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UCSC GENOME BROWSER

e The UCSC genome browser is an exceptional genomic resource

e Tracks are fully customizable, allowing data from a variety of databases to be displayed

¢ Due to the plethora of track choices, it can seem overwhelming to set your view

e Fortunately, UCSC provides Recommended Track Sets — if you select one of these
options, you can instantly optimize your view for microarray analysis (“Clinical CNVs”
track set) or for sequencing analysis (“Clinical SNVs” track set)

¢ Follow the instructions below to quickly optimize your browser view for the analysis of

constitutional copy number variants!

Using Google Chrome, go to->

http://www.genome.ucsc.edu/cgi-bin/hgGateway ->

Click “Genome Browser” ->

Click “Genome Browser” again and select “Recommended Track Sets” -
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http://www.genome.ucsc.edu/cgi-bin/hgGateway

This will load all the main tracks needed for assessing disease contributions of CNVs,
including:
o NCBI transcripts with the HGMD transcript subset,
o OMIM gene phenotypes,
o ClinGen Gene-Disease Validity (e.g. HI and TS scores), and
o Data from case and control databases (ClinVar, DECIPHER, DGV/Gold
Standard, gnomad)

OPTIONAL: Tracks can be further customized by right-clicking on the grey bar bordering the far

right of the track. Note, after you right click on the grey bar it will become blue as in the

scree

nshot below. You can then choose to include more or less data from the dropdown menu

(e.g. “hide track set”). Details about interpreting the data (e.g. the data’s color code key) can

often

be found by clicking on “Configure” (red arrow below).
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OPTIONAL: Tracks can be added or removed from view at the bottom of the screen using the

drop-down boxes.
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OPTIONAL: Custom track layouts can then be saved as “sessions’ in your free UCSC account.
These sessions can be shared with colleagues, which is especially helpful for collaborations.
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NOTE: The browser can be expanded to automatically fill your screen by clicking the “Resize”

button.
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Convert coordinates between different genome builds using the UCSC LiftOver tool (found in

the “Tools” tab at the top of the screen, in the blue header)

Contact the UCSC Support team if you have questions or suggestions. They are
responsive and helpful, and they are open to suggestions about improvements or

additions to the Genome Brower: https://genome.ucsc.edu/contacts.html
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