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Proper Citation

ABySS (RRID:SCR_010709)

Resource Information

URL.: http://www.bcgsc.ca/platform/bioinfo/software/abyss

Proper Citation: ABySS (RRID:SCR_010709)

Description: Software providing de novo, parallel, paired-end sequence assembler that is
designed for short reads. ABySS 1.0 originally showed that assembling human genome
using short 50 bp sequencing reads was possible by aggregating half terabyte of compute
memory needed over several computers using standardized message passing system.
AByYSS 2.0 is Resource Efficient Assembly of Large Genomes using Bloom Filter. ABySS 2.0
departs from MPI and instead implements algorithms that employ Bloom filter, probabilistic
data structure, to represent de Bruijn graph and reduce memory requirements.

Abbreviations: ABySS
Synonyms: ABySS 1.0, ABySS 2.0

Resource Type: data processing software, sequence analysis software, software resource,
data analysis software, software application

Defining Citation: PMID:19251739, DOI:10.1101/068338, DOI:10.1101/gr.214346.116

Keywords: paired-end sequence assembler, short reads, assembling human genome, large
genomes, bloom filter,

Funding: Genome Canada ;
Genome British Columbia ;

British Columbia Cancer Foundation ;
NHGRI RO1HG007182



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_010709/resolver
http://www.bcgsc.ca/platform/bioinfo/software/abyss
https://pubmed.ncbi.nlm.nih.gov/19251739
https://dx.doi.org/10.1101/068338
https://dx.doi.org/10.1101/gr.214346.116

Availability: Free, Available for download, Freely available
Resource Name: ABySS

Resource ID: SCR_010709

Alternate IDs: biotools:abyss, OMICS 00006

Alternate URLSs: https://github.com/bcgsc/abyss, https://sources.debian.org/src/abyss/,
https://bio.tools/abyss,

Record Creation Time: 20220129T080300+0000

Record Last Update: 20250428T053623+0000

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

No alerts have been found for ABySS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 717 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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