Resource Summary Report

Generated by nidm-terms on Jul 29, 2026

Cornell University BRC Epigenomics Core Facility

RRID:SCR_021287
Type: Tool

Proper Citation

Cornell University BRC Epigenomics Core Facility (RRID:SCR_021287)

Resource Information

URL.: https://www.biotech.cornell.edu/core-facilities-brc/facilities/epigenomics-facility

Proper Citation: Cornell University BRC Epigenomics Core Facility (RRID:SCR_021287)

Description: Provides service that maps protein DNA interactions genome wide, tracks
experimental metadata, and implements quality controlled data processing and research
based analysis pipelines. Provides epigenomic and bioinformatic research resources and
services that include sample preparation services and data generation. Open source
platforms enable and reinforce FAIR data practices. Core is able to receive and process
cell and tissue samples for various diagnostic epigenetic assays.

Synonyms: CU Epigenomics Core Facility, Cornell University Epigenomics Core Facility
Resource Type: access service resource, service resource, core facility
Keywords: USEDit, ABRF

Funding: NIH ;
NSF

Resource Name: Cornell University BRC Epigenomics Core Facility
Resource ID: SCR_021287

Alternate IDs: ABRF 1185

Alternate URLSs: https://coremarketplace.org/?FacilitylD=1185
Record Creation Time: 20220129T080354+0000

Record Last Update: 20260729T044505+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_021287/resolver
https://www.biotech.cornell.edu/core-facilities-brc/facilities/epigenomics-facility

No rating or validation information has been found for Cornell University BRC
Epigenomics Core Facility.

No alerts have been found for Cornell University BRC Epigenomics Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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promoting Stel2 binding to a specific DNA motif genome-wide. bioRxiv : the preprint
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Mathew VS, et al. (2025) Protein structure prediction and design for high-throughput
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