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Proper Citation

DP-Bind: a web server for sequence-based prediction of DNA-binding residues in DNA-
binding proteins (RRID:SCR_003039)

Resource Information

URL.: http://Icg.rit.albany.edu/dp-bind

Proper Citation: DP-Bind: a web server for sequence-based prediction of DNA-binding
residues in DNA-binding proteins (RRID:SCR_003039)

Description: This web-server takes a user-supplied sequence of a DNA-binding protein and
predicts residue positions involved in interactions with DNA. Prediction can be performed
using a profile of evolutionary conservation of the input sequence automatically generated by
the web-server or the input sequence alone. Three prediction methods are run for each input
sequence and consensus prediction is generated.

Abbreviations: DP-Bind

Resource Type: analysis service resource, data analysis service, service resource,
production service resource

Defining Citation: PMID:17237068, PMID:16568445

Keywords: dna binding
Funding: NLM 1R03LM009034-01

Resource Name: DP-Bind: a web server for sequence-based prediction of DNA-binding
residues in DNA-binding proteins

Resource ID: SCR_003039
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Ratings and Alerts

No rating or validation information has been found for DP-Bind: a web server for sequence-
based prediction of DNA-binding residues in DNA-binding proteins.

No alerts have been found for DP-Bind: a web server for sequence-based prediction of DNA-
binding residues in DNA-binding proteins.
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We found 19 mentions in open access literature.
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