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Proper Citation

MHCBN: A comprehensive database of MHC binding and non-binding peptides
(RRID:SCR_007785)

Resource Information

URL: http://www.imtech.res.in/raghava/mhcbn/

Proper Citation: MHCBN: A comprehensive database of MHC binding and non-binding
peptides (RRID:SCR_007785)

Description: The MHCBN is a curated database consisting of detailed information about
Major Histocompatibility Complex (MHC) Binding,Non-binding peptides and T-cell
epitopes. The version 4.0 of database provides information about peptides interacting with
TAP and MHC linked autoimmune diseases.

Synonyms: MHCBN

Resource Type: database, data or information resource

Resource Name: MHCBN: A comprehensive database of MHC binding and non-binding
peptides

Resource ID: SCR_007785

Alternate IDs: nif-0000-03123

Record Creation Time: 20220129T080243+0000

Record Last Update: 20260725T191150+0000

Ratings and Alerts

No rating or validation information has been found for MHCBN: A comprehensive
database of MHC binding and non-binding peptides.

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_007785/resolver
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_007785/resolver
http://www.imtech.res.in/raghava/mhcbn/


No alerts have been found for MHCBN: A comprehensive database of MHC binding and
non-binding peptides.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 16 mentions in open access literature.

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