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Proper Citation

HumanBase (RRID:SCR_016145)

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

Funding: NIGMS R01 GM071966;
NHGRI R01 HG005998;
NHLBI U54 HL117798;
NIGMS P20 GM103534;
NHGRI T32 HG003284;
NCI T32 CA009528;
NIGMS P50 GM071508;
US Department Of Health And Human Services HHSN272201000054C

Availability: Free, Public

Resource Name: HumanBase

Resource ID: SCR_016145

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_016145/resolver
http://hb.flatironinstitute.org/
https://pubmed.ncbi.nlm.nih.gov/25915600


Record Creation Time: 20220129T080329+0000

Record Last Update: 20260729T044406+0000

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 74 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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Metzger PJ, et al. (2025) Sequestration of ribosome biogenesis factors in HSV-1 nuclear
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eadw6814.

Dominguez-Alonso S, et al. (2025) Alternative splicing analysis in a Spanish ASD (Autism
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Aging-Disease Nexus Using Computational Language Analysis. Current issues in
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Wakasugi D, et al. (2024) A rare olive compound oleacein functions as a TrkB agonist and
mitigates neuroinflammation both in vitro and in vivo. Cell communication and signaling :
CCS, 22(1), 309.
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16(1), 66.
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kinase 2 protects mice from focal segmental glomerulosclerosis. Communications biology,
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