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Overview of MicrobeDB.jp What is RDF?

O Microbe P integrates lots of data related to microbes.
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Data sources of MicrobeDB.jp ver. 3

Data categories Ontologies

Genome RefSeq Prokaryotes, NCBITAX, INSDCO
Fungi, Algae
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Especially, we integrates the microbial data that can be linked to genomes. since 2011  RpE (Resource Description Framework)
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Tokyo Institute of Technology: (Metagenome)
Takuji Yamada, Zenichi Nakagawa
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(llumina adapter trimming,
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length filtering (<100 bp),
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RDF is a standard data model of Semantic Web technology
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Number of microbiome samples in INSDC
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Number of human microbiome samples
Categories of |Approximate

human micro. |# of samples

All 1,600,000 samples

Human micro. 420,000 gut (feces) 240,000
Mouse micro. 95,000 oral cavity 56,000
Soil micro. 240,000 respiratory

Water micro. 200,000 system 45,000
Building micro. 140,000 skin 41,000
Plant associated micro. 120,000 vagina 21,000
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Microbiome analysis data of MicrobeDB.|jp ver.
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Abstract Microbes inhabit almost everywhere on earth and conduct a variety of metabolic process. Microbiome sequencing analyses (e.g., metagenomic analysis and 16S rRNA gene

amplicon sequencing analysis) are powerful analysis methods to identify microbial community compositions (i.e., phylogenetic composition and gene function composition), and therefore widely
applied to various microbial communities. We are developing MicrobeDB.jp (http://microbedb.jp/), which is an integrated database of publicly available microbial genome and metagenome data.
We are conducting an automatic and manual annotations of microbial habitats of each genome and metagenome sample in MicrobeDB.jp using an onyology MEO. In addition, we are analyzing
microbial community compositions of each microbiome sequencing data. These combination of data will support microbiome studies . MicrobeDB.jp web site ( http://microbedb.jp ).

Sequence based integration in MicrobeDB.jp
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