Resource Summary Report

Generated by dkNET on May 1, 2025

NetMHC

RRID:SCR_021651
Type: Tool

Proper Citation

NetMHC (RRID:SCR_021651)

Resource Information

URL: https://services.healthtech.dtu.dk/service.php?NetMHC-4.0

Proper Citation: NetMHC (RRID:SCR_021651)

Description: Web tool for binding prediction of peptides to MHC class | molecules. The
newest version NetMHC- 4.0 is used for prediction of peptide MHC class | binding affinity
using gapped sequence alignment that allows insertions and deletions in alignment.

Synonyms: NetMHC- 3.0, NetMHC- 2.1, NetMHC- 2.0, NetMHC- 1.0, NetMHC- 3.2,
NetMHC- 4.0, NetMHC-3.4

Resource Type: software resource, service resource, production service resource, analysis
service resource, web service, data access protocol

Defining Citation: PMID:18463140, PMID:26515819

Keywords: Gapped sequence alignment, peptide-MHC, artificial neural networks, MHC
class | system, histocompatibility complex, peptide binding, binding prediction

Funding:

Availability: Free, Freely available

Resource Name: NetMHC

Resource ID: SCR_021651

Record Creation Time: 20220129T080356+0000

Record Last Update: 20250501T081551+0000
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Ratings and Alerts
No rating or validation information has been found for NetMHC.

No alerts have been found for NetMHC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.

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