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Proper Citation

EDNA (RRID:SCR_012981)

Resource Information

URL: http://sourceforge.net/projects/msa-edna/

Proper Citation: EDNA (RRID:SCR_012981)

Description: Software for Multiple Sequence Alignment for Transcription Factor Binding 
Sites using Di nucleotides dependencies and relying on Free Interaction energies between 
neighbouring DNA bases to stabilise substitution energy of the alignment.

Abbreviations: EDNA

Synonyms: EDNA - Energy Based Multiple Sequence Alignment (MSA) for Binding Sites

Resource Type: software resource

Defining Citation: PMID:23990411

Keywords: matlab

Funding:

Availability: Creative Commons Attribution NonCommercial License, v2

Resource Name: EDNA

Resource ID: SCR_012981

Alternate IDs: OMICS_00974

Record Creation Time: 20220129T080313+0000

Record Last Update: 20250410T070321+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_012981/resolver
http://sourceforge.net/projects/msa-edna/
https://pubmed.ncbi.nlm.nih.gov/23990411


Ratings and Alerts

No rating or validation information has been found for EDNA.

No alerts have been found for EDNA.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 30 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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holoenzyme. Nature communications, 13(1), 6199.
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Structures of Lytic Polysaccharide Monooxygenases. Biomolecules, 12(2).
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Journal of neuroengineering and rehabilitation, 18(1), 165.

Ernits K, et al. (2021) Structural Insight into a Yeast Maltase-The BaAG2 from Blastobotrys 
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