
Resource Summary Report

Generated by RRID on Apr 28, 2025

Dali Server
RRID:SCR_013433
Type: Tool

Proper Citation

Dali Server (RRID:SCR_013433)

Resource Information

URL: http://ekhidna.biocenter.helsinki.fi/dali_server

Proper Citation: Dali Server (RRID:SCR_013433)

Description: Network service for comparing protein structures in 3D. You submit the 
coordinates of a query protein structure and Dali compares them against those in the Protein 
Data Bank (PDB). You receive an email notification when the search has finished. In 
favourable cases, comparing 3D structures may reveal biologically interesting similarities that 
are not detectable by comparing sequences. Requests can also be submitted by e-mail to 
dali-server at helsinki dot fi. The body of the e-mail message must contain atomic 
coordinates in PDB format. If you want to know the structural neighbours of a protein already 
in the Protein Data Bank (PDB), you can find them in the Dali Database. If you want to 
superimpose two particular structures, you can do it in the pairwise DaliLite server. Academic 
users may download the DaliLite program for local use.

Synonyms: Dali

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

Defining Citation: PMID:20457744

Keywords: Protein structure comparison server, protein structure, comparison server, 
bio.tools, FASEB list

Funding:

Availability: Free, Freely available

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_013433/resolver
http://ekhidna.biocenter.helsinki.fi/dali_server
https://pubmed.ncbi.nlm.nih.gov/20457744


Resource Name: Dali Server

Resource ID: SCR_013433

Alternate IDs: biotools:dali

Alternate URLs: https://bio.tools/dali

Record Creation Time: 20220129T080316+0000

Record Last Update: 20250428T053752+0000

Ratings and Alerts

No rating or validation information has been found for Dali Server.

No alerts have been found for Dali Server.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 120 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID.
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