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Database of Secondary Structure Assignments

RRID:SCR_002725
Type: Tool

Proper Citation

Database of Secondary Structure Assignments (RRID:SCR_002725)

Resource Information

URL: http://swift.cmbi.ru.nl/gv/dssp/

Proper Citation: Database of Secondary Structure Assignments (RRID:SCR_002725)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023. Database of secondary structure assignments (and much more) for all protein
entries in the Protein Data Bank (PDB) and the program that calculates DSSP entries from
PDB entries. DSSP is distributed on a basis of trust and instructions are available on the
site. * Precompiled executables are also available for Linux and Windows. (The Windows
.exe file was compiled under Linux using Mingw32, has never seen a Windows
environment and should thus be virus-free. Download the source if you want to be 100%
sure.) Under Windows the DSSP output does not make it to the console, so redirect it to a
file instead: dsspcmbi source.pdb destination.dssp > messages.txt * Several changes
have been made to the DSSP program to solve problems with recent PDB files. These are
documented in the source code. * FTP access to the DSSP files resides at the CMBI:
ftp.cmbi.kun.nl/pub/molbio/data/dssp or ftp://ftp.ebi.ac.uk/pub/databases/dssp/. If you have
problems downloading the DSSP files, it is likely that your FTP program is not able to
handle tens of thousands of files in one directory. In this case, install a proper FTP
program, for example NCFTP. However, it is recommended that you download DSSP files
with the rsync command.

Abbreviations: DSSP
Resource Type: database, data or information resource, software resource

Defining Citation: PMID:6667333, PMID:21071423

Keywords: amino acid sequence, hydrogen bonding, protein conformation, proteins, gold
standard, bio.tools, FASEB list

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Database of Secondary Structure Assignments
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https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002725/resolver
http://swift.cmbi.ru.nl/gv/dssp/
https://pubmed.ncbi.nlm.nih.gov/6667333
https://pubmed.ncbi.nlm.nih.gov/21071423

Resource ID: SCR_002725
Alternate IDs: nif-0000-23901, biotools:dssp, OMICS 06247

Alternate URLSs: http://srs.ebi.ac.uk/srsbin/cgi-bin/wgetz?-page+Libinfo+-lib+DSSP,
https://bio.tools/dssp, https://sources.debian.org/src/dssp/

Old URLSs: http://www.sander.ebi.ac.uk/dssp/
Record Creation Time: 20220129T080215+0000

Record Last Update: 20260728T043133+0000

Ratings and Alerts

No rating or validation information has been found for Database of Secondary Structure
Assignments.

No alerts have been found for Database of Secondary Structure Assignments.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 59 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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