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Proper Citation

HYDEN (RRID:SCR_003126)

Resource Information

URL: http://acgt.cs.tau.ac.il/hyden/

Proper Citation: HYDEN (RRID:SCR_003126)

Description: Software program for designing pairs of degenerate primers for a given set
of DNA sequences. It works well for large input sets of genomic sequences (e.g.,
hundreds of sequences of length 1Kbp). It is a batch (i.e., command-line, as opposed to
graphical interface) program, available for Windows XP (downloadable version) and Linux
(upon request).

Abbreviations: HYDEN

Synonyms: HYDEN - A Software for Designing Degenerate Primers, HighlY DEgeNerate
primers

Resource Type: software resource

Defining Citation: PMID:17951798

Keywords: degenerate, primer, dna sequence, primer design, degenerate primer,
windows, linux, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: HYDEN

Resource ID: SCR_003126

Alternate IDs: OMICS_02338, biotools:hyden

Alternate URLs: https://bio.tools/hyden

Record Creation Time: 20220129T080217+0000

Record Last Update: 20260725T190538+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_003126/resolver
http://acgt.cs.tau.ac.il/hyden/
https://pubmed.ncbi.nlm.nih.gov/17951798


Ratings and Alerts

No rating or validation information has been found for HYDEN.

No alerts have been found for HYDEN.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 12 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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