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Proper Citation

Fluxus Engineering (RRID:SCR_008618)

Resource Information

URL: http://www.fluxus-engineering.com/

Proper Citation: Fluxus Engineering (RRID:SCR_008618)

Description: The DNA Alignment software and Network software is used by biologists,
anthropologists, medical researchers and students world wide. We carry out
phylogeographic consultancy for US, UK and German clients, including legal medical
work. We were involved in the tv projects The Real Eve (Discovery Channel) and
Motherland (BBC). Our biotechnological director Dr Peter Forster is on the editorial board
of the International Journal of Legal Medicine since 1999.

Synonyms: Fluxus

Resource Type: software resource

Resource Name: Fluxus Engineering

Resource ID: SCR_008618

Alternate IDs: nif-0000-31972

Record Creation Time: 20220129T080248+0000

Record Last Update: 20260725T190652+0000

Ratings and Alerts

No rating or validation information has been found for Fluxus Engineering.

No alerts have been found for Fluxus Engineering.

Data and Source Information

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_008618/resolver
http://www.fluxus-engineering.com/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 589 mentions in open access literature.

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