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Proper Citation
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Resource Information

URL.: http://hb.flatironinstitute.org/

Proper Citation: HumanBase (RRID:SCR_016145)

Description: Formerly known as GIANT (Genome-scale Integrated Analysis of gene
Networks in Tissues), HumanBase applies machine learning algorithms to learn biological
associations from massive genomic data collections. These integrative analyses reach
beyond existing "biological knowledge" represented in the literature to identify novel, data-
driven associations.

Synonyms: GIANT (Genome-scale Integrated Analysis of gene Networks in Tissues),
GIANT

Resource Type: data or information resource, database

Defining Citation: PMID:25915600

Keywords: genome, analysis, tissue, network, gene, machine, learning, biology
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NHLBI U54 HL117798;
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NHGRI T32 HG003284;
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US Department Of Health And Human Services HHSN272201000054C

Availability: Free, Public
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Ratings and Alerts
No rating or validation information has been found for HumanBase.

No alerts have been found for HumanBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 65 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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