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Proper Citation

BioLiP (RRID:SCR_027685)

Resource Information

URL: https://www.aideepmed.com/BioLiP/

Proper Citation: BioLiP (RRID:SCR_027685)

Description: Semi-manually curated database for biologically relevant ligand-protein
binding interactions. Structure data are collected primarily from Protein Data Bank (PDB),
with biological insights mined from literature and other specific databases. Database used
for serving needs of ligand-protein docking, virtual ligand screening and protein function
annotation.BioLiP2 offers significantly greater coverage of nucleic acid-protein
interactions, and interactions involving large complexes, integrates structural alignment
algorithms with structure prediction techniques, which enables composite protein structure
and sequence-based searching.

Synonyms: BioLiP2
Resource Type: database, data or information resource

Defining Citation: PMID:23087378, PMID:37522378

Keywords: curated database, ligand-protein binding interactions, ligand-protein docking,
virtual ligand screening, protein function annotation,

Funding: National Science Foundation ;
NIGMS GM083107;
NIGMS GM084222

Availability: Free, Freely available

Resource Name: BioLiP

Resource ID: SCR_027685

Record Creation Time: 20251120T080608+0000

Record Last Update: 20260808T190807+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_027685/resolver
https://www.aideepmed.com/BioLiP/
https://pubmed.ncbi.nlm.nih.gov/23087378
https://pubmed.ncbi.nlm.nih.gov/37522378

Ratings and Alerts
No rating or validation information has been found for BioLiP.

No alerts have been found for BioLiP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 127 mentions in open access literature.

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