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All Databases PubMed Mucleotide Protein Genome Structure C Jaurnals

Sem;thuclenlide V]f‘or Ihuman EPO mRNA | Go Clear | Save Search Search

- b b b
|, Limits | Previewindex | History | Clipboard T Dietails
Found 6049 nuclechde sequences. Mucleohde [145] EST [55804]
Display :Summar],-' v Show |2EI V.:Snrt Ey V:.Eend to v

[ Al: 145 | Bacteria: 0 | RefSeq: 75 | mRNA: ?1\[»;;]

This search in Gene shows 112 results, including:

EPO (Homo sapiens), enthropoietin ¥ Top Organisms [Tree]

Homo sapiens (0.7)

Epo (Mus muscum,af‘jl: er','thrupmallr! . Mus ulss (16)
Epo {(Raftus norvegicus): erthropoietin Rattus norvegicus (9)
Equus caballus (<)
Items 1 - 20 of 145 1 | of 8 Next Danio rerio (3}
All ather taxa (15)
More,..

a0 Mus musculus cytochrome B-245, beta polypeptide (Cyvbb), mENA
1. 4,752 bp linear mRENA

MM_007807.4 GI:161333818 :
Recent activity -
Turn Off  Clear
0 Hom iens TIMP rmetall i inhibitor 1 (TIWP1
. Ec—g:”t;':jﬂl?:e": gm Q human EPO mRNA (145)
NG_012533.1 GI-25491113 Q EPO mRNA E60)

Mus musculus cytochrome b-245,

M Homn saniens TIMP metallonentidase inhibitar 1 (TIMP11 mRNA beta polypeptide (Cybb), mRNA
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Mus musculus cytochrome b-245  beta pobypeptide (Cybb), mBHA

4,752 bp linear mRMNA,

MMW_007207.4 GL1B1333818

Homo sapiens TIMP metallopeptidase inhibitor 1 (TIMP 1) on
chromosorme »
11,301 bp linear DA

MG_012533.1 GL254911137

Homo sapiens TIMP metallopeptidase inhibitor 1 (TIMP 11, mRENA

931 bp linear MRNA
NM_003254.2 GI:73858576

Homo sapiens endhropoietin (EPD), mRNA
1,340 bp linear mRMA
MW_000799.2 GILE2240996

Homo sapiens suppressor of cytoking signaling 1 (SOCS51), mREMNA
1,216 bp linear mRMNA

MM_003745.1 Gl:4507232

inophil perox n chrom

19,447 bp linear DNA
MG_012020.1 Gl260593660

LU RS uAAd | d

More. ..

Recent activity -

Tumn Off  Clear

Q human EPO mRNA (145)
Q EPO mRNA (350)

M Mus musculus cytochrome b-245,
bata polypeptide {Cybb), mRNA

Q EPO (1299) Nucleotide

» SEE maore..,
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MCBI Refarence Seguence: Mh_000799.2
Homo sapiens erythropoietin (EPO). mRNA

Comment Features Seguence

LOCTS
DEFINITION
ACCESSION
VERSION
FETWORDS
SO0URCE
ORGANISH

FEFERENCE
AUTHORS

TITLE

JOUTRMAL
PUEBMED

REMARK

REFERENCE
AUTHORS
TITLE
JOURNAL

FUBMED
FEMARE

EEFERFENCE

HH_000733 1340 bp mENA linear PRI 01-NOV=-Z009
Homo sapiens erychropoiecin (EPO), mRNA.
HM_ 000799

MM _000799.2 GI:62240996

Homo 2apiens (human)

Homo =apiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi:
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini:
Catarrhini; Hominidae; Homo.

1 (bases 1 to 1340)

Pundgqvist, H. ; Pullwman,E., Sundberg,C.d., Fischer H., Eisleitner, K.,
Stahlberdg,M., Sundblad,P., Jansson,E. and Gustafsson,T.
Activation of the erythropoletin receptor in human skeletal muscle
Eur. J. Endocrinol. 161 (3), 427-434 (2009)

13515792

GeneRIF: Signaling through EPOR is involved in exercise-induced
skeletal muscle adaptation, thus extending the biological role of
EPD into the skeletal muscle.

2 (bases 1 to 1340)

Lahonte,L., Li,¥., Yang,L., Gillingheam &., Halpenny, M., Giuliwvi,i.,
5ills,T., Evans, K., Zanke,B. and Allan,D.5.

Increased plasma EPF0 and MIP-1 alpha are associated with
recruitment of wvascular progenitors but not CD34(+) cells in
aurologoiz peripheral bloosd stem cell grafts

Exp. Hematol. 37 (&), 673-678 (2009)

19463769

GeneRIF: At baseline, increased lewvels of MIP-1 alpha were
azzociated with increased graft vascular progenitors while higher
EP0D concentrations on the day of PBSC collection predicted higher
graft wascular progenitors lewels

3 (bases 1 to 1340)

Change Region Shown -

Customize View o

Sequence Analysis Tools
» BLAST Sequence
# Pick Primers

Articles about the EPO gene

k Actiation of the erythropoietin receptor in
human skeletal musi[Eur J Endocrinal, 2009)

v Increased plasma EPO and MIP-1 alpha are
associated with recruitry [Exp Hematal, 2009]

» Low oxygen concentration as a general
physiologic requlator of 1 [Exp Hematol, 2009]

» oee all

RefSeq Protein Product

See the reference protein sequence for
erythropoietin precursor (WP_000720.2).

More about the EPO gene

This gene is a mamber of the EPO/TPO family
and encodes a secreted, glycosylated cytokine
composed of four alpha helical bundles. The
profei...

Also Known As: EP, MGECT3E142, MAWCLDE

Homologs of the EPO gene

The EPO gene is conserved in chimpanzee,
dag, cow, mouse, rat, and zebrafish.
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"B TEFRRXEZHALE
ene 1..1340
fgene="EP0"
Jgene_synonym="EF; MGC138142; MVCDZ"
fMmote="erythropoietin"
Fdb_wref="GensID: 2056"
Fdb_xeef="HGNC:3415"
fdb _xref="HPRD:00536™
Fdb_xref="MIM: 133170"
exahn 1,.194
foene="EPO"
Sgene_synonyn="EF: MGC13gl4Z; MWVCD2"
Finference="alignment: 3plign™
Srumber=1
104, .852
fgene="EP0"
Jgene synonym="EP; MGCl32142; MWCD2"
fdb dref="UnisTS: 4831337
DS 152..763
Ffgene="EPQ"
Sgene_synonym="EPF; MGC13514Z: MWCD2"
/note="epoetin”
foodon_starcs=l
fproduct="erythropoietin precursor”
fprotein_ide"NP_ 000790, 27
fdb_xeef="GI:62240997"
Fdb xref="CCDS:CCDE5705.1"
Sdb_wref="GeneID: 2056"
Jdb xepef="HGNC:2415"
fdb_xref="HPRD:00536™
Sdb_xref="MIM: L33170"
Feranslation="MGVHECPANLWLLLELLSLPLGLPVLGAP PRLICDSRVLERYLL
EAREAENITTGCAEHCSLNENI TV PD TEVNFYAMFRME VGO QAVEVEQGLALLSEAVL
RGOALLVNS SQPWEPLOLHVDEAVSGLES LTTLLRALGAQKEALI SPPDAASAAPLRTI
TADTFRELFRVY SHFLRGELELYTGEACRTGDR™

gig peptide 132..262

L]
7]

Ffogenes"EP0Q™
fgene_synonyw="EF: MGC13514Z; MWCDZ"
mat peptide 263..760

fgene="EPO"
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/inference="ali¢nuent: Splign”
/mumber=4

exon 608..1330
/gene="EPQ"

e oo wor o RGBT BF T LU AR
/Jinference="ali¢nuent:Splign” D))

/mumber=S
STS 795..1124
/gene="EPQ"
/gene_synonym="EP; MGC138142; MVCD2"
/standard name="SHGC-12325"
/db_xref="UniSTS:37062"
polva_site 1330
/gene="EPO"
/gene_synonym="EP; MGC138142; MVCD2"

ORIGIN

1l ccecggagecy gaccyygygyece accycycccy CLCTYCLOCY acaccycycce cocryggacay

61 CCYCCCLCLe CLCCAQUCCe (rUgyyctyy CCCLYCAaccy CCgagcttce cgguatyagy
121 gceccccggty tggtcaccodg gogogeccca ggtogctgayg ggaccocogge caggcgcgga
181 gatgggggty cacgaatgtc ctgoctgget grtggcttcte ctgtccctge tgtocgotece
24l tecrtgygygccte CCcagtectyy (CYCCCCAace acygccrcate tgrgacagee gagtcecryga
301 gaggraccte tLggagycca Aggaggccya (gaatatcacy Acggyctyty ctgaacacty
361 cagcttgaat gagaatatca ctgtcccaga caccaaagtt aatttctatg cctggaagag
421 gatggaggtc gggcagcagy cocgtagaagt ctgygcaggge ctggyccetge tgtcggaage
481 tgroctyoyy gyccaggcce tgttyggtcaa CULCTLCCCay Cogtygyggage cecctygcaget
541 gcatgrggat Aaagccygrca grYggccLtcy CAQCCULCACC ACLCLYCLLC QUQCtetygy
601 agcccagaag gaagccatct ccccteccaga tgoggcctca gotgctccac teccgaacaat
661 cactgctgac actticcgca aacteticcy agtctactec aatticctec ggggaaaget
721 gaagcrgrac acagygyggagy ccrgcaggac aggggacaga Tgaccaggty tgroccaccty
781 ggcatatcca CCACCLCCCT CACCAACALL (CLLYTYCCca CACCCLCCCC cgecactect
84l gaaccccgtec gaggggctet cagotcagocyg ccagectgte ccatggacac tecagtgcca
901 gcaatgacat ctcaggggcec agaggaacty tocagagage aactctgaga tectaaggaty
961 tcacagggcc aacttgagyy cccagagcay gaagcattca (gagagcagect traaactcagy
1021 ggacagagee Atgetyggyasa gacygcctgay CLCACLCYYC ACCCLyCAaaa Atttgatgee
1081 aggacacgct ttggaggcocga tttacctgtt ttocgcaccta ccatcaggga caggatgace
114] tggagaactt aggtggygcaayg ctgtgacttc TLecagytcte acgggeatgy gcactecoctt
1201 gytggcaaga goccoccttyga Caccyygyyty gryggaacca tyaagacagy atgygygcty
1261 gCctertgget CLCAtgUUYT CCAAQLLLLY LYLATLCLEC AACCECALLY ACAAgAACTy

1321 aaaccaccaa aaaaaaaaaa
17
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1. B TRISHFFE
c BB FRECTEWEEN LK

o 3L FH F%l|(consensus sequence) & 4 4F M JF 7|
R R BT HE:

BILRBEhTF: —fAETSS EiF-35X AN, NTATAS

B FLiExl: —8% ATSS EHLE/MRE, WeCE

B FEimiBERS: —8&P RTSS i LT ik
R R T

*E AW B BT AESOX M2 (K 415%~30%2 B JB 30 F #£-25~-
301X 3) #TATAbox (TATAAAF %)
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-40

Za

FHEALR (TFBS) % F R4 R bH 5 &

LB FIFEFIRLMERH B FRIEELRR

Start site >
-30 -20 -10 +10 +20

TATAAT
3 +1 +5 T

| . ATG

Initiator

Py,CARY;




2. REIFRIFAI AT
B F) T I
*EPD (Eukaryotic promoter databases)

*TRRD (Transcription regulatory regions
databases)

A #5 FALRS B 23E & (DBTSS)

X e R B 2 BB FARF S FIB R AT,
BB FRE I THIFAELEM



M BEERREEAE TR R

Il & B 37 F 1 3 & %6 & (transcription start site, TSS):
5 mRNAZE — /58 Z 3t 5L ?WDNA 7 7|

» T AAAA R T 5

*mRNA &) & — AN A B ZA, M ZBR A —K2ER

* 5MRNAE — A s 2t 2 894 BATIE A+ K

o AL T BB #9-3 ~ +5 X R ALARAE AL S T (initiator)

Start site
3 s t
I ATG
Initiator

Py,CARYs
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