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The final steps of genetic mapping research programs require close analysis of several QTL regions to 
select candidate genes for further studies. Despite several websites (NCBI genome browser, Ensembl 
Browser, UCSC Genome Browser) or web tools (Biomart, Galaxy) developed to achieve this task, the 
selection of candidate genes remains a laborious process. The information made available on the more 
prominent websites differs slightly in terms of gene prediction and functional annotation, while other 
websites provide extra information that researchers may want to use (HGNC approved gene symbols, Gene 
Ontology Annotation or functional data, conservation of synteny with other species, etc.). It is possible to 
manually merge and compare this information for one QTL containing few genes, but not for many different 
QTL regions containing dozens of genes.  

Here, we propose a web tool that, for a given region of interest, merges the list of genes available in 
NCBI and Ensembl, removes redundancy, adds functional annotations from different prominent web sites, 
and highlights the genes for which functional annotation fits the biological function or diseases of interest. 
The tool is dedicated to sequenced species of livestock including cattle, pig, chicken, and horse as well as 
dog, i.e. species that have been extensively studied (with over 8000 QTLs detected; see 
http://www.animalgenome.org/cgi-bin/QTLdb/index). Nevertheless, the family designs and the low number 
of animals used in these species, most of the studies use linkage analysis, and the QTL regions identified 
remain large (containing dozens of genes). Conversely, in human and model species, most analyses now 
draw heavily on association studies involving large cohorts, thus providing more power and accuracy, and 
the web tools already available focus on these species through functional annotation of SNPs in association 
with the trait [1-3]. As most of these tools focus on the SNP annotation itself, describing whether the SNP is 
located in a gene, then a coding sequence could have a functional effect, etc. While these web tools are 
highly efficient in providing a good annotation for specific SNPs, they clearly cannot be used to collect 
information on the large regions obtained in livestock species. 

AnnotQTL is a web tool designed to gather the functional annotation of different prominent websites 
while minimizing redundant information. Using all known information substantially accelerates the gene 
analysis of QTL regions for livestock species traits and improves the selection of candidate genes. The 
AnnotQTL web tool is available at http://annotqtl.genouest.org. 
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