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Proper Citation

BAliBASE (RRID:SCR_001940)

Resource Information

URL: http://lbgi.fr/balibase/

Proper Citation: BAliBASE (RRID:SCR_001940)

Description: A collection of high quality multiple sequence alignments for objective,
comparative studies of alignment algorithms. The alignments are constructed based on 3D
structure superposition and manually refined to ensure alignment of important functional
residues. A number of subsets are defined covering many of the most important problems
encountered when aligning real sets of proteins. It is specifically designed to serve as an
evaluation resource to address all the problems encountered when aligning complete
sequences. The first release provided sets of reference alignments dealing with the
problems of high variability, unequal repartition and large N/C-terminal extensions and
internal insertions. Version 2.0 of the database incorporates three new reference sets of
alignments containing structural repeats, trans-membrane sequences and circular
permutations to evaluate the accuracy of detection/prediction and alignment of these
complex sequences.
Within the resource, users can look at a list of all the alignments, download the whole
database by ftp, get the "c" program to compare a test alignment with the BAliBASE
reference (The source code for the program is freely available), or look at the results of a
comparison study of several multiple alignment programs, using BAliBASE reference sets.

Abbreviations: BAliBASE

Synonyms: Benchmark Alignment dataBASE

Resource Type: software resource, source code, data or information resource, data set

Defining Citation: PMID:16044462, PMID:11125126, PMID:10068696

Keywords: benchmark alignment, circular permutation, transmembrane sequence,
multiple sequence alignment, benchmark, reference alignment, sequence alignment,
sequence, alignment

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_001940/resolver
http://lbgi.fr/balibase/
https://pubmed.ncbi.nlm.nih.gov/16044462
https://pubmed.ncbi.nlm.nih.gov/11125126
https://pubmed.ncbi.nlm.nih.gov/10068696


Availability: Free, Available for download, Freely available

Resource Name: BAliBASE

Resource ID: SCR_001940

Alternate IDs: nif-0000-02594, OMICS_00971

Old URLs: http://www-bio3d-igbmc.u-strasbg.fr/balibase/, http://www-igbmc.u-
strasbg.fr/BioInfo/BAliBASE2/index.html

Record Creation Time: 20220129T080210+0000

Record Last Update: 20260728T043121+0000

Ratings and Alerts

No rating or validation information has been found for BAliBASE.

No alerts have been found for BAliBASE.

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 SPARC SAWG .
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