
UCSC Genome Browser in the Cloud (GBiC)

The UCSC Genome Browser is a valuable 
resource for viewing and sharing genomic data 
with other researchers.

● On occasion, users would like to view sensitive 
information--such as patient data--or extremely 
large files.

● Slow internet connections can also impede 
genomic analysis.

In these instances, sending data over the internet 
is not feasible. 

● Ubuntu 18/20 LTS
● Centos 7.2/8
● Fedora 20
● Amazon EC2 (Centos)
● Microsoft Azure (Ubuntu)
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Have questions?
Send us a question on our public mailing list:
 genome@soe.ucsc.edu

Genome Browser tutorials and videos:
http://genome.ucsc.edu/training/index.html

Best to be used on a fresh install of an operating system. Vagrant boxes can 
quickly setup a virtualbox for the linux operating system. 

Installing a virtual boxGeneral Overview
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Why GBiC?
● Can be completely offline

○ No data sent over the internet
● Customization options
● Best performance when rendering local 

BAM/bigWig/bigBed files
● Relatively simple to install on a virtual machine 

or cloud instance --- just run the script
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Running the script

The first argument of the script is called the command. The first 
command that you will need to run is install, which installs the 
Genome Browser dependencies, binary files and basic MySQL 
(MariaDB) infrastructure:

Features are always being added to the GBiC installation 
script. For a more detailed tutorial, visit:
https://github.com/ucscGenomeBrowser/kent/tree/master/sr
c/product/installer
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