
Table S1: Information about included datasets 
Metagenomic profiles generated with MetaPhlAn2 and HUMAnN2 were obtained through the           
curatedMetagenomicsData R package ​[1]​. Profiles created with mOTUs2 or eggNOG4.5 are           
based on the raw metagenomic data that were preprocessed and profiled in-house (see             
Methods). Taxonomic profiles generated with the RDP profiler were downloaded from ​[2]​.            
For some datasets, the raw metagenomic sequencing data were not deposited on SRA or              
ENA, but they were included in the meta-analysis of ​[2]​, as the original authors had provided                
the data to Duvallet ​et al.​ upon request. 
 

Dataset ID Ref. 
Source of raw 
metagenomic 

data 
Classification 

task 
Disease 

abbr. Profiler 
Mean (sd) 

sequencing 
depth 

Alkanani 2015 [3]  Type 1 diabetes T1D RDP  

Baxter 2016 [4] ENA accession: 
PRJNA290926 

Colorectal 
cancer CRC RDP 61,795.42  

(±47,935.26) 

Bedarf 2017 [5] ENA accession: 
ERP019674 

Parkinson’s 
disease PAR mOTUs_v2 

eggNOG 4.5 
31,907,463 
(±10,583,224) 

Chen 2012 [6] ENA accession: 
SRP009633 

Colorectal 
cancer CRC RDP  

Dinh 2015 [7] ENA accession: 
PRJNA233597 HIV infection HIV RDP 10,194.25  

(±4,505.60) 

Feng 2015 [8] ENA accession: 
ERP008729 

Colorectal 
cancer  CRC MetaPhlAn2 

HUMAnN2 
mOTUs_v2 
eggNOG 4.5 

27,326,375 
(±4,306,354) 

Advanced 
adenoma ADA 

Franzosa 2019 [9] ENA accession: 
PRJNA400072 

Crohn’s disease CD mOTUs_v2 
eggNOG 4.5 

21,426,878  
(±16,657,149) 

Ulcerative colitis UC 

Gevers 2014 [10] ENA accession: 
PRJNA237362 

Inflammatory 
bowel disease IBD RDP 63,584.85 

(±74,568.79) 

Goodrich 2014 [11] 
ENA accession: 
PRJEB6702 and 
PRJEB6705 

Obesity OB RDP  

Hannigan 2017 [12] ENA accession: 
PRJNA389927 

Colorectal 
cancer CRC MetaPhlAn2 

HUMAnN2 
MetaPhlAn2 
HUMAnN2 

2,930,666 
(±2,459,779) 

Advanced 
adenoma ADA 

https://paperpile.com/c/VZSGGh/zxzxA
https://paperpile.com/c/VZSGGh/9E65r
https://paperpile.com/c/VZSGGh/9E65r
https://paperpile.com/c/VZSGGh/XK0iF
https://paperpile.com/c/VZSGGh/7ezL5
https://paperpile.com/c/VZSGGh/GW1zG
https://paperpile.com/c/VZSGGh/ItAyG
https://paperpile.com/c/VZSGGh/vDVMh
https://paperpile.com/c/VZSGGh/k8iMa
https://paperpile.com/c/VZSGGh/jB7TS
https://paperpile.com/c/VZSGGh/m8lst
https://paperpile.com/c/VZSGGh/WcWUh
https://paperpile.com/c/VZSGGh/iGQTv


He 2017 [13] ENA accession: 
PRJEB15371 Crohn’s disease CD mOTUs_v2 

eggNOG 4.5 
27,685,675 
(±3,815,790) 

Hoyles 2018 [14] ENA accession: 
PRJEB14215 

Non-alcoholic 
fatty liver 
disease 

NAFLD mOTUs_v2 
eggNOG 4.5 

20,121,522 
(±5,766,812) 

Jie 2017 [15] ENA accession: 
ERP023788 

Atherosclerotic 
cardiovascular 
disease 

ACVD mOTUs_v2 
eggNOG 4.5 

27,014,710 
(±5,447,881) 

Kang 2013 [16] ENA accession: 
PRJNA168470 

Autism spectrum 
disorder ASD RDP 53,647.45  

(±7,844.45) 

Karlsson 2013 [17] ENA accession: 
PRJEB1786 

Type 2 diabetes T2D MetaPhlAn2 
HUMAnN2 
mOTUs_v2 
eggNOG 4.5 

15,496,907 
(±8,813,177) 

Impaired 
glucose 
tolerance 

IGT 

Kushugolova 
2018 [18] ENA accession: 

PRJEB17632 
Metabolic 
syndrome MS mOTUs_v2 

eggNOG 4.5 
34,480,585  
(±9,797,315) 

Le Chatelier 
2013 [19] ENA accession: 

PRJEB4336 Obesity OB mOTUs_v2 
eggNOG 4.5 

34,479,440 
(±11,613,906) 

Lewis 2015 [20] ENA accession: 
SRP057027 Crohn’s disease CD mOTUs_v2 

eggNOG 4.5 
11,527,575 
(±9,075,748) 

Li 2017 [21] ENA accession: 
PRJEB13870 

Hypertension HTN MetaPhlAn2 
HUMAnN2 
mOTUs_v2 
eggNOG 4.5 

22,415,253  
(±2,636,717) 

Pre 
hypertension pHTN 

Lloyd-Price 
2019 [22] ENA accession: 

PRJNA398089 

Croh’s disease CD mOTUs_v2 
eggNOG 4.5 

12,842,381 
(±5,011,535) 

Ulcerative colitis UC 

Loomba 2017 [23] ENA accession: 
PRJNA373901 

Non-alcoholic 
fatty liver 
disease 

NAFLD mOTUs_v2 
eggNOG 4.5 

28,850,336 
(±19,049,180) 

Lozupone 2013 [24] ENA accession: 
PRJEB4335 HIV infection HIV RDP 21,681.9 

(±15,592.95) 

Morgan 2012 [25] ENA accesion: 
PRJNA82111 

Inflammatory 
bowel disease IBD RDP 4,928.39 

(±2,522.36) 

Nielsen 2014 [26] ENA accession: Inflammatory IBD MetaPhlAn2 28,387,517 

https://paperpile.com/c/VZSGGh/deUev
https://paperpile.com/c/VZSGGh/OcG1B
https://paperpile.com/c/VZSGGh/M9TgQ
https://paperpile.com/c/VZSGGh/pfJKP
https://paperpile.com/c/VZSGGh/UVBS5
https://paperpile.com/c/VZSGGh/IDrGu
https://paperpile.com/c/VZSGGh/TsiZ
https://paperpile.com/c/VZSGGh/VV2g4
https://paperpile.com/c/VZSGGh/APkXV
https://paperpile.com/c/VZSGGh/zE21J
https://paperpile.com/c/VZSGGh/YNdf3
https://paperpile.com/c/VZSGGh/hk7UB
https://paperpile.com/c/VZSGGh/FUOct
https://paperpile.com/c/VZSGGh/oNaxS


PRJEB1220 bowel disease HUMAnN2 (±9,902,539) 

Crohn’s disease CD mOTUs_v2 
eggNOG 4.5 

Ulcerative colitis UC 

Noguera-Julian 
2016 [27] ENA accession: 

PRJNA307231 HIV infection HIV RDP 210,881.8 
(±162,942.9) 

Papa 2012 [28]  Inflammatory 
bowel disease  IBD RDP  

Qin 2012 [29] ENA accession: 
PRJNA422434 Type 2 diabetes T2D 

MetaPhlAn2 
HUMAnN2 
mOTUs_v2 
eggNOG 4.5 

20,387,391 
(±6,265,854) 

Qin 2014 [30] ENA accession: 
ERP005860 Liver disease LIV 

MetaPhlAn2 
HUMAnN2 
mOTUs_v2 
eggNOG 4.5 

19,608,423 
(±16,248,984) 

Ross 2015 [31] ENA accession: 
PRJNA273824 Obesity OB RDP 15,176.92 

(±8,374.48) 

Scheperjans 
2015 [32] ENA accession: 

PRJEB4927 
Parkinson’s 
disease PAR RDP 17,224.44  

(±3,225.63) 

Scher 2013 [33] ENA accession: 
PRJNA203810 Arthritis ART RDP 13,924.89 

(±8,868.68) 

Schubert 2014 [34]  

Clostridioides 
difficile ​infection CDI 

RDP  Diarrhea without 
Clostridioides 
difficile ​infection 

nCDI 

Singh 2015 [35] 
http://dx.doi.org/1
0.6084/m9.figshar
e.1447256 

Enteric diarrheal 
disease EDD RDP  

Son 2015 [36] ENA accession: 
PRJNA282013 

Autism spectrum 
disorder ASD RDP 641,985.3 

(±133,461.7) 

Thomas 2019a 

[37] ENA accession: 
PRJNA447983 

Colorectal 
cancer CRC 

MetaPhlAn2 
HUMAnN2 
mOTUs_v2 
eggNOG 4.5 

22,492,399 
(±12,201,510) 

Advanced 
adenoma ADA 

Thomas 2019b Colorectal 
cancer CRC 

Turnbaugh 
2009 [38] 

https://gordonlab.
wustl.edu/Nature
Twins_2008/Turn

Obesity OB RDP  

https://paperpile.com/c/VZSGGh/x37cN
https://paperpile.com/c/VZSGGh/OQoMd
https://paperpile.com/c/VZSGGh/zgDrs
https://paperpile.com/c/VZSGGh/TZoh
https://paperpile.com/c/VZSGGh/RlPI9
https://paperpile.com/c/VZSGGh/3nEUA
https://paperpile.com/c/VZSGGh/YDsHm
https://paperpile.com/c/VZSGGh/2EWsd
https://paperpile.com/c/VZSGGh/wXEEg
http://dx.doi.org/10.6084/m9.figshare.1447256
http://dx.doi.org/10.6084/m9.figshare.1447256
http://dx.doi.org/10.6084/m9.figshare.1447256
https://paperpile.com/c/VZSGGh/2YXEa
https://paperpile.com/c/VZSGGh/ntA5i
https://paperpile.com/c/VZSGGh/WK4vd
https://gordonlab.wustl.edu/NatureTwins_2008/TurnbaughNature_11_30_08.html
https://gordonlab.wustl.edu/NatureTwins_2008/TurnbaughNature_11_30_08.html
https://gordonlab.wustl.edu/NatureTwins_2008/TurnbaughNature_11_30_08.html


baughNature_11_
30_08.html 

Vincent 2013 [39]  Clostridioides 
difficile ​infection CDI RDP  

Vogtmann 
2016 [40] ENA accession: 

PRJEB12449 
Colorectal 
cancer CRC 

MetaPhlAn2 
HUMAnN2 
mOTUs_v2 
eggNOG 4.5 

35,168,861 
(±7,888,187) 

Wang 2012 [41] ENA accession: 
SRP005150 

Colorectal 
cancer CRC RDP  

Wen 2017 [42] ENA accession: 
SRP100575 

Ankylosing 
spondylitis AS mOTUs_v2 

eggNOG 4.5 
18,948,792  
(±8,463,097) 

Willing 2019 [43]  Inflammatory 
bowel disease IBD RDP  

Wirbel 2019 [44] ENA accession: 
PRJEB27928 

Colorectal 
cancer  CRC mOTUs_v2 

eggNOG 4.5 
23,266,126 
(±10,596,669) 

Wong 2013 [45] ENA accession: 
SRP011160 

Non-alcoholic 
steatohepatitis NASH RDP 7,931.5 

(±1,626.39) 

Yachida 2019 [46] ENA accession: 
PRJDB4176 

Colorectal 
cancer  CRC 

mOTUs_v2 
eggNOG 4.5 

23,135,878  
(±6,651,418) 

Advanced 
adenoma ADA 

Yu 2015 [47] ENA accession: 
PRJEB10878 

Colorectal 
cancer CRC 

MetaPhlAn2 
HUMAnN2 
mOTUs_v2 
eggNOG 4.5 

28,158,833 
(±4,978,013) 

Zeller 2014 [48] ENA accession: 
ERP005534 

Colorectal 
cancer CRC MetaPhlAn2 

HUMAnN2 
mOTUs_v2 
eggNOG 4.5 
RDP 

WGS: 
34,463,015 
(±14,101,235) 
Amplicon:  
277,964 
(±194,631) 

Advanced 
adenoma ADA 

Zhang 2013 [49] ENA accession: 
PRJNA174838 Liver disease LIV RDP 4,707.18 

(±3,195.73) 

Zhang 2015 [50] ENA accession: 
PRJEB6997 

Rheumatoid 
arthiris RA mOTUs_v2 

eggNOG 4.5 
27.271.221  
(±10.057.577) 

https://gordonlab.wustl.edu/NatureTwins_2008/TurnbaughNature_11_30_08.html
https://gordonlab.wustl.edu/NatureTwins_2008/TurnbaughNature_11_30_08.html
https://paperpile.com/c/VZSGGh/UzaKZ
https://paperpile.com/c/VZSGGh/tAhTO
https://paperpile.com/c/VZSGGh/YWPxG
https://paperpile.com/c/VZSGGh/TCTUp
https://paperpile.com/c/VZSGGh/Htbbl
https://paperpile.com/c/VZSGGh/w5SNv
https://paperpile.com/c/VZSGGh/n1Eqv
https://paperpile.com/c/VZSGGh/A7aJv
https://paperpile.com/c/VZSGGh/vIReu
https://paperpile.com/c/VZSGGh/CiTiM
https://paperpile.com/c/VZSGGh/KSjDt
https://paperpile.com/c/VZSGGh/PGTil
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