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Proper Citation

Human Variome Project (RRID:SCR_003492)

Resource Information

URL: http://www.humanvariomeproject.org/

Proper Citation: Human Variome Project (RRID:SCR_003492)

Description: Project facilitating the establishment and maintenance of standards systems
and infrastructure for the worldwide collection and sharing of all genetic variations
effecting human disease. The Human Variome Project produces two categories of
recommendations: HVP Standards and HVP Guidelines. HVP Standards are those
systems, procedures and technologies that the Human Variome Project Consortium has
determined should be used by the community. These carry more weight than the less
prescriptive HVP Guidelines, which cover those systems, procedures and technologies
that the Human Variome Project Consortium has determined would be beneficial for the
community to adopt. HVP Standards and Guidelines are central to supporting the work of
the Human Variome Project Consortium and cover a wide range of fields and disciplines,
from ethics to nomenclature, data transfer protocols to collection protocols from clinics.
They can be thought of as both technical manuals and scientific documents, and while the
impact of HVP Standards and Guidelines differ, they are both generated in a similar
fashion. A document has been generated both as a guide for those collecting and
distributing data and for those developing policy. Items should include those generated by
HGVS/HVP collaborators as well as those generated by groups of individual Societies and
Standards bodies in all relevant fields worldwide.

Abbreviations: HVP

Synonyms: The Human Variome Project

Resource Type: narrative resource, data or information resource, standard specification,
knowledge environment, international standard specification

Keywords: genetics, genomics, clinical, diagnosis, disease, human, genetic variation,
variome, data sharing

Related Condition: Genetic disease

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_003492/resolver
http://www.humanvariomeproject.org/
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Ratings and Alerts

No rating or validation information has been found for Human Variome Project.

No alerts have been found for Human Variome Project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 29 mentions in open access literature.

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