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ABACAS

RRID:SCR_015852
Type: Tool

Proper Citation

ABACAS (RRID:SCR_015852)

Resource Information

URL.: http://abacas.sourceforge.net

Proper Citation: ABACAS (RRID:SCR_015852)

Description: Software that contiguates (align, order, orientate), visualizes and designs
primers to close gaps on shotgun assembled contigs based on a reference sequence.
ABACAS finds alignment positions and identifies syntenies of assembled contigs against the
reference, then generates a pseudomolecule taking overlapping contigs and gaps into
account.

Abbreviations: ABACAS

Synonyms: ABACAS: Algorithm Based Automatic Contiguation of Assembled Sequences,
Algorithm Based Automatic Contiguation of Assembled Sequences (ABACAS), Algorithm
Based Automatic Contiguation of Assembled Sequences

Resource Type: software application, software resource

Keywords: contiguation, primer, shotgun assembled contig, reference sequence, assembled
sequence

Funding: European Union LSHP-LT-2004-503578;
Wellcome Trust Sanger Institute

Availability: Free, Available for download
Resource Name: ABACAS

Resource ID: SCR_015852



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_015852/resolver
http://abacas.sourceforge.net

Alternate IDs: OMICS 06933

Alternate URLSs: https://sourceforge.net/projects/abacas/files/,
https://sources.debian.org/src/abacas/

License: GNU General Public License 2.0
Record Creation Time: 20220129T080327+0000

Record Last Update: 20250428T053933+0000

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

No alerts have been found for ABACAS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 171 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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