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MicrobeDB.jp integrates microbial data that can be linked to genomes. DB has opened since 2011

Ortholog: MBGD

Genome: RefSeq

Culture Collection:
NBRC/JCM

Metadata: 
INSDC BioSample

Metagenome: 
INSDC DRA

Taxonomy: 
NCBI Taxonomy

http://microbedb.jp/

Gene Taxon     Environment

Red color indicates our collaborators.Togo picture gallery by DBCLS is 
licensed under a Crea8ve Commons 
A<ribu8on 2.1 Japan license (c)

中⾝は基本的にRDFデータ
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https://microbedb.jp/

https://microbedb.jp/
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Data category Number of entry
Prokaryote genome metadata (from RefSeq) 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
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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

h"p://leamicrobe.jp/

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

MicrobeDB.jp

http://leamicrobe.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)
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Ultrafast amino acid sequence similarity search web 
server against metagenome sequences (PZLAST)

Amino acid vs amino acid sequence similarity search against protein sequences of 
public metagenome data (2.5TB) in MicrobeDB.jp

(Mori et al. 2021, Bioinformatics) h"ps://pzlast.riken.jp/meta

https://pzlast.riken.jp/
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Mycobiome Taxonomic Assignment Pipeline (MycoTAP)

Current standard of the Fungal microbiome analysis is …

• Sequencing strategy: Amplicon sequencing
• Taxonomic marker: ITS
• Sequencer: Illumina short reads sequencers
• Bioinformatics analysis tools: QIIME2 or DADA2
• Reference sequence database: UNITE
• Taxonomic assignment method: k-mer frequency

We want to analyze the fungal taxonomic composition in 
the shotgun metagenomic sequencing data
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Mycobiome Taxonomic Assignment Pipeline (MycoTAP)
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Alternaria Aspergillus Candida Chytriomyces Claviceps Fusarium Gibberella

Mortierella Naganishia Neosartorya Penicillium Rhizoctonia Rhizomucor Rhizophagus

Saccharomyces Saitoella Trichoderma Ustilago Others

Genus compositions

of mock community
ITS sequencing data

MycoTAP can also be 

applicable to the 
shotgun metagenomic
sequencing data


