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Proper Citation

Genome Network Platform (RRID:SCR_001737)

Resource Information

URL: http://genomenetwork.nig.ac.jp/index_e.html

Proper Citation: Genome Network Platform (RRID:SCR_001737)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on September
23,2022. Integrated database of experiment data generated by participating research
institutes and public databases relating to: 1) transcription starting position of human genes
in the human genome, 2) conjunction to control region on transcriptional factors and the
human genome 3) protein-protein interaction with a central focus on transcription factors
organized for use in genome level research. Gene Search is the function to search the
integrated database by using keywords and public IDs. The search results can be visualized
by: * Genome Explorer : provides annotation of landmarks (genes, transcription start sites,
etc.) aligned in accordance with their genome locations. * PPl Network : provides a graphical
view of protein-protein interaction (PPI) network from the experimental data generated under
the project and the public datasets. * Expression Profile : clusters genes by expression
pattern and display the result with heatmap. The function provides genes which have relation
of coregulation and anti-coregulation. * Comparison Viewer : This function gives the view to
compare the genomic regions between human and mouse homologous genes. The viewer
shows the distribution of transcription start sites (TSS) as the way of separable by tissues or
time points with other landmarks on genome region. * Gene Stock : This is the function to
save the gene list that you are interested until the session is closed.

Abbreviations: GNP
Resource Type: data or information resource, database

Defining Citation: PMID:24927841

Keywords: gene, genome, chip, human, interaction, micro array, protein, protein-protein



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_001737/resolver
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interaction, grt-pcr, rat, rna, sequence, short rna, tiling array, transcription, transcription
control, transcription factor, transcription starting position, yeast two hybrid, data set, cage,
data analysis service

Funding:

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Genome Network Platform

Resource ID: SCR_001737

Alternate IDs: nif-0000-10237

Record Creation Time: 20220129T080209+0000

Record Last Update: 20250507T060004+0000

Ratings and Alerts
No rating or validation information has been found for Genome Network Platform.

No alerts have been found for Genome Network Platform.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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