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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: biomaterial supply resource, material resource

Defining Citation: PMID:19036787, PMID:17803354

Keywords: diploid, human genome, haplotype, j craig venter
Availability: Commercial availability, Available to the scientific community
Resource Name: HuRef

Resource ID: SCR_002952

Alternate IDs: nif-0000-03001

Old URLSs: http://huref.jcvi.org

Record Creation Time: 20220129T080216+0000

Record Last Update: 20260801T191045+0000

Ratings and Alerts


https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_002952/resolver
https://catalog.coriell.org/1/HuRef
https://pubmed.ncbi.nlm.nih.gov/19036787
https://pubmed.ncbi.nlm.nih.gov/17803354

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 43 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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