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Supplementary Table 1: Patient’s samples  

 

HP, Helicobacter pylori; IM, intestinal metaplasia; OTU, operational taxonomic unit 
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Supplementary	Table	2:	Processing	of	sequencing	reads	
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Supplementary	Table	3:	The	PERMANOVA	results	of	different	group	comparisons		
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Supplementary	Figure	1:	Rarefaction	curves	

	

A:	Rarefaction	curves	of	observed	species	number;		

B:	Rarefaction	curves	of	Chao	1	index.			

	

	

Each	line	represents	one	histological	group.	Colors	indicate	different	groups.	The	sampling	started	from	
88	sequences	per	sample,	with	step	of	400	sequences,	ended	at	10,088	sequences	per	sample.	Every	
step	was	repeated	1,000	times.		
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Supplementary	Figure	2:	Bar-plot	of	major	phyla	and	major	genera.		

	

	

The	phyla	and	genera	were	sorted	by	the	decreasing	order	of	relative	abundance.	Only	taxa	with	relative	
abundance	>1%	were	showed.		
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Supplementary	Figure	3:	Relative	abundance	distribution	of	major	phyla	across	60	samples.	

	

	

The	phyla	were	sorted	according	to	the	decreasing	order	of	the	average	relative	abundance.	All	detected	
phyla	were	showed	and	Proteobacteria	was	divided	into	H.	pylori	and	non-HP	Proteobacteria.	Genera	
were	sorted	by	the	decreasing	order	of	average	relative	abundance.	Samples	were	ordered	by	their	
histological	information.	Sample	names	have	the	same	meaning	with	Figure	1A.		
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Supplementary	Figure	4:	Principle	coordinate	analysis	(PCoA)	based	on	OTUs	relative	abundance	
profile	without	HP	OTUs.	

	

	

The	variance	explained	by	PC1	and	PC2	are	30.6%%	and	15.3%,	respectively.	The	distance	was	measured	
by	root	Jessen-Shannon	divergence	(rJSD).	Points	represent	samples,	and	the	color	indicates	histological	
group.			
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Supplementary	Figure	5:	The	dendrograms	of	hierarchical	clustering	results.	

A. Rooted	Jensen-Shannon	divergence	distance;	

B. Bray-Curtis	dissimilarity;	

C. Weighted	unifrac	distance;	

D. Unweighted	unifrac	distance	

	

	

The	clustering	method	for	hierarchical	clustering	was	ward.	Sample	names	indicates	their	histological	
information	and	colored	by	HP	state,	red—HP	positive,	blue—HP	negative.		
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Supplementary	Figure	6:	The	dendrograms	of	hierarchical	clustering	results	(excluding	HP	OTUs).	

A. Rooted	Jensen-Shannon	divergence	distance;	

B. Bray-Curtis	dissimilarity;	

C. Weighted	unifrac	distance;	

D. Unweighted	unifrac	distance;	

	

	

The	clustering	method	for	hierarchical	clustering	was	ward.	Sample	names	indicate	their	histological	
information	and	colored	by	HP	state,	red—HP	positive,	blue—HP	negative.		
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Supplementary	figure	7:	The	OTUs	significantly	enriched	in	different	histological	groups.	

G1:	Normal,	G2:	HP	Gastritis,	G3:	Gastric	IM,	G4:	Gastric	Cancer.		

OTUs	were	sorted	by	enriched	groups	and	decreasing	order	of	logarithmic	LDA	score.	The	right	shows	
the	taxonomic	results	of	RDP	classifier	unless	noted.	The	phylum	column	was	colored	according	to	the	
phylum	name.	Only	the	top	96	high	abundance	OTUs	with	LDA	score	>3.0	were	shown.	

	

	

	

* Annotation by uclust 


