Resource Summary Report

Generated by dkNET on Apr 21, 2025

HuRef

RRID:SCR_002952
Type: Tool

Proper Citation

HuRef (RRID:SCR_002952)

Resource Information

URL.: https://catalog.coriell.org/1/HuRef

Proper Citation: HuRef (RRID:SCR_002952)

Description: Database for the diploid genome sequence of J. Craig Venter as published in
PLoS Biology. Its graphical interface depicts the haploid sequence with SNP and
insertion/deletion DNA variants as identified by genome assembly and comparison methods,
as well as represents the haplotype blocks from which diploid genome sequence can be
inferred and gene annotations.

Synonyms: Human Reference Genome - J. Craig Venter Institute, Human Reference
Genome

Resource Type: material resource, biomaterial supply resource

Defining Citation: PMID:19036787, PMID:17803354

Keywords: diploid, human genome, haplotype, j craig venter

Funding:

Availability: Commercial availability, Available to the scientific community
Resource Name: HuRef

Resource ID: SCR_002952

Alternate IDs: nif-0000-03001
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Old URLSs: http://huref.jcvi.org
Record Creation Time: 20220129T080216+0000

Record Last Update: 20250421T053340+0000

Ratings and Alerts
No rating or validation information has been found for HuRef.

No alerts have been found for HuRef.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 42 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Uddin M, et al. (2017) Germline and somatic mutations in STXBP1 with diverse
neurodevelopmental phenotypes. Neurology. Genetics, 3(6), €199.

Cho YS, et al. (2016) An ethnically relevant consensus Korean reference genome is a step
towards personal reference genomes. Nature communications, 7, 13637.

Ha H, et al. (2016) Identification of polymorphic SVA retrotransposons using a mobile
element scanning method for SVA (ME-Scan-SVA). Mobile DNA, 7, 15.




