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SEQanswers

RRID:SCR_004808
Type: Tool

Proper Citation

SEQanswers (RRID:SCR_004808)

Resource Information

URL.: http://seganswers.com/

Proper Citation: SEQanswers (RRID:SCR_004808)

Description: An information resource and user-driven community focused on all aspects
of next-generation genomics. They hope to become the central location for next
generation sequencing technology discussion and education. The site will always attempt
to cater to everyone, regardless of scientific background or knowledge. The High-
Throughput Sequencing Map site was conceived by James Hadfield (Cancer Research
UK, Cambridge) and built by Nick Loman (University of Birmingham). The database is as
only as good as you, the users.

Abbreviations: SEQanswers
Synonyms: SEQanswers: the next generation sequencing community

Resource Type: community building portal, database, topical portal, portal, discussion,
narrative resource, data or information resource

Defining Citation: PMID:22419780

Keywords: genomics, sequencing, high-throughput sequencing, next-generation
genomics, next generation sequencing

Resource Name: SEQanswers

Resource ID: SCR_004808

Alternate IDs: OMICS 01710, nix_143910
Record Creation Time: 20220129T080226+0000

Record Last Update: 20260728T043207+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_004808/resolver
http://seqanswers.com/
https://pubmed.ncbi.nlm.nih.gov/22419780

No rating or validation information has been found for SEQanswers.

No alerts have been found for SEQanswers.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Kotze AC, et al. (2014) Recent advances in candidate-gene and whole-genome
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long-term sustainability. Briefings in bioinformatics, 14(5), 548.
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