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The following is an example using QTL regions that are associated to milk fat yield. To begin, we use the
“Region search” and paste regions corresponding to QTL locations on base pair coordinates in the format

“chr:start..end’:
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We have also created specialized search interfaces that focus on differences in annotations and assembly versions, e e ot B il i e o
and provide easy navigation to novel genes on genome browsers. The Annotation Assembly Comparison Tool allows
users to lookup locations of genes on two bovine assemblies (UMD3.1 and Btau_4.6.1). The EnsembIl-NCBI
Comparison Tool allows users to investigate disagreements in gene models across gene sets. The Predicted
Transcript RNAseq Read Count Tool provides counts of spliced RNAseq read alignments to predicted transcripts to aid Figure 3. (left) BovineMine’s Region search page and (right) results page containing genes that overlap the
selection of RNAseq tracks in JBrowse. The Candidate Novel Protein Coding Gene Search Tool allows users to easily regions of interest.
navigate to locations candidate novel genes in JBrowse.

The results from the region search can then be augmented with GO Annotations.
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Figure 4. (left) The “GO Annotation” attribute is added to the results using “Manage Columns” tool. (middle)
The results of region search with GO terms is shown. (right) The table download page for the region search
Is used to download results to plain text.
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