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Proper Citation

NetMHCpan Server (RRID:SCR_018182)

Resource Information

URL: http://www.cbs.dtu.dk/services/NetMHCpan/

Proper Citation: NetMHCpan Server (RRID:SCR_018182)

Description: Web server for quantitative prediction of peptide binding to any MHC
molecule of known sequence using artificial neural networks. Characterizes binding
specificity of given major histocompatibility complex molecule and predicts peptide length
profile and peptide binding affinity. NetMHCpan 3.0 is improved prediction of binding to
MHC class I molecules integrating information from multiple receptor and peptide length
data sets. NetMHCpan 4.0 is trained on naturally eluted ligands and on peptide binding
affinity data. NetMHCpan-4.1 server predicts binding of peptides to any MHC molecule of
known sequence using artificial neural networks (ANNs).

Synonyms: NetMHCpan 1.0, NetMHCpan 3.0, NetMHCpan 2.0, NetMHCpan 4.1,
NetMHCpan 4.0, NetMHCpan

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

Defining Citation: PMID:19002680, PMID:28978689

Keywords: Quantitative prediction, peptide binding, MHC molecule, artificial neural
network, Major Histocompatibilty Complex, peptide length, peptide binding affinity, data,
bio.tools

Funding: Agencia Nacional de Promoción Científica y Tecnológica ;
Argentina ;
NIAID

Availability: Free, Available for download, Freely Available

Resource Name: NetMHCpan Server

Resource ID: SCR_018182

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018182/resolver
http://www.cbs.dtu.dk/services/NetMHCpan/
https://pubmed.ncbi.nlm.nih.gov/19002680
https://pubmed.ncbi.nlm.nih.gov/28978689


Alternate IDs: biotools:netmhcpan

Alternate URLs: https://bio.tools/netmhcpan,
https://services.healthtech.dtu.dk/services/NetMHCpan-4.1/

Record Creation Time: 20220129T080339+0000

Record Last Update: 20260821T194125+0000

Ratings and Alerts

No rating or validation information has been found for NetMHCpan Server.

No alerts have been found for NetMHCpan Server.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 169 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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myeloid leukemia. iScience, 29(6), 115944.
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e0334662.
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Jwo SH, et al. (2025) Dual prophylactic and therapeutic potential of iPSC-based vaccines
and neoantigen discovery in colorectal cancer. Theranostics, 15(12), 5890.

Goswami S, et al. (2025) Immune checkpoint inhibitors plus debulking surgery for patients
with metastatic renal cell carcinoma: clinical outcomes and immunological correlates of a
prospective pilot trial. Nature communications, 16(1), 1846.
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antigen epitopes for immune targets with point mutations in colitis-associated colorectal
cancer. Discover oncology, 17(1), 189.
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Veterinary medicine international, 2025, 6785087.
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research : BCR, 27(1), 19.
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a multi-epitope based vaccine against the foot-and-mouth disease virus. Scientific reports,
15(1), 35911.
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