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Which DBs should we use 
(or recommend for beginners)?
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integrates lots of data related to microbes.

Especially, we integrates the microbial data that can be linked to genomes. since 2011

Ortholog: MBGD

Genome: RefSeq

Annotation: 
TogoAnnotation

Culture Collection:
NBRC/JCM

Metadata: 
INSDC DRA

Metagenome: 
INSDC DRA

Taxonomy: 
NCBI Taxonomy

http:// microbedb.jp/
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RDF is a standard data model of Semantic Web technology
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RDF (Resource Description Framework)

Data model which uses Triples 
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URI node can be linked to other nodes
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To prepare data in RDF, 

the database management system automatically recognize same resources.



You should describe your resource by using some Ontologies

Ontology is a structured controlled vocabulary  to describe properties and types of resources. 

MEO (Microbes/Metagenomes Environmental Ontology)

PDO (Pathogenic Disease Ontology) 

MSV (Metagenome Sample Vocabulary)

MCCV (Microbial Culture Collection Vocabulary)

MPO (Microbial Phenotype Ontology)

MBGD Ontology

Most of them can be obtained from 

For example, to answer: What is soil?  What is a relationship between soil and sand?  



Data categories Data sources Ontologies

Genome RefSeq Prokaryotes, 
Fungi, Algae

SO, FALDO, 
NCBITAX, INSDCO

Ortholog MBGD ORTHO

Culture collection JCM, NBRC MCCV, MPO

RNA-Seq INSDC DRA BAO

Genome & RNA-Seq
Metadata

INSDC BioSample MPO, MEO, MSV, 
PDO, CSSO

Metagenome INSDC DRA MEO, MSV

MicrobeDB.jp version 2 data
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Microbiome data in DRA/ERA/SRA

Å2014

ÅMicrobiomes: 173,359 (samples)
amplicon:metagenome = 7:1

Å2018
ÅMicrobiomes:               1,117,378

Åecological microbiomes:          433,491
Åair: 4,109
Åmarine: 67,393
Åsoil: 146,784

Åhost-associated microbiomes:  618,575
Åhuman:                               318,000 
Åmouse: 55,600



aƛŎǊƻōŜ5.ΦƧǇΩǎ16S rRNAgene amplicon/Metagenomeanalysis workflow 
ver. 2
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http:// vitcomic.org

(Mori H et al. 2018, BMC SystBiol)

Microbiome sequencing data �ÆGenus composition


