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Hydra

RRID:SCR_005260
Type: Tool

Proper Citation

Hydra (RRID:SCR_005260)

Resource Information

URL.: http://code.google.com/p/hydra-sv/

Proper Citation: Hydra (RRID:SCR_005260)

Description: Software that detects structural variation (SV) breakpoints by clustering
discordant paired-end alignments whose signatures corroborate the same putative
breakpoint. Hydra can detect breakpoints caused by all classes of structural variation.
Moreover, it was designed to detect variation in both unique and duplicated genomic
regions; therefore, it will examine paired-end reads having multiple discordant alignments.
Hydra does not attempt to classify SV breakpoints based on the mapping distances and
orientations of each breakpoint cluster, it merely detects and reports breakpoints. This is
an intentional decision, as it was observed that in loci affected by complex
rearrangements, the type of variant suggested by the breakpoint signature is not always
correct. Hydra does report the orientations, distances, number of supporting read-pairs,
etc., for each breakpoint. It is suggested that downstream methods be used to classify
variants based on the genomic features that they overlap and the co-occurrence of other
breakpoints. For example, they developed BEDTools for exactly this purpose and the
breakpoints reported by Hydra are in the BEDPE format used by BEDTools. Future
releases of Hydra will include scripts that assist in the classification process.

Abbreviations: Hydra
Synonyms: hydra-sv
Resource Type: software resource

Keywords: structural variation, genome, genomic, breakpoint, c++, cnv, pem, paired-end,
segmental duplication, rearrangement

Resource Name: Hydra

Resource ID: SCR_005260



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_005260/resolver
http://code.google.com/p/hydra-sv/

Alternate IDs: OMICS 00318
Record Creation Time: 20220129T080229+0000

Record Last Update: 20260815T182302+0000

Ratings and Alerts
No rating or validation information has been found for Hydra.

No alerts have been found for Hydra.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 119 mentions in open access literature.

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