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UCSC Genome Bioinformatics

ne Sorter - PCR - VisiGene
Ganama | About the UCSC Genome Bioinformatics Site
0 Welesane 1o the WOSC Genome Browser webste. Thar s contams the neference raquente and workng dralt assemblbes for a large collection of
EHCODE genomes. It also provades a portal to the ENCODE progect

Wi eacounage you to npl.wt these sequences with oo tools The Genoane Browser rooms end perolls omer chromogomes, showing the weel; of
srenetators werldwide The G Sorper shows expression, homology and other eformabion on grovps of genss that can be related in many ways
mumkw:mlynm:mmm&wmmﬂmpmm: mLcesd to the mndedyeg danabase, VigiGene lets you
krompe Brough & lege collection of ie mr mivuse sl Bog snages 1o expmine ewpresscs pamems. Cenidne Craphy allows you to uplosd aed
chrplay genome-wide datu sets

Biat

. The TCEC Genome Brownser i developed and mantamed by the Genome Bromfonmatics Grogp, a cross-departmental tzam within the Center for
n EBremeclecdar Saence and Engneermg (CESED at the Unrversty of Cabfornia Santa Crue (TCS0CY IF you bave feedback o questions concermng
Y, the fools or data oo s websie, feel Fee to contact us on o pubbc magng bet To wew the resulis of the Genome Erowser users’ survey we
conducted m May 2007, cbck fere

Geneme
Graphs r
- || News News Archives &
Galaocy

- To receive anouncemests of new genome assembly relaases, new software Bratures, updates sed fraining semenmrs by epsall, sobecribe to the
VisiGune enoame AU e madng kst

17 ootober ZO00B - Quality Assurance Engineer Job Opening

Protecme
Hiowa
(e The THCEC Genome browser group has resopened a search for a Quakty Assurance engneer: Biological Database Testng and Tser Suppoat
Usslitias Technicien Apphcamts should bave a strong backgrousd m biology and compatabion, snd excellest dolls in scientific wnngfediting For detals see
the job Esting
Dewalnads
17 September 2000 - Beven Assemblies Archived
:_I':m"u We have anchived seven older assembles of the human (hgl3), meouse {mm3, mmE), it (m2), C. elrgans (cel), cebrafish (danRer), and cow
L {besTaul) gemomes. Vou can combrne to bromse tege assembles on the Gezes Browser prokive server. At bast fwe later assembbes for sach
Comittiom of these oogarems remasn gvadable on the mein Genome Browses ste
Tracks

We de not provede blat servers or updated GenBank data for archrred arsescblies. Howewer, 1 12 stil posnble to B coordmases o thess
Archagal aspernbbe and thore on e mam brower mte bt

Gonsmes

18 Soptomber 2000 - Bequest for Input on EHCODE Data Releass Plan: The Mabons Human Gesoms

Miarors Research Inrtete (FTHGRT) hat spdated the daga redease plan For e EMCODE and model orgarmem ENCODE (medEHCODE) prajects. Brad
Archives [
Training 3 Boptombor 20080 - Updated DCEC Gones Sot Beleased for hglB: We have meleased angpdated TOSC Genes

arn pet o e laten beseen acrseasbly (g 18, Marck 2006). Brad mese
Crudiis

EROEI e by PR=UPRNEH ERY ET, ZOHRT, F AEROT T U X LHE A EO “Genome
Browser” & £ E T E 27 Y v 7 L TROBEEZE L TITWET,
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clade genome assembly position or search term ima.gt wadth
Mammal | [ Human ~ | [Mar. 2006 | [chr¥:151,073 054151 393 376 . IEEU |
[Chimp the browser user mterface settings to their defaults.
| Drangutan K figure tracks and displ ] it
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reference sequence (DC; HNSE 1) was produced by the International Human Genome Sequencing Consortum
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| Platypus
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N7 ) AOBHRE D562, E?)>6”Mammal” “Human”, “Mar.2006” Z 334K L £,

The UCSC Genome Browser was crested by the Ten i
Software Copyright () The Regents of the Urnsversity of California. All nghts seserved,

clade ZeEnome agzembly position of search term mage width
 Mammal v|[Human | [Mar, 2006 ~/||che:151 073 054-151 383576 | 620
i May 2004 WgT USer interface sethings to ther defaults.
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clade genome assembly postion or search term mage width

:Mammal | Human | Mar 2006 | GDNF | [620 ]
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| Human Gene GDNF (uc010ivh.1) Description and Page Index |

Description: ghal cell derived neurctrophic Bactor woform

RefSeq Summary (IWM_199234)%: This gene encodes a highly conserved newotrephec facter. The recombinant form of ths
protem wazs shown to promole the sureival and differentiation of dopaninersc nearons in culnare, and was able to prevent
apoptosis of moter neurons induced by axotomy, The encoded protein i processed to a mature secreted form that easts as a
homedimer. The mature form of the protem is a ligand for the product of the BET {rearranged duming transfection)
protooncogene. In addition to the transcnpt encoding GDNF, twre addmional alternative transcnpts encodmg disinet protemns,
peferred to as astrocyte-desmved trophec Bactors, have also been desenbed Mutations m this gene may be associated with
Hrrschsprumg disease,

Strand: - Genomic Size: 19146 Exon Count: 2 Coding Exon Count: 2

Sequence and Links | Genetic Associatons | CTD Microarray | Other Species
mRNADesc!iplionlethn Harnes Model Informabon | Methods

— Sequence and Links to Tools and Databases

Genomuc Sequence (chr5:37,351,510-37,870,655) | mEHA (may &ffer from genome) | Proten (133 aa)
Gene Sorter | Genome Browser |Protem FASTA | VisiGene Table Schema  |DGAP

Ensembl Eatrez Gene: ExcnPrimer GeneCards | GeneTests Gepas Tissue
HGHC HuGE Jacksen Lab CMIM Pubbded Stanford SOURCE
Trecfam ' | ‘

— Genetic Association Studies of Complex Diseases and Disorders

Genetic Association Database: GDINF
CDC HuGGE Published Literature: GDINE
Paoszitive Disease Associations: schizophsena
Related Studies:

1. schizophrenia
Michelato, A et al 2004, 3' TTE (AGGn repeat of ghal cell Ine-denved newrotrephsc facter (GDHF) gene
pelymerphism in schizophrersa , Neuroscience letters. 2004 Mar, 35732357, [PubMed 15003203]
These results support that the (AGGNR) »/=15 alleles could be protective factors against schizophrenia and thus
they suggest a posable mvolverment af GONF gene in the genetic Bability to iilness.

2. schizophrenia

TOR=UF, 7V vy s Liisf (BEED) ([T L TOFEMETR L2 b DT, BIFRLMOT — % ~—2
~OY 7 REE O OfHR, BT, WA TOA—Y v VB EFEER Bk S o ESIE

I ERE R RSB DR Lo TWET,

ZF D% T”Sequence and Links to Tools and Databases” & EIL7= T/ 5 "Genomic Sequence” & Eh /=Y v

7 (FROFMAOEF) 227 Y v 27 LTIIES,

— Sequence and Links to Tools and Databases

Genomic Sequence (chr3:37,851,510-37 870,655) mEITA (may differ from genome) | Protemn (133 aa)
Gene Sorter |(Genome Browser |Protem FASTA |[VinGene Table Schema |[CGAP

Ensembl Entrez Gene ExonFrmer GeneCards | GeneTests Gepis Tissue
HGNC HuGE Jackson Lab OMIM Publded Stanferd SOURCE
Treefam

TERUZR LT &9 RBIEFRLDT ) ARHIBIGS—O~LBEIL 7,




Get Genomic Sequence Near Gene

Heote: if you would prefer to get DIA for mere than one Beanire of thas track at a time, try the Table Browser usmg the sutput format
sequence,

Sequence Retrieval Region Options:

O PromoterMpstream by [1000 | bases
(5 UTR Exons
F CDS Exons
(3 UTE. Exons
[ Introns
O Downstreamn by | 1000 | bases
e FASTA record per gene.
O Ome FASTA record per region (exon, mtron, etc.) with |0 extra bases upstream (37 and o | extra downstream
3)
[15plit UTE. and CD3 parts of an exon inte separate FASTA records

Mote: f a featore 12 close to the begramg or end of a chromosome and upstream’dovnstream bases are added, they may be
truncated m order to avoid extending past the edge of the chromesome

Sequence Formatting Options:
&) Exons in upper case, everytheg else m lower case.
DS in upper caze, TR in lower case,
D All upper case,
O Al lower case
U1 Mask repeats: & to lower case O to 1
submit

ZON=U TR, B FEAOT ) ARSI ZRET DICU o TORMBEBIET S Z L THETY,

EPRS AT, BARGOHBEEZHRELET, 6O0F =y 7Ry 7 AL > TWT, F=v 7 S
FE X T n— R TN TEET, ENSIRICEE - ERES] (M B E Tovae 7 2 MEBICEER L
£9) . 5 URTZ YV CDSHE, 3'UIRT™Z V| A v hry, BT FREY] (A TME ThraeT Ak
IR L ET) TT,

WICELL HAFEEER T, F—2 %2 —o2DFASTATERIZE L O TH AT S0, HDVITHEE (CDSE g bk
D) T ENCIVFFASTACTH T 50 (ZOBICIIAHEIRO B PRI 2 A TRETE ) #8RLE
T, E oL EEBT LIS TABICUIRT 7 Y o QDS VY L b BT A0 EF v 7Ry 7 ATHRELET,

BICHRENACTHAZEEE CH D 73—~y F2—2 R LT, T LKb-o=bsubnitz 7 U v 7 LTAHAEL
X

)

N1

»hg!8_knownGene _ucl0ivh.] range=chrf:37851510-37870655 5 pad=0 3"pad=0 sirand=- repeaiMasking=none
ATGANGT TATGGEATGT CGTGGCTGTCTGCCTGET GOT GOT COACACDGD
GICCGECTTO0GC gocegoceel aagaggoci cocgaggcgocegrce
aagaccgckeectcggecgocgroecgegeoct icee et gageagt gac
Letaagaaccgltccel coccgogegesgecceccepcggacooecicge
acccccacccgoagccagocccecacgl accocaagccagcct gal gact
glgl gegcctaccgaccogt gzecaazizet scaet ol zasgccoccaz
gzl goct ggel goccact got goccgeacgoct zeoel zasagt zacac
zoget ettt goccagcacagazzesal geaatttitat ool gctoct bt
agcalbclgal gascasatatect coccaccagcaccaccacclcagaaa
cacacacacaget gleccelttict gt tceteacct al acacactceca
ghtttttettl zettecasagrect tlatet gt et glet ¢l geel gect 2t
gottaat tel gagaact atbzeactttecatcetaaact gogoel graage
cragaggecgzel tlicacasaageaagreagagpeagagasaacacaga
agggeelceat ticcagaacaage gl el geetaat gteasatel gt teay
asaagt loclcl gticagaaaagt Lecget tct agasagact taaccala
aatapt gel ggel gepactagggacaaagact gl aget cactecacet ga
gacaat getaactelt gagasaasaacceagettal teltat tagaaaal
aaglctgtgatitacci ctcaaaaat taacal gl t L i agaagcaagicaa
Ltagggcat atcaget gl gat gl gatelegitticoct coact cotcaga
ageltglt goal gaagl pagagagget acaltacal gt gal agagect gl
Lgcagaggcal aat glcaacaaagal agcaal agasaal 1t cacacaacc
ccaasal aasgcaggaal gagel gl gt gl aact aggat accaccct gpct
actctitccctcoct sacgocaccoccagaal tal coctetagtaacti ity
cgcltgasactlactat gglcatl aaccacagtagt agtoect ecagtagtc
agcl gl ecact gagl cococasacceaal gecclt gecl aggasacaacc
caglaaatgeaat gl zettattitat et taattal azcaacasaascac
cltcttccacaagt cocaagasagal agaaast gzattittttat aagec
aaaltaagacticasaaggaagit agzzaacal geltaatcct b zaaac
Laaaglacel gllccaagagt glot gleaaltaact sl al asacct actd
Lasaggetittatttccatcacasat t laal ghat ataaacgtlicleea
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