
UCSC Genome Browser in the Cloud (GBiC)

The UCSC Genome Browser is a valuable 
resource for viewing and sharing genomic data 
with another researcher. In rare occasions:

★ 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:
https://genome.ucsc.edu/training/index.html

General Overview Supported Operating 
Systems
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Why Choose GBiC?
● Can be completely offline
● IT admin cannot accept a virtual machine image (GBiB)
● Manually edit the script for customization options
● Best performance when rendering local BAM, bigWig, 

bigBed files (similar to GBiB)
● Relatively simple to install on a bare metal server,  

virtual machine or cloud instance -- just run the script
● Free for academic and personal use -- License required 

for commercial use
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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. A minimal installation of hg38 uses 
5.8Gb of disk space. A full mirror of hg38 could require 5-6TB to 
store all genome annotation tracks.

● Features are always being added to the GBiC script
● For a more detailed tutorial, visit: https://bit.ly/3AJVRFN
● To download the GBiC script from the Genome Browser 

store, visit: https://genome-store.ucsc.edu/

Manual Source Installation
● Not easy to setup, even for experienced 

Unix administrators (manual installation 
instructions)

● Install linux packages and update the linux 
distribution yourself

● Apply UCSC data updates yourself using 
rsync or MySQL table loads

● Configuration changes on our side may 
break your setup

● Users would like to view sensitive 
information--such as patient data--or extremely 
large files
○ Track and assembly hubs are not a feasible 

option to view the data (cannot send data 
over the internet)

● Slow internet connections can also impede 
genomic analysis

In these instances, sending data over the internet 
is not feasible. The Genome Browser in a Box 
(GBiB) is a great alternative to the GBiC script 
when you do not have a web server. 
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