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Type: Tool

Proper Citation

Cornell University Biotechnology Resource Center Transcriptional Regulation and
Expression Core Facility (RRID:SCR_022532)

Resource Information

URL: https://www.biotech.cornell.edu/core-facilities-brc/facilities/transcriptional-regulation-
expression-facility-trex

Proper Citation: Cornell University Biotechnology Resource Center Transcriptional
Regulation and Expression Core Facility (RRID:SCR_022532)

Description: Facility offers genomics profiling services including RNAseq, small RNA
sequencing, and ATACseq.

Abbreviations: TREx

Synonyms: Transcriptional Regulation and Expression Facility, BRC Transcriptional
Regulation and Expression Facility

Resource Type: service resource, core facility, access service resource

Keywords: USEDit, ABRF, genomics profiling services, RNAseq, small RNA sequencing,
ATACseq

Resource Name: Cornell University Biotechnology Resource Center Transcriptional
Regulation and Expression Core Facility

Resource ID: SCR_022532

Alternate IDs: ABRF_1471

Alternate URLs: https://coremarketplace.org/?FacilityID=1471&citation=1

Record Creation Time: 20220702T050148+0000
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Record Last Update: 20260807T042956+0000

Ratings and Alerts

No rating or validation information has been found for Cornell University Biotechnology
Resource Center Transcriptional Regulation and Expression Core Facility.

No alerts have been found for Cornell University Biotechnology Resource Center
Transcriptional Regulation and Expression Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 17 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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