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Proper Citation

SYFPEITHI: A Database for MHC Ligands and Peptide Motifs (RRID:SCR_013182)

Resource Information

URL: http://www.syfpeithi.de/

Proper Citation: SYFPEITHI: A Database for MHC Ligands and Peptide Motifs
(RRID:SCR_013182)

Description: SYFPEITHI is a database comprising more than 7000 peptide sequences
known to bind class | and class Il MHC molecules. The entries are compiled from
published reports only. It contains a collection of MHC class | and class Il ligands and
peptide motifs of humans and other species, such as apes, cattle, chicken, and mouse, for
example, and is continuously updated. Searches for MHC alleles, MHC maotifs, natural
ligands, T-cell epitopes, source proteins/organisms and references are possible.
Hyperlinks to the EMBL and PubMed databases are included. In addition, ligand
predictions are available for a number of MHC allelic products. The database is based on
previous publications on T-cell epitopes and MHC ligands. It contains information on: -
Peptide sequences -anchor positions -MHC specificity -source proteins, source organisms
-publication references Since the number of motifs continuously increases, it was
necessary to set up a database which facilitates the search for peptides and allows the
prediction of T-cell epitopes. The prediction is based on published motifs (pool
sequencing, natural ligands) and takes into consideration the amino acids in the anchor
and auxiliary anchor positions, as well as other frequent amino acids. The score is
calculated according to the following rules: The amino acids of a certain peptide are given
a specific value depending on whether they are anchor, auxiliary anchor or preferred
residue. Ideal anchors will be given 10 points, unusual anchors 6-8 points, auxiliary
anchors 4-6 and preferred residues 1-4 points. Amino acids that are regarded as having a
negative effect on the binding ability are given values between -1 and -3. Sponsors:
SYFPEITHI is supported by DFG-Sonderforschungsbereich 685 and theEuropean Union:
EU BIOMED CT95-1627, BIOTECH CT95-0263, and EU QLQ-CT-1999-00713.

Abbreviations: SYFPEITHI

Synonyms: SYFPEITHI
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Resource Type: database, data or information resource

Keywords: epitope, allele, allelic, amino acid, ape, bind, cattle, chicken, class i, class ii,
human, immunological database, ligand, mhc, molecule, motif, mouse, natural, organism,
peptide, product, protein, sequence, specie, t-cell, bio.tools, FASEB list

Resource Name: SYFPEITHI: A Database for MHC Ligands and Peptide Motifs
Resource ID: SCR_013182

Alternate IDs: nif-0000-21383, biotools:syfpeithi

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

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260725T7191204+0000

Ratings and Alerts

No rating or validation information has been found for SYFPEITHI: A Database for MHC
Ligands and Peptide Motifs.

No alerts have been found for SYFPEITHI: A Database for MHC Ligands and Peptide
Motifs.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 258 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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therapeutics, 7(2), 177.
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