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Introduction Use the Data Integrator to Intersect Your Variants
Over the last 15 years, the UCSC Genome Browser (http://genome.ucsc.edu) has W|th MUIhple Data SEtS

been one of the leading tools for visualizing and analyzing genomic data. Genomic
data from a number of sources, such as GenBank, ENCODE, UCSC and many
others, are combined on our free, web-based tool. It allows users to visualize and
export this data for analysis with other tools. The Genome Browser in a Box (GBiB)
is a complete installation of the Genome Browser in a virtual machine. Without the

The Data Integrator can combine data from the Genome Browser database, custom tracks and track hubs. If you have a
custom track of variant data, for example, you can use it to find which genes, ClinVar variants, and other variant data
overlap. Here’s how to build your query:

hassle of configuring a mirror site, the GBiB allows you to view sensitive data, such TRk e A s 11031895 17883906
as protected clinical data, on your own machine without the need to put it on e S Sepea e pebdhre
publicly accessible servers. GBiB can be obtained from the Genome Browser store, Step 1. Create a custom track |2 S alaas S alaae S rea0a139
https://genome-store.ucsc.edu/. We have also developed the Data Integrator tool, of your variant data el ot oo T oonaats
which can combine data from the Genome Browser database, custom annotation e e ipsdaedt oo
tracks and track hubs. Data from up to five user-selected tracks, including related

data when applicable, can be exported based on intersections with the primary
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