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Sage Science

RRID:SCR_014808
Type: Tool

Proper Citation

Sage Science (RRID:SCR_014808)

Resource Information

URL: http://www.sagescience.com/

Proper Citation: Sage Science (RRID:SCR_014808)

Description: Biotechnology company that develops products for genomics research and
molecular diagnostics, such as systems for DNA and protein analysis, DNA and protein
fractionation technologies, and other sequencing equipment.

Synonyms: Sage Science Inc

Resource Type: material service resource, service resource, production service resource,
instrument manufacture

Keywords: electrophoresis instrument, genomics, molecular diagnostics, dna, rna,
sequencing, biotechnology, instrument, instrument supplier

Funding: Privately funded

Resource Name: Sage Science

Resource ID: SCR_014808

Alternate IDs: grid.470425.0

Alternate URLSs: https://ror.org/018z5vy82
Record Creation Time: 20220129T080322+0000

Record Last Update: 20260729T044355+0000

Ratings and Alerts

No rating or validation information has been found for Sage Science.
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No alerts have been found for Sage Science.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 17 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET .
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