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The ultimate goal of QTL analysis is identification of genes underlying complex traits, which is a very difficult task in large farm
animals. In addition, the obtained results are less reliable due to the variation in genetic background and population specific
interactions between loci. The recent developments in molecular biology opened the possibility to exploit heterologous animal
models and allowed integration of information from different sources and complementation of different pieces of evidence to
support involvement of candidate loci in investigated traits.
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F Genetic variation data - Ensembl database (http://www.ensembl.org/),
F Pathway analysis - The Ingenuity Pathway Analysis programme (http://www.ingenuity.com ),

F Putative target sites for mammary gland expressed miRNAs in candidate genes - Sanger's mir-Base Targets
(http://microrna.sanger.ac.uk/), and polymorphic targets - Patrocles database (http:/ / www.patrocles.org/).

Results and discussion

F Database consisting of 934 candidate loci available online: http://www.bfro.uni-lj.si/ Kat genet/genetika/mammary gland.xls

F Genetic marker map revealing positional candidates and regions with high density of loci (Figure 1),
F Pathway analysis of candidate genes revealing possible novel candidate genes (Figure 2),
F Identification and in silico analysis of 44 most promising candidate genes (Figure 3),

F Target search for cattle mammary gland expressed miRNAs identified 359 putative binding sites
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Conclusions: The created database represents a new research tool integrating different types of data offering genetic background
for subsequent functional studies and opens as well the possibility to introduce complex decision making strategies which
integrate multiple pieces of evidence supporting the candidate status of the selected region.




