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Following recent sequencing of new genomes, the requirement in annotation has become significantly more important.
The development of bioinformatics methods and software allows to analyze nucleotide and amino acid sequences in an
automatic way. However the generalist approaches do not take into account the characteristics of the immunoglobulin
(IG) and T cell receptor (TR) sequences. In order to overcome that problem, we will set up a new system based on the
Hidden Markov Models (HMMs). We will create specific models of HMMs which will contain profiles of IG and TR coding
regions for each gene and allele based on the IMGT unique numbering for V-DOMAIN and C-DOMAIN. This will be extended
to the V-LIKE and C-LIKE domains of the proteins that belong to the immunoglobulin superfamily IgSF. The HMMs, together
with phylogenetic analysis, will be used for the identification and annotation of newly sequenced IgSF genes and proteins,
and in the study of multigene family evolution.
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Analyse a query sequence by searching IMGT/HMMs
Cut and paste your sequence here.
FASTA format or raw sequence are acceplable:
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