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RRID:SCR_012191
Type: Tool

Proper Citation

Golden Helix Incorporated (RRID:SCR_012191)

Resource Information

URL.: http://goldenhelix.com/

Proper Citation: Golden Helix Incorporated (RRID:SCR_012191)

Description: Specializes in sequence and array-based SNP and copy number analysis,
genetic association software, and analytic services. Their technologies empower scientists to
determine the genetic causes of disease, transform drug discovery, develop genetic
diagnostics, and advance the quest for personalized medicine.

Abbreviations: Golden Helix

Synonyms: Golden Helix Inc., GoldenHelix.com
Resource Type: commercial organization
Keywords: resource, portal, analysis, software
Funding:

Availability: Available to external user
Resource Name: Golden Helix Incorporated
Resource ID: SCR_012191

Alternate IDs: SciEx_ 10349

Old URLs: http://www.goldenhelix.com/Services,
http://www.scienceexchange.com/facilities/golden-helix-inc
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Ratings and Alerts
No rating or validation information has been found for Golden Helix Incorporated.

No alerts have been found for Golden Helix Incorporated.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 134 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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from Iran: Two Novel Variants. Archives of Iranian medicine, 27(12), 700.

Contreras-Méndez LA, et al. (2024) The Anti-Mullerian Hormone as Endocrine and Molecular
Marker Associated with Reproductive Performance in Holstein Dairy Cows Exposed to Heat
Stress. Animals : an open access journal from MDPI, 14(2).

Simon M, et al. (2024) Whole genome sequencing of mouse lines divergently selected for
fatness (FLI) and leanness (FHI) revealed several genetic variants as candidates for novel
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