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GENO3D

RRID:SCR_003183
Type: Tool

Proper Citation

GENO3D (RRID:SCR_003183)

Resource Information

URL: http://geno3d-pbil.ibcp.fr

Proper Citation: GENO3D (RRID:SCR_003183)

Description: An automatic web server for protein molecular modelling. Starting with a query
protein sequence, the server performs the homology modelling in six successive steps: (i)
identify homologous proteins with known 3D structures by using PSI-BLAST; (ii) provide the
user all potential templates through a very convenient user interface for target selection; (iii)
perform the alignment of both query and subject sequences; (iv) extract geometrical
restraints (dihedral angles and distances) for corresponding atoms between the query and
the template; (v) perform the 3D construction of the protein by using a distance geometry
approach and (vi) finally send the results by e-mail to the user. The strategy used in Geno3D
is comparative protein structure modelling by spatial restraints (distances and dihedral)
satisfaction.

Abbreviations: GENO3D

Resource Type: data analysis service, production service resource, analysis service
resource, service resource

Defining Citation: PMID:11836238

Keywords: protein, molecular modeling, 3d model, homology, comparative protein structure
modelling

Funding: Ministere de la recherche ;
Programme Bioinformatique inter-EPST ;
CNRS;

IMABIO ;



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_003183/resolver
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https://pubmed.ncbi.nlm.nih.gov/11836238

COMI ;
GENOME ;
Region Rhone-Alpes

Availability: Free for academic use

Resource Name: GENO3D

Resource ID: SCR_003183

Alternate IDs: nif-0000-30608

Record Creation Time: 20220129T080217+0000

Record Last Update: 20250419T054912+0000

Ratings and Alerts
No rating or validation information has been found for GENO3D.

No alerts have been found for GENO3D.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 61 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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and biophysical research communications, 592, 51.
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cucurbits. Current biology : CB, 32(11), 2390.
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Environments and Existence of Quasispecies. Viruses, 12(8).
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and-mouth disease virus with regard to vaccine quality. Virology journal, 15(1), 46.

Mohanta TK, et al. (2017) Genomics and evolutionary aspect of calcium signaling event in
calmodulin and calmodulin-like proteins in plants. BMC plant biology, 17(1), 38.

Gong M, et al. (2016) A newly discovered ubiquitin-conjugating enzyme E2 correlated with
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Thiyagarajan K, et al. (2016) Genomic Characterization of Phenylalanine Ammonia Lyase
Gene in Buckwheat. PloS one, 11(3), e0151187.
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on human proteases involved in inflammatory bowel diseases. Microbial cell factories, 15(1),
201.

Gaucher JF, et al. (2016) Biophysical Studies of the Induced Dimerization of Human VEGF
Receptor 1 Binding Domain by Divalent Metals Competing with VEGF-A. PloS one, 11(12),
e0167755.
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expression profiling of full-length dxr gene from Cymbopogon winterianus. FEBS open bio, 5,
325.
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Binder of Sperm Proteins (BSPs). PloS one, 10(9), e0137008.

Mamgain S, et al. (2015) Computer aided screening of natural compounds targeting the E6
protein of HPV using molecular docking. Bioinformation, 11(5), 236.
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members of sterol glycosyltransferases from Withania somnifera. BMC bioinformatics, 16(1),
120.
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reductase and glutathione reductase by nitration and S-nitrosylation. Journal of experimental
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Gallo LI, et al. (2014) TBC1D9B functions as a GTPase-activating protein for Rablla in
polarized MDCK cells. Molecular biology of the cell, 25(23), 3779.

Tan D, et al. (2014) An N-terminal splice variant of human Stat5a that interacts with different
transcription factors is the dominant form expressed in invasive ductal carcinoma. Cancer
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