1. Navigate to GBrowse from the home page and use the Select Tracks tab to turn on the data
track of interest.
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2. Open the Subtracks dialog box by clicking the ‘Showing # of # subtracks’ link in the track title.
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3. Turn on non-unique subtracks individually (check box in first column) or as a group (‘All on’
link in first column header). Then choose ‘Change’ to view the new subtrack configuration. If
needed, adjust the y-axis scaling with the track configuration tool (wrench icon that appears

before the track title).

Select the tracks you wish to display. Sort the tracks by clicking on the column headings, or by clicking and dragging rows into position.
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