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National Center for Biotechnology Information

Hational Institules of Health

» What does NCB| do?

Established in 1988 as a national resource for  ® Clusters of

molecular bialogy information, NCEI creates
public databases, conducts research in
computational biology, devalops software
tools for analyzing genome data, and
disseminates biomedical information - all for
the better understanding of molecular
processes affecting human health and

disease. More about NCBI. .

Genome Reference Consortium

The Genome Reference Consortium (GRC)
has been formed to continue the impravement
of the human and mouse genome reference
assemblies. The goal of the GRC is to fix the
small number of loci that may be
misrepresented in the reference assembly, fill
the remaining gaps, and to produce alternate
representations of complex loci.

PubMed Central
PubMed Central is an archive of biormedical

and life sciences journals.

e Free full text

o Crnver 1,500,000 articles from over 450
joumals

# Linked to PubMed and fully searchable

Use of PubMed Central requires no registration
or fee. Access it from any cormputer with an
Intermet connection

orihologous groups

¥ Coffer Break,

Genes & Disease,
NCEI Handbook

F Electronic PCR

¥ Entrez Home

¥ Entraz Tools

F Gene expression

omnibus (GED)

¥ Human genoma
resources

¥ Influenza Virus
Rezource

¥ hiap Wiewer
* dhiHC

* Mouse genome
reSOUICes

¥ Wiy NCBI
F ORF finder

¥ Hat genome
resources

F Feference

ZDWRD— B Gene (X FARIMA) 23R T 5 2 & T,




_

“swrwe nchinlmonihgow cltec/ o

-

=

C || ¥y it
CEBITR =8 [T b - E S S I A T PhEA T e,

> O #-

O zomaTshy—4

Entrez, The Life Sciences Search Engine

Search across databases ||

welcome to the Entrez cross-database search page

PubMed: biomedical terature citations

|

w and abstracts £ m Books: online books gl
a PubMed Central: free, full text & :l:- DMIM: online Mendelian Inheritance in o
Journal srticles I Man o
WY site search: NCBI web and FTP sitss 1w : DETIAC onine: Menvdelisa inhsrftancs i)
Nucleotide: Core subset of nuclsotid |
‘ s:;u::u r:l:nr?:lr: EHAER AN |l “ dbGaP: genctype and phenotype w
*w| EST: Expressed Sequence Tag records & | ;a 3::‘:;1!‘;5?5:’:::;;sz pyry. B
m- GSS: Genome Survey Sequence | ﬂ COD: conserved protein domain '
records o | " database ot
s - 3D Domains: domains from Entrez ¥
#o® Protein: sequence database B é Etructute L]
I|1 Genome: whole genome sequences P'r- UniSTS: markers and mapping dats
Structure: three-dimensional 1
?“ macromolecular structures % | Bg PopSet: population study data sets 4
: 5 k& GED Profiles: expression and
4= Taxonomy: organisms in GenBank il @ rriolsoular ahundaﬁcc arcfiles £
L SNP: single nucleotide polymorphism i a ggg dDaatzaSels: sxperimental sets of @l
R Gene: gene-centered information i Et ::t:;::;hrbmn;nmes: crtcgenetc. oy
w-= HomoloGene: eukaryotic homology PubChem BioAssay: bioactivity y
= groups “ l screens of chemical substances L
m GEMSAT: gene expression atfas of 1 Cb PubChem Compound: unigue small
mouse central nervous systam L menlecula chamical structures o
Emm Probe: sequence-specific reagants e H :::,:l':_:mi‘:r;t;nf:;;;rns'ud L]
) Senome Project: gsnome oroject g | (@ Protein clusters: a colecionof g
i o

Entrez Gene® b v FHmIZBEI L ¥,




".-u—; Gere Home: 2 *
C =z o wwewnchnimonibgow s traz Pty » O F-
Bl b L el el e R 1 o O Emsdtetg—h
[3
—— [ 7]
. - —— -
Entrez Gene e T
_ o] Go | [ Clear
— . v —a
l Limits | Previewindex | History | Clipboard | Details |
Entrez Gane is a searchable database of genes, from BefSag genomes, and defined by
sequence andfor [acated in thie NCB] Map viewer
Sort by chromosome; Search by prefemmed symbol; Property "officially named® fews
SCTAYVES..,
Sample Searches
Find genes by... Search text
from taxt buman mugcylac deatrenhy
partial nama and multiple specias AT LT [y: 4] Bl [ Deagnashds
7| "] SR "
dhromosome and sermbol rl R hal} i Sl gum
asrocated sequence sccession numbaer MElzi3[acon
gane name (sprmbel) BACAspm]
publication (PubMad 10) i BMIE
Gane Sntelagy (GO] tarma ar identifiars =sall sdbaiian (901
FITEDTEE ]
Garvad with yanarts of cdinical significance (undar aang pnp clinffime]
ik D rnEnT)
chromosome and spedes ChE ] AHD b RGN
Enipme Somméssion (ES] numbaers LP.3.30Ec]
mars waye b garsh
About Entre: Gene Corractions = Addilions = Feadback
rAre i & Papert & igw gang
# Fo ity Ak ign & Paport 8 ngw police usnant
i Entrgr Gare)| gens-cgnisred irdopmation 3§ HORT, e Hgw infoirmykign fin. n [ GEanaRiF)
Mockeis Acids Res. TO0T Fan Le33:0F46-8, 4 Corract or update & Gane rederd
@ Gararal halp on the Enirez search and retriaval & Carract ar update & afgrence deguance
Fystanm & Faport & pubBcation or Gensf]F g
e E%uamuimm on Entree Gane (dewrload . poros s pesich oo display problam
3 . & Rlepost an ETP problam
Eﬂﬂ]?.i.ﬂ-\ﬂ.lu via FTPR & Make § jugaagtizn for Entrar Gane
# Miny skatistics for Brvbrac June & fiand 8 guestign to the HCBT Halp Derk
Standlard Entrez Gene fumctions Genn-relsted loss
A Limnibgs lirmit search using spaafic oiteria & Amalyze genomic sequence and related transcripts W
¥

Entrez Gene THD ¥ —U — FEER

WNT, BT A AR w7 A2 prion protein” & AJI L., FDOERED GO" R Z &4 Z & T prion
protein" & ¥ —U— NICL7-MBEFEITLET,




= jprion proten = Gene Fesul . >

€ 2 C  Tr bup/Swwwnchinimnihgow/siesom » 0O~ F-
CRBI TR =0 =TT =T AN T S MM A =T PO AT B2 Y, 3 £mtbmTeig=h
> o
= - i — : 3 : W
Entrez Gene S ) T
» [ for | prion protein | (& | [ ciear| Save Searcl
¥ = iy ¥
f Limits | Previewindex | History | Clpboard T Detalls |
Display | Summary v Shew (20 Sort by Relevance v Sendte ¥
| Al 3TZ | Curment Onby: 322 r Genes Genomes: Eﬁﬁ\g SNP Geneview 117 -l?(-]
Items 1 = 20 of 372 Page |} |of 19 Hext
Recent Activity
01: EBNE Crder cDNA clane, Linkg Tum on
Official Symbol PRENP and Name: prion protein [Homo
Other Allases: ASCR, CD230, CJD, G55, MGCIEETD PRI PrD
PrP27-30, PrP33-35C, PrPc, prion (AN I :““L‘,‘m'"g Al
Other Designations: CO230 antigen; OT THUMPODLbuuwau 1o., Ry
OTTHUMPOO000030163; major prion pratein; p27-30; prion protein PP,
prion-related protein
Chromeseme: 20, Location: 20p13
Annoetation: Chromosome 20, NC_000020 .8 (4614737 _4630234)
MIM: 176640
GenelD: 5621
14 Fiimd Links
Official Symbol Pitrnd and Name: prion incubation time 4 [Adus
IMUSCUILS,
Chromesome: 13, Location: 15496 cM
GenelD: 117009
13 Pim3 Links
Official Symbol Pitrn2 and Name: prion incubation ime 3 [Adus
MUSCUILS]
Chremeseme: 8, Lecation: 843.0 cM
GenelD: 117008
4 Pim2 Links
Official bol Pitrn2 and Mame: prion incubation tme 2 [fdus
MUSCUILS)
Chromesome: 4, Lecation: 4 42.5 cM
GenelD: 117007
O%: Piml Linksg
Official Symbol Pitrm1 and Name: prion incubation tme 1 [AMus
MUSCUILS
Chromeseme: 2, Location: 2 34 0 cM
GenelD: 117006
—_— e »
4 >

Entrez Gene Report®DFe&J5

PRNP~D Y 7 %7 U w7 U CEEIEMRZ S LT 7280,



= Entrez Giene: FRNF prionp._.

Entrez Gene T

» for |

. | G Cia'al_ 5

r ki b 4 h b
| Limits T Previewindex | History | Clpboard | Detalls. |

Disglay | Full Repor v| Show (20 ~|[Sort by Relevance %[ Sendto ¥/
{ ;1 | CumentOnly, 1 | Genes Genomes; 1 | SNP GeneView: 1 'E

Primary source HGNC 9449

€ 5 C  fr o Cwwwnshinlmonibgow s : i » O~ F-
LRI =0 1= 0 =S A S MM R =T TP AT 82 Y. 0 soatew =5
* -

Sian In] [B

[J1: PRNP prion protein [ Homa sapens ] fy Entrez Gen

GenelD: S621 updated 12-3an-2009 wraple Of Ce
Summary 2 Summary

GENOMiC re;

Official Symbol PRNP transcripts.

provided by HGNC Ganomic col

Official Full Name pnon protein EI'FJIIEIIIU;;‘&;'E;

provided by HGNC Interactions

Intaraction:
General ger

See related EpsembliENSGOOD001TIAGY; HERD:01453; Ik 176640 informatian
= z General pro
Geng tljpﬂ meE'In Eﬂdll‘lg informatian
RefSeq status REVIEWED Reference
Sequentces
Organism Homo sanens Ralated Sec
Linea L : . 2 i . Additional L
ge Eukaryota; Metazoa; Chordata; Cramiata; Vertebrata;
Eutgleostorni; Marmrmala; Eutheria; Euarchontoghives, Primates; ¥ Links
Haplorrhiry; Catarrhing, Homirdse; Homo Order cOMA
Also known as CID; GSS; Pri; ASCR; PRIP; PrPc; CD230; prion; MGCI667S; CCDs
Pree7-30; Pria3-35C; PRNP Conserved
GErorme
Summary The protein encoded by this gene is 3 membrane GED Profile:
glycosylphosphatidylinositol-anchored glycoprotein that tends to HomalaGen
aggregate into rod-like structures. The encoded protein contains a Hap Wiswer
highly unstable region of five tandem octapeptide repeats. This E{guljdentude
gena is found on chromosome 20, approdimately 20 Ebp upstream I
of a gene which encodes a biochemically and structurally similar pubCham C
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Official Symbol
Official Full Name

Primary source
See related
Gene type
RefSeq status
organism

Lineage

Also known as

PRMNP
provided by HGNG

prian protein
oF ....,.J,_,-i b HEE ;
H 1944

Ensembl: ENSGEO00000171867; HPED:01453; MiM: 176640

protein coding

REYIEWED

Homo saniens

Eukaryota; Metazos; Chordats; Craniata; Vertebrats)
Euteleostomi; Mammalia; Euthenia; Euarchontoglires; Primates;
Haplorrhini; Catarrhini; Hominidae; Hormo

CID; GSS; PrP; ASCR; PRIP; PriPg; CD230; prion; MGC26679;
Pre27-30; PrP23-35C; PRNP

Summary

R BT
& it

The protein encoded by this gene is a membrane
alycosyiphosphatidylinesital-anchored glycoprotein that tends to
aggregate into rod-like structures. The encoded protein contains a
highly unstable region of five tandem octapeptide repeats. This
gene is found on chromosome 20, approximately 20 kbp upstream
of a gene which encodes 3 biochemically and structurally similar
protein to the one encoded by this gene. Mutations in the repeat
region as well as elsewhere in this gene have been associated with
Creutzfeldt-Jakab disease, fatal familial insomnia, Gerstmann-
Straussler disease, Huntington disease-like 1, and kuru, Alternative
splicing results in multiple transcript variants encoding the same
protein. [provided by RefSeq]
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Function Evidence
copper ion binding IEA
copper ion binding TAS PubMed
identical in_bindin IPI  PubMed
microtubule bindin DA PubMed
Process Evidence
anti-apoptosis IEA
cellular copper ion homeastasis WNaS  PubbMed
metabolic process TAS PubMed

ote igo jzat IEA
response to cadmium jon IEA
response to copper ion IEA
response to oxidative strese IEA
recponce to oxidative ctrece Iss
Component Evidence
Golgi apparatus IEA
Golgi apparatus IS5
anchored to membrane IEA
cytoplasm IEA
cytoplasm TAS  PubMed
ul | ic_reticulum IEA
endoplasmic reticulum 155
extrinsic to membrane TAS PubMed
membrans IEA
membrane raft IEA
r. raf 55
plasma membrane IEA
lasma membrane 185
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Official Symbol PRNP
provided by HGNGC
Official Full Name prion protein
provided b HEEE
Primary source H 1044
See related Ensembl: ENSGO0000171867; HPRD:01453; MiM: 176640

Gene type protein coding
rRefSeq status REVYIEWED

Organism Homo saniens
Lineage Eukaryota; Metazos; Chordsts; Craniata; Vertebrats;
Euteleostomi; Mammalia; Euthenia; Euarchontoglires; Primates;
Haplorrhini; Catarriing Horminidae; Homo
Also known as CID; GSS; PrP; ASCR; PRIP; PrPc; CD230; prion; MGC26679;
PrP27-30; PrP33-35C; PRNP

Summary The protein encoded by this gene is a membrane
alycosyiphosphatidylinesital-anchored glycoprotein that tends to
aggregate into rod-like structures. The encoded protein contains a
highly unstable region of five tandem octapeptide repeats. This
gene is found on chromosome 20, approximately 20 kbp upstream
of a gene which encodes 3 biochemically and structurally similar
protein to the one encoded by this gene. Mutations in the repeat
region as well as elsewhere in this gene have been associated with
Creutzfeldt-Jakab disease, fatal familial insomnia, Gerstmann-
Straussler disease, Huntington disease-like 1, and kuru, Alternative
splicing results in multiple transcript variants encoding the same
protein. [provided by RefSeq]
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Phenotypes

Creutzfeldt-Jskob disease
IM: 123400

Gerstmann-Straussler disease

Mi: 137440
Huntington disease-like 1

MiM: 603218
Insomnia, fatal familial

H £

Prion disease with protracted course

Min: SOGGES
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as elsewhere in this gene have been associated with Full text in PMC
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interpreted this as indicating that the mutation is a necessary, but not sufficient, factor
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