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GlyProt

RRID:SCR_001560
Type: Tool

Proper Citation

GlyProt (RRID:SCR_001560)

Resource Information

URL: http://www.glycosciences.de/modeling/glyprot/

Proper Citation: GlyProt (RRID:SCR_001560)

Description: Web-based tool that enables meaningful N-glycan conformations to be
attached to all the spatially accessible potential N-glycosylation sites of a known three-
dimensional (3D) protein structure. The 3D structure of protein is required as input.
Potential N-glysylations site are automatically detected. The attached glycan are
constructed with SWEET-II, http://www.glycosciences.de/modeling/sweet2/doc/index.php

Abbreviations: GlyProt
Synonyms: GlyProt - In Silico Glycosylation of Proteins

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

Defining Citation: PMID:15980456

Keywords: glycosylation, protein, in silico, 3d structure, protein structure, glycan, n-
glycan, glycoprotein, bio.tools

Funding: DFG

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: GlyProt

Resource ID: SCR_001560

Alternate IDs: biotools:glyprot, nix_152875

Alternate URLSs: https://bio.tools/glyprot



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_001560/resolver
http://www.glycosciences.de/modeling/glyprot/
https://pubmed.ncbi.nlm.nih.gov/15980456

Old URLs: http://www.glycosciences.de/glyprot/
Record Creation Time: 20220129T080208+0000

Record Last Update: 20260728T043115+0000

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

No alerts have been found for GlyProt.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 39 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Seitz C, et al. (2020) Multiscale Simulations Examining Glycan Shield Effects on Drug
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