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Ortholog
(e.g.,	MBGD,	
eggNOG)

Taxonomy	
(e.g.,	NCBI	
Taxonomy,	
LPSN,	GTDB)

Pathogen
(e.g.,	PATRIC)

Gene	Function	
(e.g.,	KEGG,	
MetaCyc,	GO)

Metagenome
(e.g.,	MGnify,	IMG/M,	

MG-RAST)

Genome	(e.g.,	
INSDC,	Ensembl,	

GOLD)
Culture	Collection	(e.g.,	

WDCM,	BacDive)

Many	good	databases	focusing	on	microbes

Integration	of	data is	necessary	especially	for	beginners
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https://microbedb.jp/
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Data category Data sources Ontologies

Genome Metadata INSDC BioSample, 
NCBI Assembly 
report

MEO, HMADO, 
NCBITAX

Ortholog MBGD ORTH

Culture collection JCM (RDF-Portal) MCCV, MPO, MEO, 
PDO, CSSO

Culture collection NBRC (RDF-Portal) MCCV, MPO

Metagenome INSDC DRA NCBITAX, KEGG 
Orthology

Metagenome 
metadata

INSDC BioSample MEO, HMADO, SIO

MicrobeDB.jp version 3 data
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Data category Number	of	entry
Prokaryote	genome	metadata (fromRefSeq) 290,208	genomes
Culture	collection	strain	metadata	from	
JCM/NBRC	(from	RDF-Portal)

38,414	strains

Microbiome	metadata	(from	INSDC	BioSample)
1,631,611	
samples

Microbiome	taxonomic	composition	data 96,766	samples
Microbiome	functional	composition	data 4,784	samples

MicrobeDB.jp version 3 data

Version2と比べて、ゲノムは約20倍、メタゲノムは約10倍



トーゴーの日シンポジウム2020

Licensed	under	 a	Creative	Commons	表⽰4.0国際ライセンス
©2020森宙史（国⽴遺伝学研究所）

サンプル数
マイクロバイオーム 約 2,300,000
ヒト 約 650,000
マウス 約 120,000
⼟壌 約 280,000
⽔環境 約 240,000
⼈⼯環境 約 160,000
植物共⽣ 約 150,000

INSDC DRA/ERA/SRAで公開されたマイクロバイオームサンプル数（2020年8月時点）

230万サンプルはヒトや土壌等マイクロバイオームサンプルの総数
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BWA-MEM

Meta	16S	/	
Metagenome

discrimination	by	
PARTIE

MeGAP3 (MetaGenome Analysis	Pipeline	for	MicrobeDB.jp ver.	3）

MetaProdigal

ccKEGG
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Search and compare microbiome samples from soil
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Latent Environment Allocation (LEA)

Taxonomic 
composition 
calculated from 
DNA sequence

Natural 
language data 
related to 
environments

Hierarchical Bayesian model ＋
Neural network

Visualization of microbial 
community compositions with 

environment topics

http://leamicrobe.jp/

(Higashi	K	et	al.	2018,	 PLoS Comp	Biol)

MicrobeDB.jp
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fastq
files

VITCOMIC2
（http://vitcomic.org/）

cluster
files

(taxonomic
compositions)

LEA
（http://leamicrobe.jp/）

~ 6 min. /
a sample
(100,000 
sequences)

~ 0.5 sec. /
a sample

How	to	map	your	metagenome	data	on	LEA

(Mori H et	al.	2018,	BMC	Syst Biol)


