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Introduction 
The UCSC Genome Browser (http://genome.ucsc.edu) is a free, web-based 
tool that integrates and displays genomic data from a wide variety of sources, 
including GenBank, ENCODE, UCSC and many others. We provide several 
tools to help users upload their own data and view it alongside this genomic 
information or export the data for analysis with other applications. Large 
genomic data sets and custom genome assemblies can be uploaded and 
displayed using the browser’s data hub tools. If you need to view private data, 
such as protected patient data from a clinical trial, Genome Browser in a Box 
(GBiB) allows you to run your own private copy of the Genome Browser on 
your own computer. The new Data Integrator tool lets you quickly combine 
input from up to five genome-wide data sets, including your own data uploaded 
through custom tracks or track hubs, and then export a customized output set 
based on intersections with a primary track. We are continually working to 
extend our toolset to allow users to explore their data in new and unique ways.  

Use The Genome Browser In A Box 
To View Your Private Data 

Use The Data Integrator To Intersect  
Multiple Data Sets At Once 

Load Your Data Into  
The Genome Browser Using 

Data Hubs 
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For more information on using the Data Integrator, see: 
http://genome.ucsc.edu/goldenPath/help/hgIntegratorHelp.html 

Tracks hubs - package and upload any 
number of tracks for existing assemblies.  
 
Assembly hubs - upload a custom 
assembly and related annotations to view 
in the Genome Browser. 
 
Both support bigBed, bigWig, 
bigGenePred, BAM, VCF, and HAL 
formats. 
 
Find more information and examples at: 
http://genome.ucsc.edu/goldenPath/help/
hgTrackHubHelp.html 

Window Position
RNA-seq Peaks

100 Vert. El

Human Feb. 2009 (GRCh37/hg19)   chr21:33,031,935-33,041,243 (9,309 bp)
Peaks From My RNA-seq Experiment

UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAs & Comparative Genomics)
Vertebrate Multiz Alignment & Conservation (100 Species)

Variants from My Patient

K562 polyA+ IFNa30 RNA-seq Raw Signal from ENCODE/SYDH

SOD1

A
G

G
A
G
C

T
A
C
G

C
T

C
T

C
T

C
T
C
G
T
G

C
A
C
G
G
A
A
G
G
C

A
G

T
A

C
T

C
T
C
G

A
G

C
G
C
G

A
G
A
C

A
C

C
A

A
G
C
G

C
T

A
G

TGT
-
A
C
G
A

G
A

T
C

C
T

G
A

G
C

CTTTTT
-

A
G

A
G
T
G

G
C
T
A

C
G
T
C

T
G

C
T
G
T
C
T
A
G
C
G

AGA
-

G
A
G
C
C
T

T
C

G
A

C
G

C
G

A
T
A
T

A
G

T
G

A
G

G
A

C
T

T
C

C
T

A
G

T
C

A
G

C
A

A
T

G
A
AG

-
T
A
C
G

C
T

G
C

T
C

T
C

T
C

A
C

C
T

G
A
A
G

G
A

A
G

A
G

C
G

A
C

T
A

T
C

A
-

T
C

C
T

T
G

A
G

T
C

C
A

C
T

T
-
C
T
T
C

C
T

G
T

G
A

G
A

T
C

G
C

A
G

T
A
C
T
T
C

T
G

T
C
C
T

K562 pA+ Na30
78 _

50 

Start by choosing your 
assembly from one of the 
hundreds hosted by UCSC, 
or upload your own with an 
assembly hub. 

Next, choose a region to query. This can be a single or set of regions, 
genome-wide, or a position found by search term. 

Choose up to four tracks 
to intersect with a 
primary track.  
 
Tracks can be ones 
UCSC provides or ones 
uploaded using custom 
tracks or track hubs. 

Lastly, configure your output. 
 
View your output in your web browser or 
save it to a file, optionally compressed with 
gzip. 
 
By default, all fields from selected tracks are 
output. Click “Choose fields” to customize 
the fields in your output. 

GBiB is a virtual machine that runs on your 
computer. It supports custom tracks and data 
hubs. Any personal data loaded into GBiB 
never leaves your computer. 
 
The hgMirror tool allows for easy downloading 
of genomic data for quicker access. 
 
Runs on Windows, Mac, or Linux. Download is 
7GB, which expands to 20GB. 
 
Get it today! 
1.  Download GBiB from Genome Browser 

Store: https://genome-store.ucsc.edu/ 
2.  Download and install VirtualBox: https://

www.virtualbox.org/ 
3.  Unzip GBiB file and load it into VirtualBox 
 
For more information on using GBiB, see: 
http://genome.ucsc.edu/goldenPath/help/
gbib.html 

More information: 
 
Send us a message on our 
public mailing list: 
genome@soe.ucsc.edu 
 
View training info, videos, and 
user’s guides:  
http://genome.ucsc.edu/training/ 

   
 
 
 

 
 
Find us on:  
 
        GenomeBrowser 
 
        @GenomeBrowser 
  
        UCSC Genome Browser 
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The	  UCSC	  Genome	  Browser	  allows	  you	  to	  view	  your	  annota;ons	  alongside	  those	  from	  a	  variety	  of	  sources,	  including	  ENCODE,	  
dbSNP,	  ClinVar,	  Ensembl	  and	  many	  others.	  Here,	  we	  can	  see	  a	  combina;on	  of	  custom	  tracks,	  including	  a	  VCF	  file	  of	  pa;ent	  SNPs,	  

alongside	  UCSC	  gene	  annota;ons	  and	  ENCODE	  RNA-‐seq	  data.	  

View	  online	  by	  scanning	  the	  code	  or	  going	  to	  
hPp://genomewiki.ucsc.edu/index.php/
BioengSymp2015Poster	  

The Data integrator allows you to quickly and effective combine data from 
multiple sources. For instance, you could use it to find the genes, variants and 
conserved genomic regions that overlap with peaks from a recent RNA-seq 
experiment. Here’s how you can build a query to get that data: 


