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Results show that conventional gene finding software (e.g. GeneScanWI[5] and GeneMark[6])

predict reasonably well V-GENE. The reason is that the structure of a V-GENE is the closest of a
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conventional gene. Indeed, V-GENE contains a common recognizable peptide signal and splicing
sites. The major differences between conventional genes and V-, D- and J-GENEs is the presence
of recombination signals and the shortness of the D- and J-REGIONs. IMGT/LIGMotif takes in
account these additional charactristics which explains higher performance in gene prediction.
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Moreover IMGT/LIGMotif provides detailed standardized gene annotations.

- : false predicted gene,=: false negative, + : true predicted gene

Conclusion and perspectives

The combination of BLASTN and pattern matching in IMGT/LIGMotif allows the prediction of IG
and TR genes in genomic sequences and the standardized description. This facilitates the
annotation process by providing the delimitation of IMGT labels. The tool works on IG and TR
loci of human and mouse. Preliminary work shows that the software works for IG and TR loci of
other vertebrates species. Sets of patterns will be added accordingly to new genomic loci.
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