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IMGT®, the international ImMunoGeneTics information system®, created in 1989 at Montpellier, France (CNRS and Université
Montpellier II)

e Is the international reference in immunogenetics and immunoinformatics

e contains:
- Immunoglobulin superfamily (IgSF) proteins [immunoglobulins (IG), T cell receptors (TR), and proteins other than IG and TR with at least one domain of V
type or C type]
- MHC superfamily (MhcSF) proteins [major histocompatibility complex (MHC) and proteins other than MHC with domains of G type]

e provides standardized data based on the IMGT-ONTOLOGY concepts
e uses IMGT unique numbering for domains of V type (V, V-LIKE), C type (C, C-LIKE) and G type (G, G-LIKE)
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