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InBio Map

RRID:SCR_016147
Type: Tool

Proper Citation

inBio Map (RRID:SCR_016147)

Resource Information

URL: https://www.intomics.com/inbio/map/#home

Proper Citation: inBio Map (RRID:SCR_016147)

Description: Database for investigating and visualizing protein-protein interactions. It
aims to maintain coverage, quality, convenience, and transparency in the field of PPI
research.

Synonyms: inBio

Resource Type: data visualization software, data or information resource, database,
software application, data processing software, software resource

Defining Citation: PMID:27892958

Keywords: ppi, protein, visualization

Funding: NICHD P01 HD068250;
Massachusetts General Hospital ;

Broad Institute of MIT and Harvard ;
NIMH RO1 MH109903;

Lundbeck Foundation ;

Novo Nordisk Foundation NNF14CC0001

Availability: Freely available, Free, Available for download
Resource Name: inBio Map
Resource ID: SCR_016147

License: Creative Commons Attribution-NonCommercial-NoDerivatives 4.0 International
License

License URLSs: https://www.intomics.com/inbio/map/#terms_of use



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_016147/resolver
https://www.intomics.com/inbio/map/#home
https://pubmed.ncbi.nlm.nih.gov/27892958

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260801T042756+0000

Ratings and Alerts
No rating or validation information has been found for inBio Map.

No alerts have been found for inBio Map.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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