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UCSC Genome Bioinformatics

The UCSC Home page: http://genome.ucsc.edu
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UCSC Genome Bioinformatics
Genomes - Blat - Tables - Gene Sorter - PCR - VisiGene - Proteome = Custome tracks
(e About thit ICSC Genome Bioinformatics Site 1
B Welcom Browser website. This sif quence and working draft assemblies for a large collection of
ENCODE genome: the ENCODE project.
Blat courage vou to explore these sequences with our tools. The Genome Browser zooms and scro]ls over chromosomes, showing the work of |
ors worldwide. The Gene Sorter shows expression. homology and other information on grd n many ways. Blat
ckly maps your sequence to the genome. The Table Browser provides convenient access to the 14: fl\ég ‘ou browse through
a large collection of in situ mouse and frog images to examine expression patterns. Genome Graph = genome-wide data
Gene Sorter sets.
In Saica The UCSC Genome Browser is developed and maintained by the Genome Bioinformatics Group, a cross-departmental team within the Center for
PCR Biomolecular Science and Engineering (CBSE) at the University of California Santa Cruz (UCSC). If you have feedback or questions concerning the tools
|| ordata onthis website, feel free to contact us on our public mailing list at genome@soe.uesc.edu.
Genome
Graphs
Galaxy News News Archives b
- To receive announcements of new genome assembly releases. new software features, updates and training seminars by email. subscribe to the genome-
VisiGene e
announce mailing fist.
Proteome i NIA
Browser 2 Aug. 2007 - Five New Worm Assemblies 3 =
Utilities We've updated our existing nematode browsers—for C. elegans and C. briggsae—-to the latest publicly available assembties In addition, we've added
S || three new worms to our collection: C. brennert (Caenorhabditis n. sp. PB2801), C. remanet. and Pristionchus pacificus. The C. elegans sequence was
Downloads obtained from WormBase; the Genome Sequencing Center at Washington University in St. Lowis (WUSTL) provided sequence data for the other four
assemblies. v
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About the UCSC Genome Bioinformatics Site

Welcome to the UCSC Genome Browser website. This site contains the reference sequence and working draft assemblies for a large collection of

ENCODE genomes. It also provides a portal to the ENCODE project

Blat We encourage you to explore these sequences with our tools. The Genome Browser zooms and scrolls over chromosomes, showing the work of
| amotators worldwide. The Gene Sorter shows expression, homology and other information on groups of genes that can be related in many ways. Blat
Table quickly maps your sequence to the genome. The Table Browser provides convenient access to the underlving database. VisiGene lets you browse through

Browser a large collection of m situ mouse and frog images to examine expression patterns. Genome Graphs allows you to upload and display genome-wide data

Gene Sorter st

i Slheo The UCSC Genome Browser is developed and maintained by the Genome Bioinformatics Group, a cross-departmental team within the Center for
PCR Biomolecular Science and Engineering (CBSE) at the University of California Santa Cruz (UCSC). If you have feedback or questions concerning the tools
e || Or data on this website, feel free to contact us on our public mailing list at genome @ soe.ucsc.edu.

Genome
Graphs

Galaxy News News Archives b

To receive announcements of new genome assembly releases, new software features, updates and training seminars by email. subscribe to the genome-
announce maiing list.

VisiGene

Proteome
Browser 2 Aug. 2007 - Five New Worm Assemblies

Utilities We've updated our existing nematode browsers--for C. elegans and C. briggsae--to the latest publicly available assemblies In addition, we've added
S || three new worms to our collection: C. brenneri (Caenothabditis n. sp. PB2801), C. remanei, and Pristionchus pacificus. The C. elegans sequence was
obtained from WormBase; the Genome Sequencing Center at Washington University in St. Louis (WUSTL) provided sequence data for the other four
assemblies.

Downloads
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The Genome Browser #ij A\ 7 [l

Human (Homo sapiens) Genome Browser Gateway

ﬂ The UCSC G e Browser created by the Genome Bioi

Softw: yright (c) T! egents of the University o
clade genome assembly position or search term image width
iVertebrate v/ f : . C D) he 20 | [ submt
Deuleroslome :%ser user interface settin‘g.to their defaults.
Insect |Rhesus ! fuly 2003 I[ configure tracks and display ftion )
Nematode Dog Apr, 2003 J
Other Cow Configure Imag
Mouse
Rat image width: 620 text size:
Opossum
Chicken Display chromosome ideogram above main graphic
| . tropicalis Show light blue vertical guidelines
Zebrafish Display labels to the left of items in tracks
Tetraodon Display description above each track
Fugu Show track controls under main graphic
[ INext'previous item navigation
[] Next'previous exon navigation
[ |Enable track re-ordering
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The Genome Browser i A\ Ft

The UCSC Genome Browser was created by the Genome Bioinformatics Group of UC Santa Cruz
Software Copyright (c) The Regents of the University of California. All rights reserved

clade

assembly position or search term

[ 2dd your own custom tacks | [ configure tracks and display | [ clear position |

]{man(Hamowwm)omeB,-owsﬂ-Gatmy
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The Genome Browserfii A\ Jt [

Hi (Homo sapiens) G Browser Gateway

The UCSC Genome Browser was created by the Genome Biomformatics Group of UC Santa Cruz.
Software Copyright (¢) The Regents of the University of Californda. All rights reserved

clade genome assembly position or search term image
width
| 620 | [ subeait

Click here to reset the to their defaults

+ || Human

Helpful search examples, suggestions below

Sample position queries

A genome position can be specified by the accession number of a sequenced genomic clone, an
mENA or EST or STS marker, or a cytological band, a chromosomal coordmate range, or
keywords from the GenBarnk description of an mBMA. The following list shows exarples of valid % fr
posttion quenes for the human genome. See the User's Guide for more mformation. A= :g $/ N

Request: Genome Browser Response: mRNAﬁESTEﬂﬂ%

che7 Dusplays all of chromesome 7

20p13 Displays region for band p13 en chr 20 S T

ehr3 1-1000000 Displays first mullion bases of chr 3, counting from p arm telomere %éﬁg%?ﬁ'

D1653045 Displays region around STS marker D1633046 from the (= v ShiE
GenethonMarshfield maps. Includes 100,000 bases on each side as well j:E % E]lj %é{zk YEA lil

KH12061.RHE0175 Displays region between STS markers KH18061,RH20175. Inchades

range quenes, such as between cytobands and uniquely-determmed ESTs,
mEMNAs, refSeqs, ete.

AA205474 Displays region of EST with GenBark accession AA203474 in BRCAL
cancer gene om chr 17
ACO0B101 Displays region of clone with GenBank accession ACODE101

100,000 bases on each side as well This syntax may also be used for other m‘ u’fﬁﬁﬁ %_%‘ ’ CRYBBS,CRYBB»] ,

UCSC Genome Bioinformatics

The Genome Browser

1 ZZ 5241 human, Mar 2006 assembly, BRCA1

UCSC Genes

BRCA1 (uc002ide.l) at chrl7:36496978-38510493 - breast cancer 1, early onset isoform
BRCA1 (uc002idd.1) at chr17:38496644-38529658 - breast cancer 1, early onset isoform

BRCA1 (uc002idc.l) at chrl7:36468876-38530994 - breast cancer 1, early onset isoform
BRCA1 (uc002idb.1) at chrl7:38449840-38530894 - breast cancer 1, early onset isoform
BRCA1 (uc0021ida.1) at chrl7:38449840-38530894 - breast cancer 1, early onset isoform
BRCA1 (uc002icz.1) at chrl7:38449840-38530994 - breast cancer 1, early onset isoform
BRCA1 (uc002icy.1) at chrl7:38449840-38530894 - breast cancer 1, early onset isoform
BRCAL (uc002ick.l) at chri7:38449840-38530994 - breast cancer 1, early onset isoform

BRCA1 (ucD02icw.l) at chrl7:38449840-38530994 - breast cancer 1, early onset isoform 1
BRCA1 (uc002icv.l) at chrl7:384498¢0-38530994 - breast cancer 1, early onset isoform
BRCAl (uc002icu.l) at chrl7:38449840-38530994 - BRCAL protein.

BRCA1 (uc002ict.l) at chrl7:38449840-38530894 - breast cancer 1, early onset isoform 1
BRCAL (uc00 .1) at cnrl7:36449840-38530994 - breast cancer 1, early onset isoform
BRCA1 (uc002icr.1) at chrl7:38449840-38530894 - breast cancer 1, early onset isoform

BRCA1 (uc002icq.1) at chrl7:38449840-38530894 - breast cancer 1, early onset isoform 1
BRGA1 (uc002icp.l) at cnrl7:38449840-38530831 - Breast and ovarian cancer susceptibility prostein splice variant.
BRCA1 (uc002ico.l) at chrl7:38449840-38530657 - breast cancer 1, early onset isoform 1

BRCCS (uc004fnb.l) at chrX:153952904-154004543 - BRCAL/BRCA2-containing complex, subunit 3
BRCC3 (ucD04fna.l) at chrX:153952904-154004543 - BRCAL/BRCA2-containing complex, subunit 3

BAP1 (uc003ddx.1) at chr3:82410065-52410049 - BRCAL associated protein-1

BARD] (uc002veu.l) at chr2:215301522-215382611 - BRCAL associated RING domain 1
BRIP1 (uc002iz1.1) at chr17:57116915-57213148 - BRCAI interacting protein C-terminal helicase 1
BRIP1 (uc002izk.l) at chrlT:57114767-57295537 - BRCAL interacting protein C-terminal helicase 1
BRAP (uc001tsn.1) at chrl2:110566279-110608122 - BRCAL associated protein

COBRA1 (ucO04emm.1) at chr9:139269768-139287814 - cofactor of BRCAL

NBR1 (uc002kgz.1) at chrll £ 9-480810 - neighbor of BRGAL gene 1

MBR1 (uc002id1.1) at chrl7:38576772-38719233 - neighbor of BRCAL gene 1
NBR1 (uc002idk.1) at chrll:38576037-38719233 - neighbor of BRCAL gene 1
NBR1 (uc002idj.1) ac chrl7:36576024-38719233 - neighbor of BRCAL gene 1
NBR2 (uc002idf.1) at chrl7:38531126-38535868 - Homo sapiens neighbor of BRCA1 gene 2, mRNA (cDNA clone IMAGE:4826858),

o m

with apparent reta

NBR2 (uc002idh.1) at chrl7:38531126-38559214 - Homo sapiens chromosome 17 neighbor of BRCAL gene 2 (NBR2) mRNA, complete cds, alternative
NBR2 (uc002idg.1) at chril7:38531136-38550651 - Homo sapiens chromosome 17 neighbor of BRCAL gene 2 (NBR2) mRNA, complete cds,

alternative|
=1
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Genome Browser7~f5]: BRCALI

UCSC Genome Browser on Human Mar. 2006 Assembl

position/aearch |chr17:38 449 3938530984 size 81,156 by,

‘chr\ﬂ (a2t 31) [ eIl oM
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Genome Browser7=fjl: BRCA1

ome Browser on Hur Mal 2006 Asse .

move zoom in | 1.5x |[ 3x ][ 10x |[ base | zoom out
position/search chr17:38,440,839-38,530,094 size 81,156 bp.
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Genome Browser7~nfil: BRCAL

Click on a feature for details. Click on base position to
move start move end

207 zoom in around cursor. Click on left mini-buttons for % 07 )

track-specific options.
[ default tacks | [ hideall | [ costom tacks | [ configure | [ refresh |
Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.
Mapping and Sequencing Tracks

es  Recomb Rate

[hide v

Assembly
| hide
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defaulttracks hide all l[ custom tracks ][ configure |l

Use drop down ¢ jntrols below and press refresh to] |ter tracks displaved.
Tracks with lots will automatically be displaveq pmore compact modes.

Configure Image

Y]
BRI

E
[

Configure Tracks

Control tracks in all groups here

(@
i [#]| [Base Position full v |/Chromosome position in bases. (Clicks here zoom in 3x)
Chromosome Band [fide v/ (Chromosome Bands Localized by FISH Mapping Clones
[ |57 Markers | donse ]/STS Markers on Genetic () and Radinion Hybrid (back) Maps

RGD QTL hide v Quantative Trait Locus (5om RGD)
[EISH Clones hide v (Clones Placed on Cytogenetic Map Using FISH

P ol SRRV

RecombRate [hide v [Recombination Rate from deCODE, Marshfield, or Genethon Maps (deCODE default)
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Human Gene BRCA1 Description and Page Index

Description: breast cancer 1. early onset
Alternate Gene Sy

CCDS: CCDS1

Representative mRN

005068 Protein: P38398 (aka BRCA1_HUMAN or BRC1_HUMAN)

TSl Quick Links | UniProt Comments|Sequence | Microarray|[ RNA Sm.\ctu:el
ﬂ}l:%f il E Protein Scmcnneiomaspedes\c;o it |mR_NAT‘ ipti : fethod: \ |

Quick Links to Tools and Databases

Genome Browser | Gene Sorter | Proteome Browser | Table Schema UniProt PubMed |
GeneL ynx GeneCards |[HGNC Stanford SOURCE Ensembl
Jackson Labs

Comments and Description Text from UniProt (Swiss-Prot/TrEMBL)

ID: BRCAI HUMAN
DESCRIPTION: Breast cancer type 1 susceptibilty protein (RING finger protein 53).

FUNCTION: Plays a central role in DNA repair by facilitating cellular response to DNA repair. Required for appropriate cell
cycle arvests after ionizing iadiation in both the S-phase and the G2 phase of the cel cycle. Ivolved in transcriptional zegulation
of P21 in response to DNA damage. May function s a transcriptional regulator. Mediates E-dependent ubiquitation
SUBUNIT: Part of the BRCA I -associated genome survelllance complex (BASC), which contains BRCA1, MSH2, MSH6
MLHI, ATM. BLM, PMS2 and the RADS0-MRE11-NBS1 protein complex. This association could be a dynamic process

XT BRCATH BN

UCSC Genome Bioinformatics

informative
description

other resource links
links to sequences

microarray data

[

mRNA secondary structure

protein domains/structure

[

m
VAR

HH

homologs in other species

Gene Ontology ™ descriptions

mRNA descriptions

pathways
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Genom(s

Genome
Browser

Proteome
Browser

Utilities

Downloads

Blat

- Blat - JTables - Gene Sorter - PCR - VisiGene - Proteome - Session - FAQ - Help

About the UCSC Genome Bioinformatics Site

Welcome to the UCSC Genome Browser website. This site contains the reference sequence and working draft assemblies for a large collection of
genomes. It also provides a portal to the ENCODE project.

We encourage you to explore these sequences with our tools. The Genome Browser zooms and scrolls over chromosomes, showing the work of
amnotators worldwide. The Gene Sorter shows expression, homology and other information on groups of genes that can be related in many ways. Blat
quickly maps vou sequence to the genome. The Table Browser provides convenient access to the underlying database. VisiGene lets you browse through
a large collection of in situ mouse and frog images to examine expression patterns. Genome Graphs allows you to upload and display genome-wide data
sefs.

The UCSC Genome Browser is developed and maintained by the Genome Bioinformatics Group, a cross-departmental team within the Center for
Biomolecular Science and Engineering (CBSE) at the University of California Santa Cruz (UCSC). If you have feedback or questions concerning the tools
or data on this website, feel free to contact us on our public mailing list at genome@soe ucsc.edu.

News News Archives b

To receive announcements of new genome assembly releases, new software features, updates and training seminars by email, subscribe to the genome-
announce mailing fist.

2 Aug. 2007 - Five New Worm Assemblies

We've updated our existing nematode browsers--for C. elegans and C. briggsae--to the latest publicly avadable assemblies. In addifion, we've added
three new worms to our collection: C. brenmeri (Caenorhabditis n. sp. PB2801), C. remaner, and Pristionchus pacificus. The C. elegans sequence was
obtained from WormBase; the Genome Sequencing Center at Washington Untversity in St. Louis (WUSTL) provided sequence data for the other four
assemblies.

UCSC Genome Bioinformatics
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Blat

ables Gene Sorter PCR ession FAQ

Home  Genomes

Human BLAT Search
BLAT Search Genome

Genome: Assembly: Query type: Sort output: Output type:

|Human V‘ |Mar. 2006 V‘ ‘prmem V‘ |query‘score V| ‘hyper\mk V‘

LRI

[ submit I [ I'm feeling lucky

Paste in a query sequence to find its location in the the genome. Multiple sequences may
be zearched if zeparated by lines starting with "=' followed by the sequence name.

File Upload: Rather than pasting a sequence, you can choose to upload a text file
confaining the sequence

Upload sequence: PIR. ) | submit file ‘ AR B S

UCSC Genome Bioinformatics

Blat 4t

Home Genomes Tables Gene Sorter PCR Session FAQ Help
earch Kesults

ALTIONS QUERY SCORE START END QSIZE IDENTITY CHRO STRAND START END SPAN

v A
browser details YourSeq 2 1 20 20 100.0% Y - 2166351 2166370 20
browser details YourSeq 2 1 20 20 100.0% X - 2166951 2166870 20
browser details YourSeq 2 1 20 20 100.0% 9 - 96636833 96636918
browser details YourSeq 2 1 20 20 100.0% 8 - 119190865 11919088 20
browser details YourSeq 2 1 20 20 100.0% 7 - 89920049 §9820068 2
browser details YourSeq 2 1 20 20 100.0% 3 - 25717821 25717840 20
browser details YourSeq 2 1 20 20 100.0% 5 - 83702493 83702512 2
browser details YourSeq 2 1 20 20 100.0% 5 - 41579694 41579713 20
browser details YourSeq 2 1 20 20 100.0% 5 - 23496332 23496351 20
browser details YourSeq 2 1 20 20 100.0% 3 - 131589879 131589898 20
browser details YourSeq 2 1 20 20 100.0% 20 - 40302744 40302763 20
browser details YourSeq 2 1 20 20 100.0% 2 - 126397394 126397413 20
browser details YourSeq 2 1 20 20 100.0% 17 - 66281621 66281640 20
browser details YourSeq 2 1 20 20 100.0% 16 - 12384754 12394773 20
browser details YourSeq 2 1 20 20 100.0% 15 - 66518458 66518477 20
browser details YourSeq 2 1 20 20 100.0% 12 - 116656920 116656939 20
browser details YourSeq 2 1 20 20 100.0% 11 - 75086498 75096517 20
browser details YourSeq 2 1 20 20 100.0% 1 - 54613599 54613618 20
browser details YourSeq 2 1 20 20 100.0% Y o+ 2166949 2166968 20
browser details YourSeq 2 1 20 20 100.0% X 4+ 2166343 2166368 20
browser details YourSeq 2 1 20 20 100.0% 9 + 96636897 96636916 20
browser details YourSeq 2 1 20 20 100.0% 8 + 119190863 119130882 20
browser details YourSeq 2 1 20 20 100.0% 7 + 89920047 §9320066 20
browser details YourSeq 2 1 20 20 100.0% 3 + 25717819 25717838 20
browser details YourSeq 2 1 20 20 100.0% 5 + 83702491 83702510 20
browser details YourSeq 1 20 20 100.0% 5 + 23496334 23496353 2
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Blat 4 R 7E4H 1 L

Alignment of | Alignment of YourSeq and chr9:96636899-96636918
YourSeq

Click on links in the frame to the left to navigate through the alignment. Matching bases in cDNA and genomic sequences are colored blue and capitalized.

YouSe Light blue bases mark the boundaries of gaps m either sequence (often splice sites).

Human chr9
blockl
together
cDNA YourSeq

TGCATGCAT GCATGCATG!

Genomic chrd (reverse strand):

T tatttcgota tatageoteta aaagataaaa aatetttttt 96636969
gttttattgt CLGLAtgtat gratgtatgt atgtatgtat gratgtatgt 96636919
TGCATGCAT GCATGCAIGC atttagagac agtctcgctc tgttgoccag 96636863

39 Tgc aatgot 96636819
gttcaagcga LLOLGGEOCG

Side by Side Alignment

00000001 atgcatgcatgcatgcatge 00000020
L L TTTTEEEEEEETTTTTT ] eeeeeee
96636918 atgcatgcatgcatgeatge 96636833

*Aligned Blocks with gaps <= § bases ara merged for this display when only one sequence has a gap, or when gaps in both sequences ara of the ‘
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About the UCSC Genome Bioinformatics Site

Welcome to the UCSC Genome Browser website. This site contains the reference sequence and working draft assemblies for a large collection of
genomes. It also provides a portal to the ENCODE project.

We encourage you to explore these sequences with our tools. The Genome Browser zooms and scrolls over chromosomes, showing the work of
amnotators worldwide. The Gene Sorter shows expression, homology and other information on groups of genes that can be related in many ways. Blat
quickly maps vour sequence to the genome. The Table Browser provides convenient access to the underlying database. VisiGene lets you browse through
a large collection of in situ mouse and frog images to examine expression patterns. Genome Graphs allows you to upload and display genome-wide data
sets.

The UCSC Genome Browser is developed and maintained by the Genome Bioinformatics Group, a cross-departmental team within the Center for
Biomolecular Science and Engineering (CBSE) at the University of California Santa Cruz (UCSC). If you have feedback or questions concerning the tools
or data on this website, feel free to contact us on our public mailing list at genome @soe uese edu

News News Archives b

To receive announcements of new genome assembly releases, new software features, updates and training seminars by email, subscribe to the genome-
announce mailing list.

2 Aug. 2007 - Five New Worm Assemblies

We've updated our existing nematode browsers--for C. elegans and C. briggsae--to the latest publicly avallable assemblies. In addition, we've added
three new worms to our collection: C. brenneri (Caenorhabditis n. sp. PB2801), C. remaner, and Pristionchus pacificus. The C. elegans sequence was
obtained from WormBase; the Genome Sequencing Center at Washington University in St. Louis (WUSTL) provided sequence data for the other four
assemblies.

From the Genome Browser home page, select Table Browser

UCSC Genome Bioinformatics

Table Browser
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Table Browser
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Table Browser £

Table Browser

Use this program to retrieve the data associated with a track in text format, to calculate intersections between tracks, and to retrieve DNA sequence covered by a track. For
help in using this application see Using the Table Browser for a description of the controls in this form, the User's Guide for general information and sample queries, and the
OpenHelix Table Browser tutorial for a narrated presentation of the software features and usage. For more complex queries. you may want to use Galaxy or our public
MySQL server. Refer to the Credits page for the st of contributors and nsage restrictions associated with these data.

Human o blv-

Human

Chimp .
E i+ | Consenat)

Rhesu May 2004
Rat able schemal July 2003

’ i Cat apr. 2003
Qther it Dog 18 lookup define regions

Horse

Cow
filter: | create Opossum

Platypus
1| chicken
Lizard
X tropicalis
5 Zebrafish
Y “[Tetraodon
X [v] . Fugu o
output format: | data ponts || [, Fuon - daxy
5 Medaka

intersection:

correlation:

output file: veave vlank to keep output in browser)

file type returned: & plaintext O gzip compressed

Note: output is limited to 100,000 lines returned. Use the filter seiting fo change this limit.
get output ] [ summary/statistics ]

To reset all user cart settings (including custom tracks), click here.
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Table Browser £

Table Browser
Tse this program to get the data associated with a track in text format, to calculate intersections between tracks, and to
retrieve DIVA sequence covered by a track. See Using the Table Browser for a description of the controls in this form
clade: ‘\/er‘tebrate "‘ genome: |Human "‘ assembly: | Mar. 2006 v
group: |Varlahun and Repeats v track: ‘ Simple Repeats "|
R - | Tracks & table aoliepeat Schema for Simple[Repeats - Simple Tandem Repeats by TRF
Daiahuse: hgld Primary Table: simpleRepeai Row Count: 633715
£ - S Reaulati 40-38530657 00 R e iptions Do e Sinpls Tandem et
xpression and Regulation T pe— SQL pe descrigton
filter: Cnmaratlve Genarnic bin 25 sualling(5) ussimmed [ndeving field to speed chromosome range queies.
5 chron chel wvarchar [255) Reference sequence chromosome or scaffold
chronstart |0 inc(l0) wnsigned  Staripositionin chromosome
R chronfnd ) int{l0) wnsigned  Endposition in chromosome
e L L Ly -a0-0- name ef wvarchat (255) Simpls Repeats tag name
output format: |MAF - muttiple alignment farmat v‘ period 6 int(l0) wnsigned  |Length of repestunit
Copylim 772 float Mean number of copies of tepeat
output file: | ‘ (leave blank to keep ou [semssiiseé int(l0) wiwigned  Length of consensus sequence
perlatch 95 int{l0) wnsigned  Percentage Match
file type retwmed: @ plan test O grip compressed perTndel 3 inc(10) wnsigned  [Percentage Indel
score 789 int(10) wnsigned  Score bstwesn and . Bestis
i k1) inc(l0) wnsigned  Percentof &'s intepeat unit
[ get output ] [ sumnmary/statistics ] c 51 int(l0) wnsigned  [Percentof C'sinrepesl unit
G 0 inc(l0) wnsigned  Percent of Gsinrepeat unit
. . . . T 15 int(l0) wnsigned  Percent of T's inrepeat vnit
To reset all user cart settings (inclading custom tracks), click here, o) 18 |tloat Eateopy
sequence  |TAACCC|Longbleb Sequence of sepeat unit slement

SERLPIAN Mk ERE IR XAMEHT X Genome Browser & 421 T f# -

UCSC Genome Bioinformatics

Table Browser =244

Table Browser

Use this program to get the data associated with a track in text format, to caleulate intersections between tracks, and to retrieve DNA
sequence covered by atrack See Using the Table Browser for a desctiption of the controls in this form,

clade: | Yertebrate v gemm:iHuman

Paste In Identifiers for Simple Repeats

ariation and Repeats V trad
— | Please paste in the identifiers you want o include.
table: simpleRepeat ¥ | describe table schem
region: ) genome (o-prmden Chr4:3,000,000-4,00 Upload, Identifiers for Simple Repeats

ilentifiers (namesaccessions): |_Paste st | [ Please enter the name of a file from vour computer

fher: [ create | | (Browse... )
Submit || Cancel ‘

ouiput format: | 3ll figlds from selected table v |

ouipui file: Ueave blank to keep output in browser)

file type returned: & plaintext O grip compressed

[ get output ” summary/statistics ]

To reset all user cart settings (inchading custom tracks), click here

WFEARXE, WE LSRN
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Table Browser=L 4|

Filter on Fields from hgl7.simpleRepeat

Table Browser

bin is (ignored %)
Use this program to get the = tracks, and to retrieve DNA
sequence oovered iy a track] <™ (does 199 match [+ AND
chromStat | ‘9nered ) AND
| inrange —_—
5 i
clade: | Vertebrate | | chromEnd < ) T T
= name | latch [+ AND
group: | Variation and Repy i | —w
tables | simpleRepeat v | | copyNum TS E/\ND
consensusSize 15 _ignored E.! AND
reglon: o genoms ® po perMatch is [ignored [%) AND
jdentifiers (names/accessio] Pperindel is [ignored %) AND
score is [_ignored [% AND
A is [ignored [%) AND
[ is (ignored [%) AND
G is (ignered [%) AND
T is (ignored 1% AND
output format: | 3l fizlds fro entropy is (ignored M) e
vutput file: sequence does %) match [+

AND | %) Free-form query:
file type returned: & plair) (20 ) L

gt output surmm|

To teset all user cart settings (inchuding custom tracks), click here

R e
(submit) (cancel)

X &5 RPEAT ik

UCSC Genome Bioinformatics

Table Browser=Z ]

Table Browser

Use this program to retrieve the data associated with a track in text format, to calculate intersections between fracks, and to
retrieve DNA sequence covered by a track. For help in using this application see Using the Table Browser for a description of
the controls in this form, the User's Guide for general information and sample queries, and the OpenHelix Table Browser
tutorial for a narrated presentation of the software features and usage. For more complex queries, you may want to use Galaxy
or our public MySQL server. Refer to the Credits page for the list of contributors and usage restrictions associated with these

data.

clade: ’W‘ ’Humam—V| bly: ’W‘

group: [variation and Repeats v| track: Simple Repeats v [ add custom tracks |
table; |simp|eﬁepeal V‘ | describe table schema |

region: ® genome © ENCODE O position [chr736468676-38630994 | [Jookup | [ define regions |
identifiers (names/accessions):

filter:

intersection:

correlation:

output format: |a|\ fields from selected table V| [ Send output to Galaxy

output file: | | (leave blank to keep output in browser)

file type returned: © plaintext O gzip compressed

[ get output ” surmrmary/statistics ]

To reset all user cart seftings (including custom fracks), click here.
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Table browser 3451 : Hii Hi 45 4

>hglé_simpleRepeat trf range=chr4:3002483-3002531 5'pad=0 3'pad=0 revComp=FALSE strand=

TTTTCTTTTCTTTTCTTTTCTTTCTTTCTTTCTTTTCTTTTTTTTTTTT

>hglé_simpleRepeat _trf range=chr4:3023387-3023413 5'pad=0 3'pad=0 revComp=FALSE strand=

TTTTTTTTTTTTTTTTTTTTTTTTTTT

>hglé_simpleRepeat _trf range=chrd:3028647-3028671 5'pad=0 3'pad=0 revComp=FALSE strand=

AAPRARARRRARARLARRAAARLAR

>hglé simpleRepeat trf range=chrd:3033671-3033722 &'pad=0 3'pad=0 revComp=FALSE strand=

TTCTTTTCTTTCTTTTTTCTTTTCTTTTCTTTTCTTTTCTTTTCTTTTTT

TT

>hglé_simpleRepeat trf range=chr4:3034246-3034404 5'pad=0 3'pad=0 revComp=FALSE strand=

TATATATATGTATATATGTGTATGTGTATATATATAGGTATATATGTGTA

TGTGTATATATATGTATATATGTGTATGTGTATATATATGTATATATGTG

TATGTGTATATATATGTATATATGTGTATGTGTATATATATACATATATG

TATATATAT

>hgl6_simpleRepeat trf range=chré:3034248-3034425 5'pad=0 3'pad=0 revComp=FALSE strand=

TATATATGTATATATGTGTATGTGTATATATATAGGTATATATGTCTATG

TGTATATATATGTATATATGTGTATGTGTATATATATGTATATATGTGTA

TCTGTATATATATGTATATATGTCTATGTGTATATATATACATATATGTA

TATATATGTGTGTATGTATGTATGTATA

>hglé simpleRepeat trf range=chrd:3034467-3034495 §'pad=0 3'pad=0 revComp=FALSE strand=

ACACACACACACACACACACACACACACA

>hgl6_simpleRepeat trf range=chré:3070185-3070243 &'pad=0 3'pad=0 revComp=FALSE strand=

GTGTGTGTETGTGTGTGTGTGTGTGTATGTGTGTGTGTATGTGTGTGTGT

GTGTGTGTG

>hglé_simpleRepeat _trf range=chrd:3083047-3083088 5'pad=0 3'pad=0 revComp=FALSE strand=

CACACACACACACACACACACACACACACACACACACACACA

>hglé_simpleRepeat trf range=chr4:3084171-3084221 5'pad=0 3'pad=0 revComp=FALSE strand=

TETGTGTETETGTGTETGTGTGTETGTGTETGTGTETETGTGTETGTGTG

T

>hglé_simpleRepeat trf range=chr4:3095127-3095153 5'pad=0 3'pad=0 revComp=FALSE strand=

AARRAAARRRARAARARRAAARRARRR

>hglé_simpleRepeat trf range=chr4:3101446-3101473 5'pad=0 3'pad=0 revComp=FALSE strand=

>hglé_simpleRepeat trf range=chr4:310$016-3108078 5'pad=0 3'pad=0 revComp=FALSE strand=
GCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGT

GCAGCAGCAACAGC

>hglé_simpleRepeat trf range=chré:3114¢90-3114714 5'pad=0 3'pad=0 revComp=FALSE strand=

TTTTTTTTTTTTTTTTTTTTTTTTT

>hglé_simpleRepeat trf range=chr4:311€¢70-3116726 5'pad=0 3'pad=0 revComp=FALSE strand=

ACACACACACACACACACACACACACACACACACACACACACACACACAC

ACACACA

Gene
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et
Blat - Tables(- Gene Sorter ) PCR - VisiGene - Proteome - Session - FAQ - Help
~——

About the UCSC Genome Bioinformatics Site

Welcome to the UCSC Genome Browser website. This site contains the reference sequence and working draft assemblies for a large collection of
genomes. [t also provides a portal to the ENCODE project.

We encourage you to explore these sequences with our tools. The Genome Browser zooms and scrolls over chromosomes. showing the work of
annotators worldwide. The Gene Sorter shows expression. homology and other information on groups of genes that can be related in many ways. Blat
quickly maps your sequence to the genome. The Table Browser provides convenient access to the underlying database. VisiGene lets you browse through
a large collection of i situ mouse and frog images to examine expression patterns. Genome Graphs allows you to upload and display genome-wide data
sets.

The UCSC Genome Browser is developed and maintained by the Genome Bioinformatics Group. a cross-departmental team within the Center for
Biomolecular Science and Engineering (CBSE) at the University of California Santa Cruz (UCSC). If you have feedback or questions concerning the tools
or data on this website, feel free to contact us on our public mailing list at genome/@soe ucsc.edu.

News News Archives p-

To recefve announcements of new genome assembly releases, new software features, updates and training seminars by email. subscribe to the genome-
announce mailing list.

2 Aug. 2007 - Five New Worm Assemblies

We've updated our existing nematode browsers--for C. elegans and C. briggsae--to the latest publicly available assemblies. In addition. we've added
three new worms to our collection: C. brerneri (Caenorhabditis n. sp. PB2801). C. remanei, and Pristionchus pacificus. The C. elegans sequence was
obtained from WormBase; the Genome Sequencing Center at Washington University in St. Louis (WUSTL) provided sequence data for the other four
assemblies.
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Gene Sorter 5+ [H]

0 B

4 wCsC an G worter

genome !!g 7 V|assembly Mar, 2006 search|BRCA1 |
May 2004
July 2003
Apr. 2003

[ filter (now off) ] dlsplay|50 - | output

sott by | Protein Homology - BLASTP v
Expressmn [GNF Atlasz)
E:p

0y
About Pfam Similarity
Gene Distance
Thizs pre{Chromosome by onship can be one of several
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Gene Sorter 5[]

==
genome [ Humar

+) assembl;

+) search 14680

=

Protein Homology - BLASTP 7]

sortby

configure

iter (now off) ) display (50 %) output (sequ

o=

B

About the Gene Sorter

iR BN ETR

This program displays a sorted table of genes that are related o
«of gene expression profiles, or genomic proximity.

To display a gene and its relatives:

Select a genome and assembly from the corresponding pul

. Type a word or phrase into the search text box to specify
HOXA9, and MAP Kinase.

. Choose the gene relationship with which you would like t
Press the Go! button to display your results.

1

Name Sehoct Gene o
Swis oot |0 Prot Protein Display 1D Y
RerSeq [ A [NCBT Refeq Gore Ascomon

LocusLink | | A [NCBI LocusLink [ oo
GenB ank A (GenBank ml Accession nin

[Ensembl

| A [Ensembl Transeript 1D a

) _ [ A [ID of Associaied Affymetris U133 Expreson Daa__[wa

95 1D = *"LM"‘ Associaicd Affymetrix U935 Expression Data mis
J = [GNF Expression Adlas Human Data on Afly U5 | brightness.  tissues valies.
INFUSS |8 A i m B (e

Max GNF 2 | A (Mavimum Expression Valoe of GNF Exprescion Atlas [n/s

| [Nomulised Diffcrence in GNF Expression ey m

L | A INCBI Blasep Bit Score nia

¥ | A (NCBI Blasp E-Valie e

| AW [NCBI Blasap Percen Meaiiny i

| A |5 UTR Fold Energy (Estimated keabinsl) o

= | AW |5 UTR Fod Encrgy (Estimated kcabmol) =

& | AW (Genome Posision/Link r Genome Browser nia

UCSC Genome Bioinformatics

Gene Sorter F&[f]

genome | Human

<) assembly [July 2003 '+

) U14680

sort by ("Protein Homology - BLASTP |+ ) (‘configure ) (filter (now off) ) display (50 +) output sequence

>

o

About the Gene Sorter

i

This program displays a sorted table of genes that are relate
of gene expression profiles, or genomic proximity.

To display a gene and its relatives:

Select a genome and assembly from the correspondin
Type a word or phrase into the search ext box 10 spg
HOXA9, and MAP kinase.

Choose the gene relationship with which you would
Press the Go! button to display your results.

On this page you can restrict which genes appear in the main table
based on the values in any column. Click the subeai butten to return
to the main Gene Sorter page with the current filter settings applied.

clear filter save filter

Quickly obtain a list of gene names that pass the Hter

Filter Controls for Displayed Columns:

Name - Gene Name/Select Gene

Name search (including * and ? wildeards)) |

Inchude

words in search term match.

Lirit to iteras fno wildcards) in list uplaad list

VisiGene - UCSC VisiGene In Situ Image Browser

VisiGene search Gncloding * and Twldeards) |

Include

words in search term match.

Limit to items (no wildcards) in list: |_paste list | [ upload list
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Gene Sorter Ftf]

Simple Search Results

Known Gene Names

BRCAI - breast cancer 1, early onset isoform 1

Known Gene Descriptions

BAP! - BRCAI associated protein-1

BARDI - BRCA1 associated RING domain 1

BRAP - BRCAI associated protein
{BRCAL - breast cancer 1, early onset isoform | ]

BRCC3 - BRCA1/BRCA2-containing complex, subunit 3

BRIP1 - BRCAI interacting protein C-terminal helicase 1

COBRAL - cofactor of BRCAL

NBRI - neighbor of BRCAI gene 1

NBRI - neighbor of BRCAI gene 1

NBR2 - Homo sapiens neighbor of BRCA1 gene 2, mRNA (cDNA clone IMAGE:4826838). with apparent retained intron.

UCSC Geno

Gene Sorter 45 %

me Bioinformatics

genome | Human | assembly | Mar. 2006 | soarch [NM_007295
sort.by‘ Pratein Homaology - BLASTP vl[ configure ][ filter (now off) ]display|5U v‘uutput[ sequence ]
.
50 3|8 =8
8532 =3 = =5 = BLASTE |
VisiGene T T 5 5 £ e 893 |2 =2 FlE Genome Pusitiui ')escripticm
B oS d =52 5o 5 8 of
L [BRCAL  [1448 I I . - chrl7
z 31 |nfa I st
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4 3 1 e ap2 1,322,621 [tripartite §
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Gene Sorter results

UCSC Human Gene Sorter

fenome | Human + ) assembly [Jjuly 2003 ¢ search [u14680

Pratein Homology - BLASTP | & |

sort by (contigure ) (‘filter (now offt ) display (50 "7 output (‘sequence ) ("text)

Name
BRCAI
TRIM3I1
746606
TRIM22
TRIMS0/
TRIMS

==+

TRIM34
TRIM39
0|SSA1

HEEREIERE

Get Sequence

Select sequence type:

(® Protein

O mRNA

O Promoter including (1000 bases upstr
# Include only those with annotated

) Genomic

TRIM4 | | Get Sequence |

| #mom
I

5,
£32-72153182
Z.Be=07 chrlli5643037-3670602

63,221,

0% chrEIeas
2,009, 1.80-04
(STRIN protein)

292, -0.49
961510 Hypathet ic.
SEA protein £5-56.
COBA FLI45273 fis,
cing tinger protein 137
357,-0.071,

593743
0521404-100547367
-116306048

ufa
4.10=08 cheXil1686268
0.300,-0.819,-0,249,0,295, -1.034,0,35
nra .10-06 ched:95627521-95635241

6 chel:d5742522-35750223 ey

clone

6,0, 204,1.105, -0, 4ole-04 o
=

1.2ex03 o
; ng ting
INTI47 0.000,3.1)9,2.617,0.000,1.804,0.000,0.000,1.393,3.641.0.000,
3 30-05  chrd: 89756488 539
26-05  chrl:dI113a7I-
Shrl0:184068840-1

8-0% chri?isss

2e-03

740 Hypothetical protein FLILDTSH.
eripartite movit B

Mypothetical protein FLINE

enTi7a4157088)

6873-3010687
3: 35006002
11:5675364)

3024739
8225394

BENIP2029663

hrti 33220174

hr2121573581

43207558644
180

Obtain file of gene sequences or tab-delineated file of data
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About the UCSC Genome Bioinformaties Site

Welcome to the UCSC Genome Browser website. This site contains the reference sequence and working draft assemblies for a large collection of
genomes. [t also provides a portal to the ENCODE project.

‘We encourage you to explore these sequences with our tools. The Genome Browser zooms and serolls over chromosomes, showing the work of
annotators wotldwide. The Gene Sorter shows expression. homology and other information on groups of genes that can be related in many ways. Blat
quickly maps your sequence to the genome. The Table Browser provides converdent access to the underlying database. VisiGene lets you browse through
a large collection of i siru mouse and frog images to examine expression patterns. Genome Graphs allows you to upload and display genome-wide data
sefs.

The UCSC Genome Browser is developed and maintained by the Genome Bioinformatics Group, a cross-departmental team within the Center for
Biomolecular Science and Engineeting (CBSE) at the University of California Santa Cruz (UCSC). If you have feedback or questions concerring the tools
or data on this website, feel free to contact us on our public mailing list at genome @ soe ucsc.edu.

News News Archives b

To recefve announcements of new genome assembly releases, new software features, updates and training seminars by emai, subscribe to the genome-
announce mailing list.

2 Aug. 2007 - Five New Worm Assemblies

We've updated our existing nematode browsers--for C. elegans and C. briggsae--to the latest publicly available assemblies. In addition, we've added
three new worms to our collection: C. brenmeri (Caenorhabditis n. sp. PB2801), C. remanei, and Pristionchus pacificus. The C. elegans sequence was
obtained from WormBase; the Genome Sequencing Center at Washington University in St. Louis (WUSTL) provided sequence data for the other four
assemblies.

From the Genome Browser home page, select Table Browser
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In Silico PCR

In-Silico PCR: i 1"PCR, HifIPCR.

}Eﬂi*éﬂf?ﬂﬁfijCR%I%%i‘%ﬁiﬂ%%ﬁ%ﬁ, AR IR
T

UCSC In-Silico PCR |

Genome: Assembly: Forward Primer: Reverse Primer:

Human | |[May2004 v |g gclccgga aaatgatcagtaalct 1 Submit

Max Product Size: (4000 | Min Perfect Match:[15 | Min Good Match:[15_

Max Product Size: #WJBUKX SRR KK JE.

Min Perfect Match: FI5|#IH3° ¥iPerfect MatchfH/ MRFEEH .

Min Good Match: MEIYI3" iGood Matchfif/ M3kt H, Good
Match ¥83/MFE B /D UL 24~ .

Flip Reverse Primer: JxIa] 5|4 )% v B 4bo

UCSC Genome Bioinformatics

In Silico PCR: 45

UCSC In-Silico PCR

>chr4:75229003-7522943 ISCCACAGTGCTCCGGA AGATTACTIGATCATTT I
g 5

T -

-
coac 1ggaaccogog: zagoget :cacta
tgag @:ﬁ $CCagocgogoy _&E ;coccogg §I% \gctoo
tiglgcgcgctgttgglgclgctlgctgctigclgacgcagocagggcccat
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Forward: 60.5 C gccacagtgotcogga
Reverse: 34.6 C aaatgatcagtaatct
The temperature calculations are done assuming 50 mM salt and 50 nM annealing oligo concentration.

The code to calculate the melting temp comes from Primer3.
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Frorh About the UCSC Genome Bioinformatics Site
i Welcome to the UCSC Genome Browser website. This site contains the reference sequence and working draft assemblies for a large collection of
ENCODE genomes. It also provides a portal to the ENCODE project.
Blat We encourage you to explore these sequences with our tools. The Genome Browser zooms and scrolls over chromosomes, showing the work of
|| annotators worldwide. The Gene Sorter shows expression. homology and other information on groups of genes that can be related in many ways. Blat
Table quickly maps your sequence to the genome. The Table Browser provides convenient access to the underlying database. VisiGene lets you browse through

Browser a large collection of i sifu mouse and frog images to examine expression patterns. Genome Graphs allows you to upload and display genome-wide data

Gene Sorter st

In Silico The UCSC Genome Browser is developed and maintained by the Genome Bioinformatics Group, a cross-departmental team within the Center for
PCR Biomolecular Science and Engineering (CBSE) at the University of California Santa Cruz (UCSC). If you have feedback or questions concerning the tools
| | or data on this website, feel free to contact us on our public mailing kst at zenome @soe uesc edu.
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To receive announcements of new genome assembly releases, new software features, updates and training seminars by email, subscribe to the genome-
announce mailing list.
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Browser 2 hug. 2007 - Five New Worm Assemblies

Utilities We've updated our existing nematode browsers—-for C. alegans and C. briggsae—to the latest publicly available assemblies. In addition. we've added
S | | three new worms to our collection: C. branneri (Caenorhabditisn. sp. PB2801), C. remanei, and Pristionchus pacificus. The C. elegans sequence was
obtained from WormBase; the Genome Sequencing Center at Washington University in St. Lowis (WUSTL) provided sequence data for the other four
assemblies.
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VisiGene Image Browser
VisiGene is a virtual microscope for viewing in sitiz images. These images show where a gene is used in an organi

sometimes down to cellular resolution. With VisiGene users can retrieve images that meet specific search criteria, |
interactively zoom and scroll across the collection.
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About the UCSC Genome Bioinformaties Site

Welcome to the UCSC Genome Browser website. This site contains the reference sequence and working draft assemblies for a large collection of
genomes. [t also provides a portal to the ENCODE project.

We encourage vou to explore these sequences with owr tools. The Genome Browser zooms and serolls over chromosomes, showing the work of
amnotators wotldwide. The Gene Sotter shows expression, homology and other information on groups of genes that can be related in many ways. Blat
quickly maps your sequence to the genome. The Table Browser provides convenient access to the underlying database. VisiGene lets you browse through
a large collection of i situ mouse and frog images to examine expression patterns. Genome Graphs allows you to upload and display genome-wide data
sefs.

The UCSC Genome Browser is developed and maintained by the Genome Bioinformatics Group, a cross-departmental team within the Center for
Biomolecular Science and Engineering (CBSE) at the University of California Santa Cruz (UCSC). If you have feedback or questions concerning the tools
or data on this website, feel free to contact us on our public mailing list at genome @ soe uesc edu

News News Archives b

To receive announcements of new genome assembly releases, new software features, updates and training seminars by emai, subscribe fo the genome-
announce mailing list.

2 Aug. 2007 - Five New Worm Assemblies

We've updated our existing nematode browsers--for C. elegans and C. briggsae--to the latest publicly available assemblies. In addition, we've added
three new worms to our collection: C. brenneri (Caenorhabditis n. sp. PB2801), C. remanei, and Pristionchus pacificus. The C. elegans sequence was
obtained from WormBase; the Genome Sequencing Center at Washington University in St. Louis (WUSTL) provided sequence data for the other four
assemblies.

From the Genome Browser home page, select Table Browser

UCSC Genome Bioinformatics

Proteome Browser

o AN AR S B Swiss-Prot/ TTEMBLIF) 35 HID 5,
Proteome i 2= LA 1 (1B N34 & 10 85 145 S AN AR S 1) 2]

K

& R R G

UCSC Proteome Browser Gateway

Enter a gene symbol or a Swiss-Prot/TrEMBL protein ID: | | [ Submit Query

The UCSC Proteome Browser was created by the Genome Bioinformatics Group of UC Santa Cruz.
Software Copyright (c) The Regents of the University of California. All rights reserved.
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UCSC Introductory Genome Browser Training:

® Launch (® Download (® Download

Online Tutorial PowerPoint Slides Slide Handouts Hands-on Exercises
ers*) \PDF file

(Optimized for Wi POE

@ Download

UCSC Advanced Topics Training (Table Browser, Custom
Tracks & Gene Sorter):

®) Launch ¥ Download ¥ Download

Online Tutorial PowerPoint Slides Slide Handouts Hands-on Exercises
(Op ed ‘Windows") (PDF file:

® Download

Quick Reference Cards & UCSC Link:

Free Reference Card  Visit the Resource
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Offers downloads to complete annotation sets

Human
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Lizard
Medaka
Stickleback
Tetraodon
Chimpanzee
Rhesus

Cow

Fugu
Platypus
Zebrafish
Mouse

Rat
Opossum
Chicken
X.tropicalis

Dog
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Ahout the UCSC Genome Eiocinformatics Site

This site containg the refetence sequence and working deaft assemblies for a large collection of genomes. Tt also shows the CFTR (eystic
fibtosis) region in 13 species and provides & portal to the ENCODE project
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Contact information for the UCSC Genome Project

UCSC Genome Bioinformatics Group:
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Center for Biomolecular Science & Engineeting

Baskin Bchool of Engineering, University of California, Santa Cruz
1156 High 31, Santa Cruz, CA 95064

(B31) 459-1544

chseweh@chse uese edu

Genome Browser comtacts:

Questions or problems regarding the UT3C Genome Browser software, database, genome assemblies, or release cycles should be
sent to genome@soeucse.edu. Messages sent to this address will be posted avtomatically on the genome mailing list, which is
also archived on a public Weh-accessible pipermail archive. This archive may be indexed by non-TICSC sites such as Google

» Browse the Genome mailing list archives (indexed by thread, subject, authot and date).
Submit

o Search the Genome mailing list axchives: |

» Subscribe to the Genome-announce mailing list (UCSC Genome Browser project announcements only - low-volume list)
/ ® Subscribe to the Genome mailing list (interactive Genome Browser discussion forum - high-volume list).

C Bivinformatics Group annousces two seminars and hands-on workshops on the UCSC Genome Browser, presented by
& bioinformatics training, software testing and consulting company.

These introductory sessions are geared towards anyone with a basic knowledge of genotuic and biological concepts who is interested in
learning how to use the UCSC Genome Browser. No programming experience is required. The seminars will cover the topics necessary to
feam how to effectively use the browser tool set, including basic Genome Browser functionelity, searching and ELAT use, Table Browser
use, creating end using custom annotation tracks, end en introduction to the Gene Sorter. Lectares will be accompanied by hends-on
computes exercises conducted directly on the Genome Browses web site.
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The End




