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Display variants in the Genome Browser It is useful to be able to see your own data on the Genome Browser. For
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Normal variation is contained in these data tracks: T T T T TR T T T T T T T Large datasets, however, cause a timeout during upload and cannot be
RDX- 'I I i ; i i ﬁ H . . . .
« Common SNPs Common SNPs(142) 1111 11111 1RIRIMMEE IR0 [18) 1 N |||||||||||||||ﬁfﬂﬁ’iﬁ'\'Fﬁﬁfdﬁu°lYW?pr'?f“ﬁfﬂtiFl\'ﬁﬁﬂ Wﬂdllli']T:|1|°’|f°|‘if||?ﬁﬂHFﬁll 1 dISpIayed. ThIS InCIUdeS WhOle-eXOme variant sets.
e 1000 Genomes 1000G Ph Vars NIRRT 0 0 1 AJBI gﬁiﬁﬁﬁqﬁﬂﬁgﬁﬂﬁ?’%ﬁgﬁﬁiﬁﬂ*’i@ﬁl\fﬁggylnll _ _
. F?mnﬂ.?ﬁfn[mﬁﬂaws TR | Track Hubs allow the user to host the data on an http:-accessible site,
+ Personal Genome Variants /SN0 RO IR W VTR e e .
. Exome Variant Server KBK1BI1II%J%%$II|IIII I | ||: | "'|"|:'|:"” ||: LI o iy N | |':'”I|' II|H: i II o ||||I|||I |||||I Where the Genome Browser can pu” On|y da’[a needed for d|Sp|ay_
o - | . _ _ _
» Database of Genomic Variants (DGV) e L] ] | To use the Variant Annotation Integrator (VAI) on a large file, the data
COmlngi EXAC 66K exomes data ABBTIOR I 1 1 TRBIRENRD I | | e fg must be in VCF format (flleS N pgSnp format may be UpIOaded dlrECtIy to

ABT exome indels

the Browser).

e Load these views as live sessions:

« user Example Detalls for working with VCF:
DISEASE-ASSOCIATED session hg19_variants3normal http://genome.ucsc.edu/goldenPath/help/vct.html
Variation associated with disease Is viewed by aggregating session hg19_variants3
multiple resources: g S
P sca — ! hgto Other data types supported by track hubs: bigBed, bigwig, BAM,
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Bring the Browser to your desktop — free for academic use

] Download an image of the Browser and build a Virtual Machine on your desktop,

Variant Annotation Integrator el e o Yo

YOUR data never leaves the house.

Determines molecular consequence of variants GBIB runs on Windows, Mac or Linux systems via a Virtual Machine (VM).
Configurable using different annotation sets (genesets, regulation, etc) It reverses the paradigm of data handlln_g — most of the standard Browser data are
o | loaded as needed through the Web, while your own data are treated locally rather
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Center for Genomic Science.

C 1 : . = UC Santa Cruz Genomics Institute, University of California Santa Cruz (UCSC). Santa Cruz, CA,
Click “Help” link (upper right) to get tool-specific help pages. 95064, USA.

New Data Integ rator Click the “Contact Us” link (lower left of home page) to search for answers

E.g., All SNPs in a chosen group of genes. An expansion of Table In the mailing-list archives, or email your question to genome@soe.ucsc.edu,

Browser, the Data Integrator will allow you to keep both the gene our actively monitored public list. ﬁ %@ﬁ@ ]@ l ‘@@
names and the SNP names that go with them. OpenHelix provides free training material:
http://www.openhelix.com/downloads/ucsc/ucsc _home.shtml. The UCSC Genome Browser Database: 2015 update.
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