5),	with	the	

residues	colored	according	to	their	conservation.	Identical	residues	are	shown	in	white	letters	

on	red	background,	while	the	residues	conserved	more	than	75%	are	shown	as	red	letters	on	

white	background.	PrV	gB	sequence	is	shown	on	the	top,	with	the	corresponding	numbering	

and	secondary	structure	elements	plotted	above	the	alignment.	FL1	and	FL2	regions	are	

indicated.	Predicted	N-glycosylation	sites	in	PrV	gB	are	marked	with	blue	star	symbols	on	the	

top,	and	the	cysteine	residues	involved	in	formation	of	five	disulfide	bridges	are	shown	in	green	

numbers	at	the	bottom	of	the	alignment.	Purple,	vertical	arrows	indicate	the	boundaries	of	the	

expression	construct,	and	dotted	line	shows	regions	not	resolved	in	the	structure.	The	FL	

residues	investigate	in	this	study	are	underlined	in	green.	

35	sequences	of	gB	of	alphaherpesviruses	used	for	the	alignment	(GenBank	accession	codes	are	

given	in	brackets)	correspond	to	gB	of:	Suid	alphaherpesvirus	1	(AEM64049),	Human	

alphaherpesvirus	1	(AAF04615.1),	Human	alphaherpesvirus	2	(ADG45133.1),	Human	

alphaherpesvirus	3	(AAP32845.1),	Saimiriine	alphaherpesvirus	1	(YP_003933812.1),	

Macropodid	alphaherpesvirus	1	(AAD11960.1),	Macropodid	herpesvirus	4	(AGC54689.1),	

Macropodid	alphaherpesvirus	2	(AAD11961.1),	Leporid	alphaherpesvirus	4	(YP_009230158.1),	

Macacine	alphaherpesvirus	1	(BAC58067.1),	Papiine	alphaherpesvirus	2	(AAA85648.1),	

Cercopithecine	alphaherpesvirus	2	(AAA88010.1),	Chimpanzee	alpha-1	herpesvirus	

(BAE47051.1),	Spheniscid	herpesvirus	2	(YP_009342376.1),	Anatid	herpesvirus	1	



(YP_003084394.1),	Falconid	herpesvirus	1	(YP_009046525.1),	Meleagrid	alphaherpesvirus	1	

(NP_073321.1),	Gallid	alphaherpesvirus	2	(YP_001033956.1),	Cercopithecine	alphaherpesvirus	9	

(NP_077446.1),	Lagenorhynchus	alphaherpesvirus	1	(BAM99305.1),	Caprine	alphaherpesvirus	1	

(AAD46114.2),	Rangiferine	herpesvirus	1	(AAD46113.2),	Cervid	alphaherpesvirus	1	

(AAD46115.2),	Bovine	alphaherpesvirus	1	(AFB76670.1),	Bovine	alphaherpesvirus	5	

(AAD46112.2),	Bubaline	alphaherpesvirus	1	(APO15888.1),	Felid	alphaherpesvirus	1	

(ANG65542.1),	Canid	alphaherpesvirus	1	(AEK27122.1),	Phocid	alphaherpesvirus	1	

(CAA92272.1),	Equid	alphaherpesvirus	3	(YP_009054936.1),	Equid	alphaherpesvirus	4	

(AMB16237.1),	Equid	alphaherpesvirus	8	(YP_006273012.1),	Equid	alphaherpesvirus	9	

(YP_002333514.1),	Equid	alphaherpesvirus	1	(AII81366.1),	and	Testudinid	herpesvirus	3	

(YP_009176910.1).	
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