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RRID:SCR_012982
Type: Tool

Proper Citation

MSAProbs (RRID:SCR_012982)

Resource Information

URL: http://sourceforge.net/projects/msaprobs/

Proper Citation: MSAProbs (RRID:SCR_012982)

Description: An open-source protein multiple sequence ailgnment algorithm, achieving
the stastistically highest alignment accuracy on popular benchmarks.

Abbreviations: MSAProbs

Synonyms: MSAProbs: Multiple Sequence Alignment

Resource Type: software resource

Defining Citation: PMID:20576627

Keywords: c++

Availability: GNU General Public License, v3

Resource Name: MSAProbs

Resource ID: SCR_012982

Alternate IDs: OMICS_00980

Record Creation Time: 20220129T080313+0000

Record Last Update: 20260725T190742+0000

Ratings and Alerts

No rating or validation information has been found for MSAProbs.

No alerts have been found for MSAProbs.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_012982/resolver
http://sourceforge.net/projects/msaprobs/
https://pubmed.ncbi.nlm.nih.gov/20576627


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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22(4), 591.
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protein-coding genes linked to human disease in Plasmodium falciparum genome. BMC
genomics, 19(1), 312.
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