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ConSurf Database

RRID:SCR_002320
Type: Tool

Proper Citation

ConSurf Database (RRID:SCR_002320)

Resource Information

URL.: http://consurfdb.tau.ac.il/

Proper Citation: ConSurf Database (RRID:SCR_002320)

Description: Provides pre-calculated evolutionary conservation profiles for proteins of
known structure in the PDB. Enables flexibility in setting the parameters of the calculation,
and accepts optional uploads of atomic coordinates, multiple sequence alignments, and
phylogenetic trees for use in the calculation of conservation profiles.

Abbreviations: ConSurfDB

Synonyms: , consurf-db, ConSurf-DataBase, ConSurf-DB, ConSurfDB, ConSurf Server
Database, ConSurfDataBase, ConSurf- Data Base

Resource Type: data or information resource, database, service resource

Defining Citation: PMID:20478830, PMID:15980475, PMID:12499312, PMID:11243830

Keywords: PDB, Protein DataBase, evolution, conservation, protein, structure, pre-
calculated, profile, FASEB list

Funding: Tel Aviv University; Ramat Aviv; Israel

Availability: Free, Freely available

Resource Name: ConSurf Database

Resource ID: SCR_002320

Alternate IDs: nif-0000-21098, SCR_007609, BioTools:consurf-db, nif-0000-02685
Alternate URLSs: http://bental.tau.ac.il/new_ConSurfDB/, https://bio.tools/consurf-db

Old URLSs: http://consurf-hssp.tau.ac.il
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https://pubmed.ncbi.nlm.nih.gov/11243830

Record Creation Time: 20220129T080212+0000

Record Last Update: 20260811T043141+0000

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

No alerts have been found for ConSurf Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 318 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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comprehensive functional landscape of variants during tumorigenesis. Proceedings of the
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outbreak in the USA. Journal, genetic engineering & biotechnology, 23(3), 100547.
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Immunodominant Domain Nanopatrticles to Elicit Broad Antibody Responses. Research
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preprint server for biology.
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PPP1R15B. Molecular cell, 84(3), 506.
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Related Cone-Rod Dystrophies in a Mexican Cohort. Journal of ophthalmology, 2024,
4003914.

Navratna V, et al. (2024) Structure of the human heparan-?-glucosaminide N-
acetyltransferase (HGSNAT). eLife, 13.

Heinzinger M, et al. (2024) Bilingual language model for protein sequence and structure.
NAR genomics and bioinformatics, 6(4), lgae150.

Li Y, et al. (2024) Modification of the active centre of nattokinase to enhance its
thermostability using a strategy based on molecular dynamics simulation, steered
dynamics simulation, and conservative prediction. Frontiers in nutrition, 11, 1505584.




