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HumanNet

RRID:SCR_016146
Type: Tool

Proper Citation

HumanNet (RRID:SCR_016146)

Resource Information

URL: http://www.functionalnet.org/humannet/about.html

Proper Citation: HumanNet (RRID:SCR_016146)

Description: Database of human protein-encoding genes that is constructed by a
modified Bayesian integration of ‘omics' data from multiple organisms. Each data type is
weighted according to how well it links genes that are known to function together in
humans, and each interaction has an associated log-likelihood score (LLS) that measures
the probability of an interaction representing a true functional linkage between two genes.

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

Keywords: probability, gene, protein, encode, statistic, likelihood, network, bayesian,
omic, pathway, guilt by association, FASEB list

Funding: National Research Foundation of Korea (NRF) ;
Korean government (MEST) 2010-0017649;

POSCO TJ;

U.S. Army Research 58343-MA,;

Welch F1515;

Packard Foundations ;

Wellcome Trust 076113;

Wellcome Trust 085475

Availability: Freely available

Resource Name: HumanNet

Resource ID: SCR_016146

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260728T043514+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016146/resolver
http://www.functionalnet.org/humannet/about.html

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

No alerts have been found for HumanNet.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 132 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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