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Supplementary Figure 1 

Data loaded in Qiita and uploaded to EBI. 

A. Monthly studies and sample depositions to EBI-ENA via Qiita. B. Geographical distribution of the samples 

present in Qiita. 

 



Supplementary	Tables	
	

Step What’s	allowed? What’s	the	expectation? 

Sample	info	file At	least	1	column:	
sample_name;	any	
column	name	matching	a	
MIMARKS	column	is	Qiita	
admin	verified	to	
determine	MIMARKS	
compliance 

A	full	MIMARKS	compliant	file	describing	the	
samples	and	all	important	columns	used	for	
publication. 

Preparation	info	
file 

At	least	1	column:	
sample_name,	must	
match	the	sample	names	
in	the	sample_name;	any	
column	name	matching	a	
MIMARKS	column	is	Qiita	
admin	verified	to	
determine	MIMARKS	
compliance 

A	full	MIMARKS	compliant	file	describing	the	
processing	done	on	the	samples	and	all	
important	columns	used	for	publication. 

Processing	-	from	
raw	data	to	BIOM	
tables 

Processing	appropriate	
for	the	data.	For	instance,	
metagenomic	read	
mapping	is	not	exposed	
for	amplicon	data.	 

The	user	selects	a	set	of	parameters	that	
make	sense	given	their	data. 

Analyses	-	
combining	BIOM	
tables 

The	user	can	specify	any	
combination	of	BIOM	
tables	in	the	system. 

The	system	groups	the	selected	tables	by	
processing	parameters	and	data	types,	and	
merges	the	tables	within	each	group	
together	such	that	differing	parameter	sets	
are	not	merged.	The	merge	is	done	by	the	
specific	parameters	in	the	commands	that	
generated	the	files.	 

	
Supplementary	Table	1.	Main	Qiita	steps	and	what’s	allowed	within	the	system	and	the	
expectations	for	each	of	those	steps.	
	
	
	
	
	



Study	name Qiita	Study	ID Number	of	Samples 

Dynamic	changes	in	short-	and	long-term	bacterial	
composition	following	fecal	microbiota	
transplantation	for	recurrent	Clostridium	difficile	
infection 

1924 152 

The	Treatment-Naive	Microbiome	in	New-Onset	
Crohn’s	Disease 

1939,	1998 1359	
284 

Dynamics	of	the	gut	microbiome	in	Inflammatory	
Bowel	Disease 

1629 683 

The	Inflammatory	Bowel	Disease	Multi'omics	
Database 

11484 2951 

Structure,	function	and	diversity	of	the	healthy	human	
microbiome	(V35) 

1928 6346 

Structure,	function	and	diversity	of	the	healthy	human	
microbiome	(V13) 

1927 3530 

	
Supplementary	Table	2.	Studies	used	for	meta-analysis.		
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