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Species
Viena protein_coding Gene: OTTHUMGODNDDNI0R0D (HGNC IConkigyies]
EIHumn ,q,, Vaga protein_coding gene OTTHUMGO0000090809 has 2 franscrpts: OTTHUMTOO000207
pumam peplides: OTTHUMPOOO00116024, OTTHUMPOOD00116025 and 5 exons: OTTHUMEDDOD1
OTTHUMEDODD 062127, OTTHUMEDODDT 062128, OTTHUMEDDDDI 082129
Go % glial cell derived neuwrotrophic factor
rker The gene hias the following edemal [dentiers mapped 10 0

CCDS: CCDS3822.1, CCDE3822
Feature e Enzembl Human Gene; ENSG0000016861
P Ensembl transcripl having gxact match with Havana ENSTO0000381826
Ensembl transcript sharing COE with Havana: ENSTO0000344622, EMSTOD000326524
EntrezGene: |GOMF)|, 2664
GO 00008082, GOOO01 745, GO00071 65, GO0006916, GOD043524, GOO042803, GO0

[=] Domain (1)
[=]Homo sapiens (1)

EFEL?;E! sapiens (5) HGMC Symbol: [GDNF], 4232
[=] Gene (13) MIM gene: 00837

= RefSeg DML NM_199231
Em@.ﬁrﬁg“pwns (13) Sequence Publicalions: 8493557

[SlHomo sapiens (2) UniProtikBiSwiss-Prot 394905

Vega gene: OTTHUMG00000080309, [GDNE]

Vega transcript OTTHUMTO00002 nna 001, OTTHUMTO0000207 506, [GDNF} 002
Exalead Help Wega protein: 46801, OTTHUMPO0000116025, 46802, OTTHUMPOOOOD1 16024
To exelude 2 categery click on the =]
To restrict to 2 categony olidc on the
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Source: 250, Species: Homo sapiens, Gene, Feature type: Geng, Homo sapiens
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Viega protein_coding Gene: OT THUMGDO000090809 (HGNC Symibol: [GDNED [Cantie\isw]

Yega protein_coding gene OTTHUMG00000090809 has 2 transcripts; OTTHUMTOOOO0207606, OTTHL
peplides: OTTHUMPOOQOO01 16024, OTTHUMPOODO01 16025 and 5 exons: OTTHUMEDDODT 082125, OT]
OTTHUMEQOQO1 0821 27, OTTHUMEDDOD1 0821 28, OTTHUMEODDO1 0821 29

glial cell derived neurdlrophic factor

The gane has the following external identifiers mapped to it

CCDS:. CCDS39221, CCDE3922

Ensembl Human Gene: ENSGO0000168621

Ensembl transcript having exact match with Havana: ENST00000381826

Ensembl transcript sharing CDS with Havana: EMSTO0000244622 EMSTO0000326524

EntrezGene: 2668

GO: GO:0008083 GO 0001755, GOO00T165, GO:0006a16, GO:0043524, GO:0042803, G0:0051584, G
HGNC Symbol: [GDNE], 4232

Wit gene; GO083Y

RefSeq DA MM_199231

Sequence Publications: 8493557

UniProtkBiSwiss-Prot P32905

Yega gene: OTTHUMG00000090808,

Yega transcript OTTHUMTO0000207 607, [GDNF|001, OTTHUMTBDEIDDIEITEDE,IJDE

WVega protein: 46801, OTTHUMPOODOO1 16025, 46802, OTTHUMPOOD001 16024

Source: e50; Species: Homo sapiens; Gene, Feature type: Gene, Homo sapiens;

Ensemhl pmtem r:-:ujmg gene ENSGI]DIZI[IUWBEN has Stranscnpm ERSTOO0000326524, ENSTOOOOO
associated peplides: EMNSPO000031 7145, ENSPO0000339703, ENSPOO000371 248 and &exnns EMSH
EMSEQODO1249170, ENSEDDOD1 366924, ENSEDDOD1 290090, ENSEDDDD1 489963, ENSEQDDDT 48994
Glial cell line-derived neuratrophic factor precursor (Astrocyte- derived trophic factory (ATF) {h.
[Source:UniprotSvISSPROT Acc P3990 5]

The gene has the following external identifiers mapped to it

Affyrnx Microarray Focus: 221359_at

Affyrm Microarray HuGeneFL: L19063_at

Affyrni Microarray Human Exon 1.0 8T ¥2: 2807081, 2807087

Affyrneg Microarray U133 He 205800 A1_3p_at g4503974_3p_at 221359 _at, 230090_at

nﬂ?rm{ Microarray V95 50149_at
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Ensembl protein_coding gene ENSGO0000168621 has 3 transcripts; EMSTO EMSTO0000344
associated peplides: ENSPO000031 7145, ENSPOO000339703, ENSPOO0D003T] 248 and 8 exons: ENSEDND
EMNSEQDDD1249170, ENSEQDDD1 366924, ENSEND001 290090, ENSENDIDD1 429963, ENSEDQDNT 489964,
Glizl cell line-dernved neuratrophic factor precursor (dstrocyte- dermved raphic factor) (ATF) {

[Source: Uniprot'SyWISSPROT Acc:P39904)

The gene hag the following external identifiers mapped o it

Affyrno Microamay Focus: 221359_at

Affgrn Microamay HuGeneFL: L19063_st

Affyrre Microanrsy Human Exon 1.0 ST v2: 2807081, 2807087
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Aftgrne: Microamay U85 50149_at

Agilent CGH: A_14_P121526
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