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of Energy Institute for Genomics and Proteomics

RRID:SCR_001921
Type: Tool

Proper Citation

University of California at Los Angeles - Department of Energy Institute for Genomics and
Proteomics (RRID:SCR_001921)

Resource Information

URL: http://www.doe-mbi.ucla.edu/

Proper Citation: University of California at Los Angeles - Department of Energy Institute
for Genomics and Proteomics (RRID:SCR_001921)

Description: The UCLA-DOE Institute for Genomics and Proteomics carries out research
in bioenergy, structural biology, genomics and proteomics, consistent with the research
mission of the United States Department of Energy. Major interests of the 12 Principal
Investigators and 9 Associate Members include systems approaches to organisms,
structural biology, bioinformatics, and bioenergetic systems. The Institute sponsors 5 Core
Technology Centers, for X-ray and NMR structural determination, bioinformatics and
computation, protein expression and purification, and biochemical instrumentation.
Services offered by this Institute: - Databases: * DIP (The Database of Interacting
Proteins): The DIPTM database catalogs experimentally determined interactions between
proteins. It combines information from a variety of sources to create a single, consistent
set of protein-protein interactions. * ProLinks Database of Functional Linkages: The
Prolinks database is a collection of inference methods used to predict functional linkages
between proteins. These methods include the Phylogenetic Profile method which uses the
presence and absence of proteins across multiple genomes to detect functional linkages;
the Gene Cluster method, which uses genome proximity to predict functional linkage;
Rosetta Stone, which uses a gene fusion event in a second organism to infer functional
relatedness; and the Gene Neighbor method, which uses both gene proximity and
phylogenetic distribution to infer linkage. - Data-to-Structure Servers: * SAVES Structure
Verification Server * Merohedral Twinning Test Server * SER Surface Entropy Reduction
Server * VERIFY3D Structure Verification Server * ERRAT Structure Verification Server -
Structure-to-Function Servers: * ProKnow Protein Functionator * Hot Patch Functional Site
Locator

Synonyms: UCLA-DOE
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Resource Type: data computation service, data or information resource, organization
portal, database, portal

Keywords: expression, functional linkage, gene, biochemical instrumentation,
bioenergetic system, bioenergy, bioinformatic, computation, genome, genomic, nmr,
organism, protein, protein-protein interaction, proteomic, purification, structural biology, x-
ray

Resource Name: University of California at Los Angeles - Department of Energy Institute
for Genomics and Proteomics

Resource ID: SCR_001921
Alternate IDs: nif-0000-10491
Record Creation Time: 20220129T080210+0000

Record Last Update: 20260729T044018+0000

Ratings and Alerts

No rating or validation information has been found for University of California at Los
Angeles - Department of Energy Institute for Genomics and Proteomics.

No alerts have been found for University of California at Los Angeles - Department of
Energy Institute for Genomics and Proteomics.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 4 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .

Zhong Y, et al. (2025) Coriander Derived E-2-Decenal Repels Fall Armyworm through
Dedicated Olfactory Coding Involving SfruOBP13. Journal of agricultural and food
chemistry, 73(33), 20770.

Abrams RPM, et al. (2025) An engineered cysteine sensor optimized for high-throughput
screening identifies regulators of intracellular thiol levels. Cell chemical biology, 32(11),
1381.

Philip J, et al. (2022) Cdc6 is sequentially regulated by PP2A-Cdc55, Cdcl14, and Sicl for
origin licensing in S. cerevisiae. eLlife, 11.

Theisen MK, et al. (2016) Stability of Ensemble Models Predicts Productivity of Enzymatic
Systems. PL0oS computational biology, 12(3), e1004800.
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