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Proper Citation

Hetero-compound Information Centre- Uppsala (RRID:SCR_007710)

Resource Information

URL: http://xray.bmc.uu.se/hicup/

Proper Citation: Hetero-compound Information Centre- Uppsala (RRID:SCR_007710)

Description: HIC-Up, the Hetero-compound Information Centre - Uppsala, a freely 
accessible resource for structural biologists who are dealing dealing with hetero-compounds 
("small molecules"). This site contains information about hetero-compounds encountered in 
files from the Protein Data Bank (PDB). For every compound, a subset of the following 
information is available: Coordinate files (PDB and text files) Visualisation files (Chime and 
VRML) Dictionary files (X-PLOR/CNS, O, TNT) Links to off-site databases and servers 
(PDBsum, EDS, PRODRG, Relibase, MSDchem, ChemDB, Jena HCD, etc.) Miscellaneous 
files and information

Synonyms: HIC-Up

Resource Type: database, data or information resource

Keywords: hetero-compounds, software

Funding:

Resource Name: Hetero-compound Information Centre- Uppsala

Resource ID: SCR_007710

Alternate IDs: nif-0000-02960

Record Creation Time: 20220129T080243+0000

Record Last Update: 20250503T055947+0000

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_007710/resolver
http://xray.bmc.uu.se/hicup/


Ratings and Alerts

No rating or validation information has been found for Hetero-compound Information Centre- 
Uppsala.

No alerts have been found for Hetero-compound Information Centre- Uppsala.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 21 mentions in open access literature.

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