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Stem Cell Informatics Database: a framework for a new repository
on single cell assay data and diverse knowledge of human cells
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Researchers have actively investigated potential applications of the induced pluripotent stem cell (iPS cell) for disease
modeling, drug screening, and regenerative medicine since its discovery in 2006, and now it is about to start one of the projects
for clinical trials. In parallel with the medical practice, there has been arising a need of more precise knowledge of the cell of its
disposition, while facing a lack of the information system that enables us to store such complex biomedical knowledge regarding
cells in well-organized way.

Here we introduce our cell knowledge repository called “Stem Cell Informatics Database” that is an extended work of the
previous SHOGoIN database. It has been designed to integrate information comprehensively for defining cells with diverse
knowledge and scientific data from biomedical research. In the Stem Cell Informatics Database, there are several indispensable
contents, such as gene expression profiles and images of cells, curated assay metadata, and the cell taxonomy associated with
anatomical location information. Stem Cell Informatics Database is now under development, and we are currently working on 1)
creating our own ontology to formally describe/model knowledge about the cells, and ii) developing analysis tools for gene
expression data produced in single cell experiments. Depositing all of those in one database, this will provide a framework of
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integrative system for cell knowledge dictionary.
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2. Stem Cell Informatics Database
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Release notes, Statistics, Document manuals

SHOG=N

Human Omics database for the Generation of iPS and Normal Cells

Search (catesory 1)

iN is a itory for current about human cells. It contains various types
of information, such as cell mor; i ion and literature references. The major role of
SHOGOIN is to provide a digital dictionary of human cells for the biomedical field, including support for the
characterization of artificially generated cells in regenerative medicine.

% Integrated cell database
SHOGOIN Cell Minimum Information on Cells
3 Cell Analysis tools
Cell Mapper
Cell Identifier
Cell ConvertPath
Cell ToxPred

3 Consisting resources
SHOGOIN Taxonomy
SHOGoiN Cell Ontology
SHOGoIN Cell Image
SHOGoIN Transcriptome
SHOGoiN Methylome
SHOGoiN Surface Marker
SHOGOIN Cell Conversion
SHOGoIN Drug Response

3¢ SHOGOIN Software

3¢ External Links

KIP: Stemcell & Information Portal

3% SHOGoIN FTP

[X] 1 Stem Cell Informatics Database
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