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Proper Citation

NHLBI Exome Sequencing Project (ESP) (RRID:SCR_012761)

Resource Information

URL: http://evs.gs.washington.edu/EVS/

Proper Citation: NHLBI Exome Sequencing Project (ESP) (RRID:SCR_012761)

Description: The goal of the project is to discover novel genes and mechanisms contributing 
to heart, lung and blood disorders by pioneering the application of next-generation 
sequencing of the protein coding regions of the human genome across diverse, richly-
phenotyped populations and to share these datasets and findings with the scientific 
community to extend and enrich the diagnosis, management and treatment of heart, lung 
and blood disorders. The groups participating and collaborating in the NHLBI GO ESP 
include: Seattle GO - University of Washington, Seattle, WA Broad GO - Broad Institute of 
MIT and Harvard, Cambridge, MA WHISP GO - Ohio State University Medical Center, 
Columbus, OH Lung GO - University of Washington, Seattle, WA WashU GO - Washington 
University, St. Louis, MO Heart GO - University of Virginia Health System, Charlottesville, VA 
ChargeS GO - University of Texas Health Sciences Center at Houston

Abbreviations: EVS

Synonyms: Exome Variant Server, NHLBI GO Exome Sequencing Project (ESP)

Resource Type: data or information resource, database

Keywords: bio.tools, FASEB list

Funding: NHLBI

Resource Name: NHLBI Exome Sequencing Project (ESP)

Resource ID: SCR_012761

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_012761/resolver
http://evs.gs.washington.edu/EVS/


Alternate IDs: nlx_156901, biotools:esp, biotools:exome_variant_server

Alternate URLs: https://bio.tools/esp, https://bio.tools/exome_variant_server

Record Creation Time: 20220129T080312+0000

Record Last Update: 20250331T061109+0000

Ratings and Alerts

No rating or validation information has been found for NHLBI Exome Sequencing Project 
(ESP).

No alerts have been found for NHLBI Exome Sequencing Project (ESP).

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 2118 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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