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Proper Citation

modENCODE (RRID:SCR_006206)

Resource Information

URL: http://modencode.org/

Proper Citation: modENCODE (RRID:SCR_006206)

Description: A comprehensive encyclopedia of genomic functional elements in the model
organisms C. elegans and D. melanogaster. modENCODE is run as a Research Network
and the consortium is formed by 11 primary projects, divided between worm and fly,
spanning the domains of gene structure, mRNA and ncRNA expression profiling,
transcription factor binding sites, histone modifications and replacement, chromatin
structure, DNA replication initiation and timing, and copy number variation. The raw and
interpreted data from this project is vetted by a data coordinating center (DCC) to ensure
consistency and completeness. The entire modENCODE data corpus is now available on
the Amazon Web Services EC2 cloud. What this means is that virtual machines and virtual
compute clusters that you run within the EC2 cloud can mount the modENCODE data set
in whole or in part. Your software can run analyses against the data files directly without
experiencing the long waits and logistics associated with copying the datasets over to your
local hardware. You may also view the data using GBrowse, Dataset Search, or download
the data via FTP, as well as download pre-release datasets.

Abbreviations: modENCODE

Synonyms: NHGRI model organism ENCyclopedia Of DNA Elements, National Human
Genome Research Institute model organism ENCyclopedia Of DNA Elements, model
organism ENCyclopedia Of DNA Elements

Resource Type: service resource, data set, data or information resource, data analysis
service, production service resource, analysis service resource

Defining Citation: PMID:19536255

Keywords: epigenomics, epigenetics, genomics, functional element, model organism,
genome, copy number variation, gene structure, genome sequence, histone modification,
histone replacement, chromatin binding site, expression profiling, replication, transcription
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factor binding site, transcription factor, binding site, chromatin, rna, expression profiling,
regulatory network, mrna, ncrna, dna replication, genotype

Funding: NHGRI

Availability: Public, With some restrictions on its use for 9 months following publication,
Acknowledgement requested

Resource Name: modENCODE

Resource ID: SCR_006206

Alternate IDs: nlx_151752

Record Creation Time: 20220129T080234+0000

Record Last Update: 20260729T044133+0000

Ratings and Alerts

No rating or validation information has been found for modENCODE.

No alerts have been found for modENCODE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 255 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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