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Figure	Legends	
	
Figure	S1.	Community	characteris5cs	of	the	fecal	microbiota	from	45	MS	pa5ents	and	44	
control	subjects,	comparing	the	three	ethnic	groups	to	one	another.	Shown	are	
representa\ons	of	Alpha-diversity,	based	on	Phylogene\c	Distance	score	(Panels	a,b),	and	
PCoA	plot	of	Beta-diversity,	based	on	Unweighted	UniFrac	analysis	(Panels	c,d).	
		
Figure	S2.	Community	characteris5cs	of	the	fecal	microbiota	from	the	MS	pa5ents	and	
control	subjects,	comparing	those	at	or	above	versus	below	age	30.	Shown	is	a	
representa\on	of	Alpha-diversity,	based	on	Phylogene\c	Distance	score	(Panel	a),	and	PCoA	
plots	of	Beta-diversity,	based	on	Unweighted	UniFrac	analysis	(Panels	b-e).	By	Adonis	
tes\ng,	there	were	significant	differences	in	Beta-diversity	among	MS	subjects	by	age	
(*p=0.04),	and	in	those	under	30,	between	the	MS	pa\ents	and	the	controls	(*p=0.03).	
		
Figure	S3.	Community	characteris5cs	of	the	fecal	microbiota	from	the	MS	pa5ents	and	
control	subjects,	stra5fied	by	probio5c	usage.		Shown	are	representa\ons	of	Alpha-
diversity	based	on	Phylogene\c	Distance	score	(Panel	a)	and	PCoA	plots	of	Beta-diversity,	
based	on	the	Unweighted	UniFrac	analysis	(Panels	b-e).			
By	Adonis	tes\ng,	there	was	a	significant	difference	in	Beta-diversity	between	MS	and	
control	subjects	who	were	not	taking	probio\cs	(*p=0.03).	
		



		
Figure	S4.	Rela5ve	abundances	of	Clostridium	species	in	the	fecal	samples,	
according	to	clinical	status	and	ethnicity.	Data	are	shown	as	Medians	+	Interquartal	
Range	(IQR)	and	95%	Confidence	Intervals	in	box	and	whiskers	plots.	Differences	
between	MS	cases	and	controls	were	significant	in	all	three	ethnic	groups,	by	LEfSe	
analysis	(see	Figure	2).		
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