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The analysis of expressed repertoires of antigen receptors - immunoglobulins (IG) or antibodies and T cell receptors (TR) - represents a huge challenge for the study of the
adaptive immune response in normal and disease-related situations, such as viral infections. To answer that need IMGT®, the international ImMMunoGeneTics information
system® (http://www.imgt.org) has developed IMGT/HighV-QUEST [1,2] for the analysis of large repertoires of |G and TR sequences from NGS, which analyses up to 150,000
sequences per run, and provides statistical analysis for up to 450,000 sequences. IMGT/HighV-QUEST identifies the V, D, J genes and alleles by alignment with the germline
G and TR gene and allele sequences of the IMGT reference directory, which is constructed with data resulting from IMGT expert annotation. IMGT/HIghV-QUEST integrates
MGT/JunctionAnalysis for a detailed analysis of the V-J and V-D-J junctions, and IMGT/Automat for a full V-J and V-D-J annotation. This analysis is based on
MGT-ONTOLOGY [3], the first ONTOLOGY in immunogenetics and immunoinformatics. IMGT-ONTOLOGY includes concepts of identification (IMGT standardized keywords),
description (IMGT standardized labels), classification (IMGT standardized nomenclature: IMGT gene and allele names approved by HGNC and used by NCBI Gene) and
numerotation (IMGT unique numbering and IMGT Colliers de Perles: widely used for antibody engineering and humanization). IMGT® standards are the basis of IMGT®
biocuration. Based on them, IMGT/HighV-QUEST analyses NGS sequences of the expressed repertoires of antigen receptors with the same degree of accuracy and detailed

annotation (539 columns) as IMGT/V-QUEST online. Since October 2010, more than 311 millions of sequences from 496 users (21/03/13) have been analysed.
[1] Alamyar E et al. Mol Biol 882:569-604, 2012. [2] Alamyar E et al. Inmunome Res 8(1):26, 2012. [3] Giudicelli V and Lefranc M-P, Front Genet, 3:79, 2012.
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