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COBALT: Constraint-based Multiple Alignment Tool

RRID:SCR_004152
Type: Tool

Proper Citation

COBALT: Constraint-based Multiple Alignment Tool (RRID:SCR_004152)

Resource Information

URL.: http://www.ncbi.nim.nih.gov/tools/cobalt/cobalt.cgi?link _loc=BlastHomeAd

Proper Citation: COBALT: Constraint-based Multiple Alignment Tool (RRID:SCR_004152)

Description: COBALT is a multiple sequence alignment tool that finds a collection of
pairwise constraints derived from conserved domain database, protein motif database, and
seqguence similarity, using RPS-BLAST, BLASTP, and PHI-BLAST. Pairwise constraints are
then incorporated into a progressive multiple alignment. A Linux executable for COBALT,
and CDD and PROSITE data used is available at
ftp://ftp.ncbi.nim.nih.gov/pub/agarwala/cobalt/ COBALT has reasonable runtime performance
and alignment accuracy comparable to or exceeding that of other tools for a broad range of
problems.

Synonyms: NCBI COBALT, NCBI Constraint-based Multiple Alignment Tool, Constraint-
based Multiple Alignment Tool

Resource Type: software resource, computation service resource

Defining Citation: PMID:17332019

Keywords: gold standard

Funding:

Resource Name: COBALT: Constraint-based Multiple Alignment Tool
Resource ID: SCR_004152

Alternate IDs: nlx_17358
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https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_004152/resolver
http://www.ncbi.nlm.nih.gov/tools/cobalt/cobalt.cgi?link_loc=BlastHomeAd
https://pubmed.ncbi.nlm.nih.gov/17332019

Record Creation Time: 20220129T080223+0000

Record Last Update: 20250509T055640+0000

Ratings and Alerts

No rating or validation information has been found for COBALT: Constraint-based Multiple
Alignment Tool.

No alerts have been found for COBALT: Constraint-based Multiple Alignment Tool.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.

Schott CR, et al. (2024) Osteosarcoma PDX-Derived Cell Line Models for Preclinical Drug
Evaluation Demonstrate Metastasis Inhibition by Dinaciclib through a Genome-Targeted
Approach. Clinical cancer research : an official journal of the American Association for
Cancer Research, 30(4), 849.
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