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UCL Bioinformatics Group

RRID:SCR_010248
Type: Tool

Proper Citation

UCL Bioinformatics Group (RRID:SCR_010248)

Resource Information

URL.: http://bioinf.cs.ucl.ac.uk

Proper Citation: UCL Bioinformatics Group (RRID:SCR_010248)

Description: Group headed by Professor David Jones, and was originally founded as the
Joint Research Council funded Bioinformatics Unit within the Department of Computer
Science at University College London. Supports the following tools: Protein Structure
Prediction Threading (THREADER) Ab initio folding simulations Secondary structure
prediction (PSIPRED) Protein disorder prediction (DISOPRED) Protein domain prediction
(DomPred) Database of protein disorder (DisoDB) Protein Sequence Analysis Protein
function prediction (ffpred) Metsite: Metal binding residue prediction HSPred : Protein-
protein interaction characterisation Amino acid substitution matrices Hidden Markov
Models (collaboration with N. Goldman, Cambridge, & J. Thorne, NCSU) Genome
Analysis Genomic fold recognition (GenTHREADER) Genome annotation using software
agents Protein Structure Classification CATH (collaboration with J. Thornton & C. Orengo,
UCL Biochemistry) Transmembrane Protein Modelling MEMSAT & MEMSATSVM Folding
In Lipid Membranes (FILM) MEMPACK Biological Applications of Data-mining and
Machine Learning Techniques Information extraction for biological research (BioRat)
Microarray Analysis Data integration for microarray analysis Data visualization Systems
Biology Systems biology applied to stem cells Legacy Services (to be retired shortly)
Comparison of structure classifications (CATH/SCOP/FSSP) Genomic Threading
Database (GTD)

Resource Type: organization portal, software resource, portal, software repository, data
or information resource

Keywords: FASEB list
Resource Name: UCL Bioinformatics Group
Resource ID: SCR_010248

Alternate IDs: nIx_156885
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Record Creation Time: 20220129T080257+0000

Record Last Update: 20260728T043334+0000

Ratings and Alerts
No rating or validation information has been found for UCL Bioinformatics Group.

No alerts have been found for UCL Bioinformatics Group.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 190 mentions in open access literature.

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