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Genomes Genome Browser Tools Mirrors Downloads My Diata Help

LT S 2 R You might want to navigate to your nearest mirror - genome-asia.ucsc.edu
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Ji;h:)g'\jﬁHGlg » User settings (sessions and custom tracks) will differ between sites.

Mouse GRCm38/mm10 * Take me to genome-asia.ucsc.edu

Mouse NCEIZ7/mm? * Let me stay here genome.ucsc.edu

Mouse: 14 strains
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UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
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UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
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Human Gene TSHR (uc001xvb.1) Description and Page Index

Description: Homo sapiens thyroid stimulating hormone receptor (TSHR), transcript variant 2, mRNA.
RefSeq Summary (NM_001018036): The protein encoded by this gene is a membrane protein and a major controller of thyroid cel
Defects in this gene are a cause of several types of hyperthyroidism. Three transcript variants encoding different isoforms have bee
Transcript (Including UTRs)

Position: hg19 chr14:81 421 869-61,574 828 Size: 152 960 Total Exon Count: & Strand: +
Coding Region

Position: hg19 chr14:81 422 025-61,574 600 Size: 152,776 Coding Exon Count: &

Page Index Sequence and Links | Genetic Associations  MalaCards cCTD Gene Alleles
RMNA-5Seq Expression | Microarray Expression | RNA Structure Protein Structure |Other Species | GO Annotations
mRNA Descriptions | Pathways Other Names Madel Information | Methods

Data last updated: 2013-06-14

"= Sequence and Links to Tools and Databases

Genomic Sequence (chr14:61.421,869-81,574 628)

s AL

mRNA (may differ from genome)

Frotein (231 aa)

(Gene Sorter |Genome Browser| Other Species FASTA | VisiGene (zene interactions | Table Schema
BioGPS CGAP Ensembl Entrez Gene ExonPrimer GeneCards
GeneNetwork | Gepis Tissue H-INV HGNC Lynx MGI

MOPED OMIM PubMed Stanford SOURCE | Treefam UniProtKB

Wikipedia
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Get Genomic Sequence Near Gene
Note: if you would prefer to get DNA for more than one feature of this track at a time, try the Table Browser using the output format sequence.

Sequence Retrieval Region Options:

Promoter/Upstream by 1000 bases
¥ 5 UTR Exons
¢ CDS Exons
¥ 3'UTR Exons
| |ntrons
Downstream by 1000 bases
® One FASTA record per gene.
One FASTA record per region (exon, intron, etc.) with [0 extra bases upstream (5") and |0 extra downstream (3")

Split UTR and CDS parts of an exon into separate FASTA records
Note: if a feature is close to the beginning or end of a chromosome and upstream/downstream bases are added, they may be truncated in order to avoid extending past the edge of the chromosome.

Sequence Formatting Options:

Exons in upper case, everything else in lower case.
CDS in upper case, UTR in lower case.

® All upper case.
All lower case.

ts: @ to lower case toN
| submit |
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»he 19_knownGens_ucl0izvh, 1 range=chrld: 81420369-81574828 5 pad=0 3" pad=0 strand=t+ repeatMasking=none

TTTGGGARGOCGAGGORGHOGGATC ADGAGG TC A GAGATCGAGAOCAGC
O AT AN ACAG TEAAMCOCCE TCTC TACT AA AA TTACGAAL AL AT TAG
COGGGOGTGE TGO GGOGOC TG TAGT CCCAGT TACTOG GG ARG TR AG G
CAGCAGALTTGCT TEAMCC TCGG AR GC AAMGGT TG CAGTCAGCOC AT ATC
GOGOCAT TGCACTOCAGOC TGGG 05 AT GG AR CA M AT TCOG TT TCALAAG
AADALDALNOAGH AN NG A00ATT TG TGCATG TTGTATCAGCAGTTCATTC
ATTTTTATTGC AGALTAGTAT TCCAATGTGG AGGTATCAGAGTTTGTTTA
T AT TATC TAG TR O A A AT TTGG TTOG TT TAGTGG TTATGAAT AAL
GCTTCTG TALAAT TTGG AR TACACATATT TT AL ATGTACGG TT TAATGAL
TTTTGATAAATGT ATAC ATCC AT TTAMOC TCCAGCCTAATT ACGATATGG
AAOCCTETGTGT TCOC TCCTGTCT ITTTCT AG TCAATCTT TCCTAMCCT
TTATTCTGATTCCCATAMCCACALTTT TTTCCT TCCTGTOCTAGCCAAG T
TCATATALL AGGA AT TATGCAGT AT A AAGG AATTGACATTCCTTTTATC
CCANFAGGAAT AMGTCATTGALG AT TT TTAAGA M- GALA TAGGCACAATC
TGATTTATGTT TG TAATGATC TTTT TG GC TACTG TGCGAMG AA TCGTGAG
TATGCCACT TAAG TATTATTT TTCT TCOCATCT TCCAGGLGGAAT ATCAC
TCAATGALATTCT TRGG TCGACC AG AL TT TCCATACTGG ACCCAT TATTA
AGGGANICTGE AL TTAT TTCTGCCATTOCOG AT TC TTOCCAGC AF ATGGC
COCALNGTTCAGT TCCTGAAT TG OC TCGUGG A OCGCGGC TECAMIGTG
AGGOGGCOGCTGCCAGTOG AT TC AL AR GAG TG OCOC TG CAGT TG G
ATAGCAADG A AL TCCTOC AGGEGTGE A GG O ACGGCT TCGEOCGC AT
GOGGGCT AT ACGGCTRCG TGO Ao G CTCTGAOC CTCAGC A ARG TG TC
TCTGGOCAGGAGG AGCTCALG TTCTGE A GACATTGE TCOGOCOC0GCAC
AGTOCACTCOGCEGEGACT TTCTCTGR AT AAGE A TEOG TGO A TGGCT
COCMRGCLAG AT AGGE TG TC TAGA N GC TACACG CT AR GG AAGG TEGC TCC
TTGGATT TAAAGAGG AGGALAGG 47 GG GG CATC TAAACTAGGC TT TG GAG
AGLA TAATGGGAGG GGG R GEGT REGEGE GGG R TCRALL AT AG L
GOGGACAGCCAGG AT TGGTGT TEGG TG TC AR GG ALCAGADGGAGC GG AT
GO TGEG TCCAGCCAAGCALAGTCAN CAMCCAGACT TG TT TGGG TCALG
GTTGCCT MG ALGCGG A CACT TAM: TGOC TC TT TT TCOCCT TCTCCAG
CCTOCTCCACAGTGG TG AGGTCACAGCOCCT TR GAGCOCTCOC TCTTCCC
AQCOCTCOCGC TOOCGGGTCTCC TT T GUCT GG GG TAMOCGAGE TGCAG
AGCTGAG AL TG ACGCCATT TCGG AZGATG GAGA AL TAGCOCCG A TCCCG
TGGALAL TG AGGCCGGOGGAC TTGC TR CAGC TEG TG TG TGC TCGACC T
GOCCAGGLACC TEGGOGGALT GGG TG TTOG TC TCCACCCTGCGAG TGOS
ATCAFGAGG AFGACT TCAGAG TCACCTGC AAGG ATAT TCAACGCATCCOCC
AGCTTAZOGOCCAGT ACGC A AT TC TG TG 4G TAOC QGGG A AT ATCAGG G
TG A CAGAGA TCARGGGC ATCT G A MGG TGOS OF AAGTCC AT AL
AGCAFCTCAAT ARCAGCOCGA LG TAGT G TG TGAG TG TG TG TATG TG TGAG
TGAATGTCTG TG TGTCTAGATGTGTGTGTGTGE TAALAACT TAATOGCOC
ACACTTGLGAAGG TATCAT TG TTGACATCCTCATTOCCAMC AC ACGALL D
TGTTACALL ACTT TGGTGTAC AA TG A CG TG A5 A CTGTTICTT TCCAACA
AGCTGCTAT TCAGCACT TTGCCT AL CTGG TTGAATCTGTTTTATT TGA
ATTAATALGGATAATGGCATC TC AFGAM TG AZCTTTTTGATCTTACCTT
GGG TAATAS AL A TTGCASAA AT ATGTATTTCTOCTTTTIGTT ICTC TAG
AT AT TATC TTAGCAGT TC TR CTGATTCATC AAAT TG TTGACA LA
GTTTAMGCAGGGEOCCT TTTTAA AL TG AACTGTCTAT ACAG TATC TG TAL
GTTACTTACTCALATGTGAL. TEOC A TG AL AT M- TACG TCCAGAMTCOCT
GUTTTGTCATAGAGG TATALAGALL TG AANT TTCATALL MG TATAGTACL
TTTATCTGCATGT TAAA TG TTACCAGATT A A8 ACCTGATG TTALATALG
ATTAT A A AC AT AN TG TT TC TTAACAGC AATT TAAATCAG TGATCAT
TGAALTTCT AG AT AL AMCC AAGGCAAT AL T TG TCTTCATTAG TTALL
AN A AACAGH ARG MGG AT AC T A A AACT TAGGCTCG TTALATCOCA
GTTAAGETA A6 00 bo o0 TR GG TTAT TAALGA LA ATGT TF AT AFATGAL
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CATATGAGAGAAG TAAAACATG TAMMCCTAACAATTATATTGTGTTTACT
TACGEEEECEGGGGG TCCTG TTCTCAGCGCT T TRCATG AMC TCACCCAGT
GAATCCTCACCARATCCAATTAAG TAGGTGATGTTATTATGCTCATTTTA
TAGATGAGGACCT TCAGGCACALAAATARAATGAMG TAATTTGCTCALTG
TG A AGCT TG TAAG TGGTAAAG TCAGGATTTGAATATCATATCATCAL
CTATGGAGCCTGCACCCTTAAGCCACCACTCTCAGATGAGAAGTGTGTCT
CACCACACCAGTGTTCCCCTGATGG TCATAGGCTTTOGAGALALAAG TCT
GAAAACAAG TCACATTCAGTAAMCCGACTGATAMCCTOGGGGGCTATTCA
TCAGATGCALG AAMC TCAGAAAGCAGGAGGTTAGCAGGGALAGGALLG ARG
AAGGAMGGAAGALAGAGAGAGTGGAAG AGAGGCALGEAGGACARG ALAGA
CTAAGTTAGTCTTTC T TGACAAGAMAATCTAGATCTTTTTTTACATCTIT
CTAGACAAGALAGATCTAAGTTATGGAMGGTATTCCTTGCTGALATALAC
CAAGTTTTTGTCATTAALMAAGCCG TTCTGGG TG TRACCTCTTITTGGAL
TCTACTTALAT TATACAGGATCTACTACTGAGGCATG TICTCTCACAAGT
TG TATTAT TCACAG TG TACCTCTTTTTAAAGTTTTTGAAGAGCTTACA
CTGGTTTAAAATG TAAGGTATTT TG TTCCTC TAGAG TTATTTGCATTACT
TCTGCAMCCTTCATTAMGATGC TG TATAACCACTTCTTAGACATTTTACA
AATTATGATGGTCCCCAGAACAACTCTTTCTAAAMCTTTATCTTCTACTCA
TAGATTATTGTTCTC AAAGG TARACAGCTCTCT TRCCCTACTACCCATAT
CCCAGCCCCGTGG TCTTATGGATCCAGGGGAGAG AG T TACGEACTC TCGC
CCTCACTG ARG AAG TGATGCTGTATCTTTTCCTCACTCCTCCCCTCCAGA
AGGGTATGATGCTTTACCTGAG TEGAMGG TCAGGGAG AGCTGEGATCCCT
ACTTCCCCCACTGCCAGTGGAACATTCTAGAATCTTTGATG TG TAGG TAG
TTTGALL A TCACTCTCTTCCAT TGAAAAT TACTGATTTAAGG ALLCT
TALATCALGCANG AGAATAAATTAAAAATTTAAMTGTTGGCATATALTT
ATAGATCATATATCTCAAAACCALGGATALCARGATTGACCCATCACCCT
CTCTTACTCAGARAGTTGCCATTIGTIGOCTCTG TGCATGAGARGATCCT
TCCTTCTCTGAAT AAGGAGG TAGALAGGATTTGACAMCCATTCTGCACCA
CTCTATGTATTTG TG TGGAT TCT TCC TCCAGAAAG TCTGGCACGCCTTA
CTGTGTTGT T T TAACCCTGCT T TCAG TTTCAT TATGACAGTAACTGCTAC
ATCTGCCTTCICCAACCCCACTECCATCTGTGETCTTGLGTTTCACG AL
GTAAGTGGTTTGGACACCTG TG TGCCTTCAGATATG TTTCTRAAGGAGCT
GTTGTTTTCAGGTTCTGTTT T TACTCATTTGCAT TCTGCATCTG TGGCTC
TAATTGATGGACTC TCCTACTG TTTACTAAACTGAMG ACAATCATTCATC
ATCTTTGGCATT TG TACCCTG TG TTCCATC TG TGC TG TTATTTACTCAGT
ATTTTTAAG T TGACTCGCTTCTC TAMC TCAAATTTAT T TAGALAGG TTAC
AAGTCCAAMATTAGCATGACTTCG TACALAT AMG AGG TAACCAGALLACT
AL ACACAGAAAAAACAAAAATATAATTAMATTCTAGC TACAGACTATTGT
CTGTGAATACACTGAGCCTACAGCTGOCTTCTCTTTG TTALLAAGG ALGT
A AGTAMGTCTTAATAAGTATTAMAG ACATALCALTCTGGCACGG TG TCC
TTCCTAGTATCGALAGGATGGALAG ACAATAGACARACGAATTACTTTCT
CACTGTGTGATTCACGGTTATTTAATCCCAGG TECGCACTCCACCTALAL
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