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Type: Tool

Proper Citation

NetNGlyc (RRID:SCR_001570)

Resource Information

URL: https://services.healthtech.dtu.dk/services/NetNGlyc-1.0/

Proper Citation: NetNGlyc (RRID:SCR_001570)

Description: Server that predicts N-Glycosylation sites in human proteins using artificial
neural networks that examine the sequence context of Asn-Xaa-Ser/Thr sequons.
NetNGlyc 1.0 is also available as a stand-alone software package, with the same
functionality as the service above. Ready-to-ship packages exist for the most common
UNIX platforms.

Abbreviations: NetNGlyc
Synonyms: NetNGlyc Server

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

Keywords: predict, n-glycosylation site, human, protein, neural network, sequence, asn-
xaa-ser/thr sequon, glycoprotein, bio.tools

Availability: Free, Freely available

Resource Name: NetNGlyc

Resource ID: SCR_001570

Alternate IDs: nIx_153863, biotools:netnglyc
Alternate URLSs: https://bio.tools/netnglyc
Record Creation Time: 20220129T080208+0000

Record Last Update: 20260731T042615+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_001570/resolver
https://services.healthtech.dtu.dk/services/NetNGlyc-1.0/

No rating or validation information has been found for NetNGlyc.

No alerts have been found for NetNGlyc.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1753 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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