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Microarray and next generation 
sequencer (NGS) is widely used for 
transcriptomics. Many methods to 
analyze these data are reported, 
but most of all are statistical one. 
So, “functional annotation” from 
biological viewpoint is required to 
interpret retrieved gene groups.
Also, the relationships between 
gene groups and initial conditions 
of experiment such as wt/disease 
and drug(+/−) should be taken 
into account.
Researchers often use Gene 
Ontology (GO) but GO does not 
contain terms of diseases, drugs, 
and anatomy fields. We therefore 
generated feature profiles with 
Medical Subject Headings (MeSH).
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Feature profiles of genes and diseases using MeSH vocabulary

Difference and similarity between disease features

Example of feature profile using MeSH
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Example)

    %222100 Diabetes Mellitus, Insulin-dependent; IDDM

    #125853 Diabetes Mellitus, Noninsulin-dependent; NIDDM

OMIM ID

PMID

Gene/OMIM-
MeSH Pairs

Gene/OMIM-
PMID PairsPMID

OMIM ID

OMIM ID

PMID
Reference section

Corresponging
MeSH terms

PubMed
Search

Step 3: Collect PMIDs assigned by MeSH terms
             corresponding to genes and diseases

Step 2: Collect Entrez Gene/OMIM IDs described in MEDLINE articles

Step 1: Extract PMIDs cited in Entrez Gene/OMIM reference sections
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Gendoo: Functional profiling of gene and disease features using MeSH vocabulary
Nakazato T., Bono H., Matsuda H., Takagi T.,
Nucleic Acids Research, 37 (Suppl. 2) (Web Server issue), 2009
doi:10.1093/nar/gkp483
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Feature profiles tree view
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Gendoo
(gene, disease features ontology-based overview system)
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BRCA1 is a tumor 

suppressor gene 

involved in breast 

cancer, and located at 

chr. 17. Phospholyrate 

BRCA1 repairs double 

strand damage of DNA 

with Rad51 protein. 

This profile illustrates 

these features.
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The NGS data is archived in public database, 

the sequence read archive (SRA). We 

downloaded these NGS data, and constructed 

the disease list by extracting MeSH disease 

terms from reference publications. Users can 

search public NGS data from diseases of their 

interests.
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