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Proper Citation

Structure-function linkage database (RRID:SCR_001375)

Resource Information

URL: http://sfld.rbvi.ucsf.edu/

Proper Citation: Structure-function linkage database (RRID:SCR_001375)

Description: A database of hierarchical classification of enzymes that relates specific
sequence-structure features to specific chemical capabilities. The SFLD classifies
evolutionarily related enzymes according to shared chemical functions and maps these
shared functions to conserved active site features. The classification is hierarchical, where
broader levels encompass more distantly related proteins with fewer shared features. It
thus serves as the analysis and archive site for superfamilies targeted by the Enzyme
Function Initiative, and is developed by the Babbitt Laboratory in collaboration with the
UCSF Resource for Biocomputing, Visualization, and Informatics. The resource also
provides a collection of tools and data for investigating sequence-structure-function
relationships and hypothesizing function.

Abbreviations: SFLD

Resource Type: data or information resource, database

Defining Citation: PMID:18428763, PMID:16489747

Keywords: software, enzyme, structure-function relationship, blast, reaction, superfamily,
hidden markov model, sequence alignment, protein similarity network, sequence,
structure, function

Funding: NIGMS R01GM60595;
NIGMS P01GM071790;
NIGMS U54GM093342

Availability: Free, Freely available,

Resource Name: Structure-function linkage database

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_001375/resolver
http://sfld.rbvi.ucsf.edu/
https://pubmed.ncbi.nlm.nih.gov/18428763
https://pubmed.ncbi.nlm.nih.gov/16489747


Resource ID: SCR_001375

Alternate IDs: nlx_152532

Record Creation Time: 20220129T080207+0000

Record Last Update: 20260729T044010+0000

Ratings and Alerts

No rating or validation information has been found for Structure-function linkage database.

No alerts have been found for Structure-function linkage database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 17 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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