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View your variant calls (dhSNP: Not just polymorphisms

The Genome Browser can display uploaded variant calls in several file formats, including the Variant Call Format or, please don't throw out the hahy with the hathwater!
(VCF) and Personal Genome SNP (pgSnp). A “track” line that specifies the data type and optional settings is

required for VCF and pgSnp.

t has come to our attention that some research groups are using the entire dbSNP as a filter to remove “boring”

polymorphisms. However, dbSNP contains many rare variants, and in fact has incorporated variants from many

pgSnp specifies alleles, per-allele counts and optional quality scores, and is rendered as stacked bars with _ocus-Specific Databases (LSDBs) that catalog known disease variants for specific genes.
colors and relative heights determined by allele bases and counts.
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Before a variant can be scrutinized in the Genome Browser, usually it must survive the weeding out of Click “Help” link (upper right) to get tool-specific help pages.

add custom tracks track hubs | To reset all user cart settings (including custom tracks), click here.

millions of variant calls. Several existing tools use gene annotations to predict the functional impact of — Search for answers to questions:

variants. We are developing an interactive tool that can add not only gene-based functional =7 ™"™" http://genome.ucsc.edu/contacts.html

predictions, but also data from almost any data track. There will also be a command-line Version for | s e sesoss s - Or email your question to the actively monitored public list

offline processing when data sizes are too large for web queries. Our existing Table Browser tool can | genome@soe.ucsc.edu

identify variants that overlap data in other tracks, but lacks the ability to add those data to the variant acooens Wogfo(';kess” OpenHelix provides free training material:

annotations. In addition to producing combined output, the new tool will support filtering of variants | To.e ™  — http://www.openhelix.com/downloads/ucsc/ucsc_home.shtml - £
using data from other tracks, and enhanced display of results in the Genome Browser. Get Resutts and also offers training seminars (some free or discounted). G20 variationPoster
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