
Supplementary	Figure	2	

Methods	comparison:	concatena2on	VS	supertree.	Comparison	of	
phylogenies	produced	by	concatena4on	of	the	genes’	sequences	with	
supertrees	produced	with	the	same	isolates.	a-b)	Concatena4on	aDer	
excluding	isolates	with	missing	genes,	and	correspondent	supertree.	c-
d)	Same	approach	but	EBNA-1	excluded	from	the	analysis,	leading	to	a	
higher	number	of	isolates.	e-f)	Concatena4on	subs4tu4ng	missing	

genes	with	Ns,	and	correspondent	supertree.	g-h)	Same	approach	but	
EBNA-1	excluded	from	the	analysis.	The	leaves	are	coloured	per	
country	of	origin.	The	new	sequences	produced	in	this	study	are	

iden4fied	by	black	asterisks.	Nodes	with	bootstraps	values	higher	than	
0.5	are	indicated	with	a	red	circle.	Mind	that	bootstraps	in	

concatenated	phylogenies	and	in	supertrees	represent	slightly	different	
aspect	of	the	recurrence	of	the	nodes	(see	method	sec4on	for	details).		
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