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custom fracks. The tracks are genome-wide; "browser position” sunply specifies the mutial view. Simple Mucleotide Polymorphisms (dbSMP build 126)
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Destination: | UCSC Genome Browser E

hg18: March 2006 [+ -__;;:3:_::_ Table Browser

Human genome assembly:

Ugze thus program to retrieve the data aszociated with a track m text format, to calculate mtersections between tracks, and
to retrieve DNA sequence covered by a track. For help i vsmg tlus apphcation see Using the Table Browser for a
description of the controls m tlug form, the Uger's Guide for general mformation and sample queries, and the OpenHelix
DATA CHOICES Table Browser tutonial for a narrated presentation of the software features and vsage. For more complex queries, yvou
may want to nge Galaxy or our public MySOQL server. Refer to the Credits page for the list of contributors and usage
restrictions aggociated with these data.

Browser position: GARS [e.g "chrl12:101,761,637-101,761,667" or "HEE"]

Data somrces:

clade: | Vertebrate  [v| gemome: Human  |v| assembly:| Mar 2006 v
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] UmProt (Swizs-Prot/TrEMBL) group: | All Tracks v track: PhenCodelSDB v

table: ct_PhenCodelSDB [v| | remove custom track | | describe table schema |
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[ complex I substitutions from LSDBs
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output format:  cusiorm frack ~| [0 Send output to Galaxy
jeli{tf::n B oy im st Conserved output file: (leave blank to lceep output n browser)

5'UTR file type retmmed: ® plam text O gzip compressed

3 UTR
not within known transcription it Note: htersection doesnt work with all fields or selected fields output,

l ge’r @u’rgu’r ] I summawa’raﬂa’rica ]
Estimated coordinates:

mutations whoge coordinates are estunated To reset all user cart settmgs (mcluding custom tracks), click here.
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