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:&:Eiﬂ:ﬁﬁ;g A|Ignment8 Of a”eles Alignments of alleles are nucleotide and amino acid alignments of the core (V-REGION, D-
- REGION, J-REGION and C-REGION) of all immunoglobulin (IG) and T cell receptor (TR) genes
which have, at least, one open reading frame (ORF) or one functional allele. Alignments of alleles
are displayed with gaps according to the IMGT unique numbering. All known sequences for the
different alleles are displayed by comparison to the IMGT reference sequence of allele *01.

e Tables of alleles

0170 Te | Tables of alleles show the description of allelic polymorphisms for IG and TR V-REGION, D-
G T ) )

TG REGION, J-REGION or C-REGION. Allele names are defined at the "species" level.
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Protei n disp|ays Protein displays are alignments of translated sequences of IG, TR and major histocompatibility
complex (MHC).
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Allotypes and isotypes provide information that bridges the gap between serological markers
and genes and alleles. Isotypes are IG chains encoded by genes present in all individuals of a
A| | Otypes same species. Isotypes of the constant domain are a criteria of the identification of the IG or TR
chain types. This does not exclude that these same IG or TR chain be characterized by different
e |SOtypeS isotypes of the variable domain. Allotypes are encoded by alleles of a gene and differ between
s individuals.
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2D and 3D structure analysis

. IMGT Colliers de Perles are 2D graphical representations based on the IMGT unique

IMGT Colliers de Perles numbering. They are provided for the V-REGION, V-DOMAIN and C-DOMAIN of the IG and TR,
B the V-LIKE-DOMAIN and C-LIKE-DOMAIN of proteins other than IG or TR, the G-DOMAIN of the

3D rep res entat on MHC, and the G-LIKE-DOMAIN of the proteins other than MHC.

_ _ IMGT Colliers de Perles and 3D representations of IG, TR and MHC domains allow to bridge the
FR IMGT and CDR IMGT gap between sequences and 3D structures and to delimit standardized framework regions (FR-
Kaas, Q. et al., IMGT) and complementarity determining regions (CDR-IMGT) of the V type domains.
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IMGT Other Web resources

IMGT Scientific chart IMGT Bloc-notes .
| The IMGT Medical page IMGT Immunoinformatics page

The IMGT Veterinary page IMGT Education Interesting links
The IMGT Biotechnology page IMGT Aide-mémoire
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