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Proper Citation

Encode (RRID:SCR_015482)

Resource Information

URL: https://www.encodeproject.org/

Proper Citation: Encode (RRID:SCR_015482)

Description: Consortium to build comprehensive parts list of functional elements in
human genome. This includes elements that act at protein and RNA levels, and regulatory
elements that control cells and circumstances in which gene is active. Data from 2012-
present.

Synonyms: ENCODE Project

Resource Type: data or information resource, data set, consortium, portal, organization
portal

Defining Citation: PMID:15499007

Keywords: genome, sequencing, protein, rna, dna, consortium
Funding: NHGRI HG006992

Availability: Free, Freely available

Resource Name: Encode

Resource ID: SCR_015482

Record Creation Time: 20220129T080326+0000

Record Last Update: 20260808T042822+0000

Ratings and Alerts

No rating or validation information has been found for Encode.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_015482/resolver
https://www.encodeproject.org/
https://pubmed.ncbi.nlm.nih.gov/15499007

No alerts have been found for Encode.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1293 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Chen H, et al. (2026) Genome-wide rotational and translational phasing of nucleosomes
with human transcription factors. Molecular cell, 86(14), 2722.
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of conserved and species-specific enhancers. Cell reports, 45(7), 117575.

Grammatikakis I, et al. (2026) Intron Retention Controls Localization of IncRNAs PURPL
and MALATL1 to Promote Cell Proliferation and Migration. bioRxiv : the preprint server for
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32(6), 789.
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compensation effects (ACE) on SIN3A transcription. Nature communications, 17(1).

MacKenzie TMG, et al. (2026) In Depth Characterization of the Promoter Proximal
Proteome of Single Copy Locus FOXP2. Molecular & cellular proteomics : MCP, 25(6),
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Nature, 650(8101), 399.
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destabilizing variants and its clinical implication. Nature communications, 16(1), 560.
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Molecular insight as to combinatorial regulation by proinflammatory cytokines and
glucocorticoid. Molecular pharmacology, 107(10), 100073.
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