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Introduction Use the Data Integrator to Intersect Your
Over the last 15 years, the UCSC Genome Browser Va r|a ntS Wlth MUItIple Data SEtS

(http://genome.ucsc.edu) has been one of the leading tools for
visualizing and analyzing genomic data. Genomic data from a
number of sources, such as GenBank, ENCODE, UCSC and many
others, are combined on our free, web-based tool. It allows users to
visualize and export this data for analysis with other tools. The
Genome Browser in a Box (GBiB) is a complete installation of the

The Data Integrator can combine data from the Genome Browser database, custom tracks and
track hubs. If you have a custom track of variant data, for example, you can use it to find which
genes, ClinVar variants, and other variant data overlap. Here’s how to build your query:

Genome Browser in a virtual machine. Without the hassle of Track name=myVariants

configuring a mirror site, the GBiB allows you to view sensitive data, chra1 ot 2031097 bttt
such as protected clinical data, on your own machine without the chr21 e 32031993 17881581
need to put it on publicly accessible servers. GBiB can be obtained Step 1. Create a custom chra1 Ses203 Sos205s e 1u20s008e
from the Genome Browser store, https://genome-store.ucsc.edu/. track of your variant data chra1 SSen20ce o s100766524
We have also developed the Data Integrator tool, which can combine e o o R

data from the Genome Browser database, custom annotation tracks
and track hubs. Data from up to five user-selected tracks, including
related data when applicable, can be exported based on
intersections with the primary track.
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Browser In A Box (GBiB) e Step 3. Configure data
Add Dt Sure sources:

GBIB is a virtual machine of the UCSC Genome Browser that runs on your iy o
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* Use the Genome Browser toolset to view sensitive or protected data. Y
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* View custom tracks and/or data hubs alongside native UCSC tracks. sendauputo i custom track

. . | Choose ficlds... ‘
* Runs on Windows, Mac OSX or Linux.
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Using the Data Integrator

The Data Integrator finds tems in different tracks that overlap by positicn, and unlika the Table Browser's infersection function, the Data Integrator can output all fields from all selected tracks. Up to 5 different tracks may
be queried at a time.

/ GBiB Virtual \ / \ Choose Fields

M h . U CS C G enome myVariants (ct_myVariants_1699)
acnine Setall || Clear al
Browser | setall | earal
v chrom Reference sequence chromosome or scaffold
/ \ chromStart Start position in chromosome
chromEnd End position in chromosome
S | d v name Name of item.
electe
/ \ ClinVar CNVs (clinvarCnv)
Genome ‘ Set all H Clear all ‘
G enome D ata o chrom Chromosome (or contig, scaffold, efc )
D ata . Ste p 4 o CO I'Ifl g U re yO u r chromStart Start position in chromosome
( N at ive U CSC chromEnd End position in chromosome
K / (9 ut ut ° v name Name of item
t racC kS ) p * score Score from 0-1000
1 1 strand +0r -
K / Se I e Ct t h e fl e I d S to I n C I u d e thickStart Start of where display should be thick (start codon)
. thickEnd End of where display should be thick (stop codon)
/ \ I n yo u r O Ut p u t reserved Used as itemRgb as of 2004-11-22
a N\ blockCount Number of blocks
blockSizes Comma separated list of block sizes
Custom G enome chromStarts Start positions relative to chromStart
origName Orignal name of item
Data BI’OWSEI’ |nte rnet 7 type Type of Variant
\_ ) geneld NCBI Entrez Gene ID
genesym NCBI Entrez Gene Symbol
\ J v clinSign Clinical significance
/ l / snpld dbSNP ID

# hgIntegrator: database=hg38 region=genome Thu Feb 25 13:10:25 2016
#ct_myVariants_1699.chrom ct_rrlyVar‘iants_1699.name clinvarCnv.name clinvarCnv.type clinvarCnv.clinSign

HOW to insta” GBiB: chr21 &Ziggggggéname gi;ﬁl;?Z;gugxgan::ipy number gainPathogenic uc6lzpb.1 GMe8134 Step 5' Get OUtPUt:
chr21l rs17883296 21g11.2-22.3x3 copy number ga%n Pathogen%c GMO3090

1. Visit the Genome Browser Store to download GBiB: et e masana oy mmber Eainpathoens osons Save your output to a
zhrr:21 rr:17883296 21q21.3:22.3§3 zgpy :Embg: g:i:U;cegtzi:csignificance GMe4592 file Or VieW it in the

https://genome:store.ucsc.edu
. . . chr rs pl1.2-q22.3x3 copy number gainconflicting data from submitters
2. Download and |nSta” VlrtuaIBOX: httpS://WWW.VlrtuaIbOX.Org cEr‘gl rs17883296 21p11.2-g22.3x3 copy number gainPathogen%c Web browser
: chr21l rs17883296 21p11.2-g22.13x1 copy number loss Pathogenic

3. Unzip the GBIB file and load it into VirtualBox

For more information on GBIB, see: For variants in VCF or pgSnp format, the Variant Annotation

http://genome.ucsc.edu/goldenPath/help/gbib.html Integrator can add functional effect predictions (e.g. coding Future Work

synonymous, frameshift, splice site, etc). Some features we intend to

. . add to the Data Integrator:
More information on the Data Integrator:
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