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Bdaoeig Asdopévwv

Baoeigc Aedopevwy: Eicaywyn

XpnoigoTroiouvTal yia:
— Opyavwon

— ATtoBnkeuon
- E‘”’gE%pvaclq ; LOCUS n:-a tzhlocnxn, I:nqth and tygo of :oquonca,
- Avagmon/eTravaTmokTnon e s

KEYWORDS key words for cross referencing this entry

NG BloAoyIkNG TTAnpo@opiag somcr | omaroe ocpmine of e

REFERENCE
COMMENT biolegical function or database information
i ion about by base position or range of positions
source range of sequence, source organism
misc_signal range of sequence, type of function or signal
mRNA range of sequence, mRNA
Ccps range of sequence, protein coding region
intron range of sequence, position of intron
’ 4 . mutation sequence position, change in sequence for mutation
KUp|G 8'6"]. BASE COUNT count of A, C, G, T and other symbols
ORIGIN text indicating start of sequence

1 gaattcgata aatctctggt ttattgtgea gtttatggtt ccaaaatcge
51 atatactcac agcataactg tatatacace cagggggegy aatgaaageq
1 database symbol for end of sequence

EmiTedng opyavwong (Flat-files:) To o6 atAéd €idog. OuaiaaTikd gival Fire 13 Gtk DN s o
KaTtdAoyol

2 XEOIOKEG Baoelg. Mo epiTTAoKeG Kal TTAEOV TTOAU diadedopéveg . I.x.,
SQL. H TTAnpo@opia opyavwveTal O€ TTIVOKES TTOU OXETICOVTAI UETAGU ’
TOUG. 'ETOI atTOQEUyETAl N ETTAVAANYN KAl CUCOWPEUOT DEOOUEVWV o E—

AVTIKEINEVOOTPEPEIG BATEIC K.Q.

character varying(50)  PK
character varying(5)  PK

AIOKPIVOVTAI KUPIWG O APXEIOKEG/TTPWTEUOVTEG KOl OEUTEPEUOVTEG

2TIC OPXEIOKES YiVETAI KATABEON DEDONEVWV EVW OTIC DEUTEPEUOVTEG T
dedopéva cival TrTepaITEpw eTTECEPYATEVA/OXONIaoUEVA/
aAAnAoouvdedepéva



ETnoloc¢ kataAoyoc B.A.

Kdes |GVOUdp|0 oT10 N UCIeIC Oxford Journals | Life Sciences | Nucleic Acids Research | Database Summary Paper Alpha List
AC|dS Resea rCh (S peC|a| yhttp:/ /www.oxfordjournals.org/nar/database/a/ C] (_0( NAR 2010 database issue @
database issue) ccess...ormatics. olecularEvolution B&B ntroduc ng Languag Quick-R  An On ne Bi y Book Web of Kno dg Mappy Apple (5)

2010: 58 véec kai 73 Nucleic Acids Research -

aquew “ évsg ABOUT THIS JOURNAL CONTACT THIS JOURNAL SUBSCRIPTIONS CURRENT ISSUE ARCHIVE ' SEARCH -

OXFORD JOURNALS CONTACT US

Oxford Journals > Life Sciences > Nucleic Acids Research > Database Summary Paper Alpha List

z , VO)\O 1 230 2010 NAR Database Summary Paper Alphabetic List » Compilation Paper
. » Cateqgory List
U . » Alphabetical List
» Category/Paper List
12345ABCDEFGHIJKLMNOPQRSTUVWXY?Z » Search Summary Papers

16S and 23S Ribosomal RNA Mutation Database Triman K.L.
16S and 23S ribosomal RNA mutations

5% eTAOIa aVATITUEN datmbase.  'summery

2D-PAGE Pleissner, K.-P., Eifert, T., Buettner, S., Knipper, J., Schmelzer, P., Stein, R., Schmidt, F., Mattow, J., Zimny-
Arndt, U., Schmid, M., Jungblut, P.R.
Proteome database system for microbial research

Ettiong utrapxel 1o TEPIOdIKO database  summary
Database: the jOU rnal Of 3D rI_lNA modifi_c_ation maps . o .
. . Locations of modified rRNA nucleotides within the 3D structure of the ribosome
biological databases and dotabose  summery
curation

http://www.oxfordjournals.org/nar/database/a/
http://www.oxfordjournals.org/nar/database/c/




BAaoe€ig VOUKAEOTIOIKWY OEOOMEVWV (1)

Apxelakeg BA yia vOUKAEOTIOIKEG AAANAOUXiEG:

— EMBL-BANK. European Nucleotide Archive (ENA), EBI. Hinxton, UK.
— GENBANK. NCBI, NIH. Bethesda, USA

— DNA databank of Japan (DDBJ). National institute of Genetics,.Mishima,
JP

H akoAouBia kataTtiBeTal o€ yia atro TiI¢ BA, n otroia £xel kai Tnv duvatotnTa va
TNV avaBewproel (MOVO auTr, yia ATTOTPOTTH ‘CUYKPOUCEWV')

Kai o1 3 BA avrikouv o010 International nucleotide sequence database collection

(INSDC). Kabe pépa avraAhdoouv dedopéva. H idia akoAouBia X3. NEa £kdoon -
GVd BiUIVO DNAData;ankofJapan ]

DDBJ Read Archive
DDBJ Trace Archive

AT1ré 10 2009, TO0 INSDC EeKivnoe va KaTaXwpPEi Kal auop@oTroinTa dedouéva
atrd peyaAng kKAipakag aAAnAouxioeic (Sequencing projects), €ite autd
TTPOEPXOVTAI aTTO KAAOOIKEG EBOOOUG aAAnAouxiong (Trace archive) (capillary
sequencing), €ite atmd pebddoug aAAnAouxions 2n¢ yvevidg (Read Archive) (454,
Solexa, Solid, Helicos)

. / INSDC



EMBL bank help page

http://www.ebi.ac.uk/embl/Documentation/User_manual/usrman.html

Note that each line begins with a two-character line code, which indicates the type of information contained in the
line. The currently used line types, along with their respective line codes, are listed below:

ID
AC
PR
DT
DE
KW

S
ocC
0G
RN
RC
RP
RX
RG

identification
accession number
preject identifier

date

descripticn

keyword

crganism species
organism classificaticn
organelle

reference number
reference comment
reference positicns
reference cross-reference
reference group
reference auther(s)
reference title
reference location
database cross-reference
comments or notes
sembly header

embly infeormation
ure table header

mopwnow

ot

oW W

ure table data
pacer line
eguence header

L (T O DO T 1]
]

centig/construct line
(blanks)
termination line

seguence data

{(begins each entry; 1 per entry)
(>=1 per entry)
(0 or 1 per entry)
(2 per entry)
(>=1 per entry)
(>=1 per entry)
{(>=1 per entry)
=1 per entry)
or 1 per entry)
1 per entry)
0 per entry)
1 per entry)
0 per entry)
0 per entry)
0 per entry)
1 per entry)
1 per entry)
0 per entry)
0 per entry)
or 1 per entry)
or >=1 per entry)
per entry)
=2 per entry)
any per entry)
per entry)
or >=1 per entry)
=1 per entry)
ds each entry;

3
>=
S
>=
e
e
S>m=
>=
e
e
P

o

-l

o J [ 3 J M

n 1 per entry)

Note that some entries will not contain all of the line types, and some line types occur many times in a single entry.
As indicated, each entry begins with an identification line (ID) and ends with a terminator line (/). The various line
types appear in entries in the order in which they are listed above (except for XX lines which may appear
anywhere between the ID and SQ lines). A detailed description of each line type is given in the following sections.



BAo€IC VOUKAEOTIOIKWY OEOOUEVWV.

A&

EMBL format (i)

734; 8V 1; linear; mRNA; STD; PLN; 1858 BP.

an

X5

X5673

546826;

e

o

.
’

12-8EP-1881 (Rel. 28, Created)
25-NOV-2005 (Rel. 85, Last updated, Version 11)

Trifeclium repens mRNA for non-cyancgenic beta-gluccsidase
beta-glucecsidase.

Trifelium repens (white clover)

Eukaryecta; Viridiplantae; Strepteophyta; Embryecphyta; Trachecphyta:
Spermatophyta; Magnclicphyta; eudicotyledons; core eudicotyledons; rosids;
eurosids I; Fabales; Fabaceae; Papiliocncideae; Trifclieae; Trifelium.

[ 3]

1-1859

PUBMED; 1907511.

Oxteby E., Dunn M.A., Pancorec A., Hughes M.A.;

"Nuclectide and derived aminc acid seguence of the cyancgenic
beta-gluceosidase (linamarase) from white cleover (Trifelium repens L.)";
Plant Mel. Biel. 17(2):208-218(1989%1).

[ €]

1-1859

Hughes M.A.;

Submitted (19-NOV-1830) te the EMBL/CGenBank/DDBJ databases.

Hughes M.A., University of Newcastle Upecn Tyne, Medical Scheoel, Newcastle
Upeon Tyne, NE2 4HH, UK



BAo€IC VOUKAEOTIOIKWY OEOOUEVWV.
EMBL format (ii)

Lecatien/Qualifiers

o
"
]
*-C

1..1859

/ferganism="Trifeclium repens"

/mol type="mRNA"

/clone lib="lambda gt10"

/clone="TRE361"

/tissue type="leaves"

/db xref="taxon:3899"

CDS 14,.1485
/product="beta-glucosidase"
/EC _number="3.2.1.21"
/nete="non-cyancgenic"
/db xref="COA:P26204"
/db _xref="HSSP:P26205"
/db xref="InterPro:IPR0O01360"
/db xref="UniProtKB/Swiss-Prot:P26204"
/protein_ id="CAA40058.1"
ftranslation="MDFIVAIFALFVISSFTITSTNAVEASTLLDIGNLSRSSFPRGFI
FCACGSSAYOFECAVNECGCREPSIWDTFTHKYPEKIRDEENADITVDOYHRYKEDVEIMK
DONMDSYRFSISWPRILPKCGKLSGCEINHECIKYYNNLINELLANGIQPFVTLFHWDLPQ
VLEDEYCCFLNSCGVINDFRDYTDLCFKEFCDRVRYWSTLNEPWVEFSENSCYALCGTNAPCGR
CEASNVAKPCEDSCETCEPYIVTHNQILAHAEAVHVYKTKYDAYOKCKIGITLVSENWLMPLD
DNSIPDIKAAERSLDFQFCGLFMEQLTTEDYSKEMRRIVKNRLPKFSKFESSLVNGSFDF
IGINYYSSSYISNAPSHCENAKPSYSTNPMINISFEKHGIPLGPRAASIWIYVYPYMEID
EDFEIFCYILKINITILOFSITENCGMNEFNDATLPVEEALLNTYRIDYYYRHLYYIRSA
IRACSNVKCFYAWSFLDCNEWFACGFTVREFCLNEVDY

mRNA 1..18598

/experiment="experimental evidence, no additicnal details

recorded"

e B I B e B I B B B B B B |
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A
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BAo€IC VOUKAEOTIOIKWY OEOOUEVWV.
EMBL format (ii)

sQ Seguence 1858 BP; 6098 A; 314

aaacaaacca
cacaattact
tcggagcagt
aggtgcagta
tccagaaaaa
caaggaagat
ttggccaaga
atattacaac
ttttcattgg
tgtaataaat
gaggtattgg
aacaaatgca
aggaccttat
taagactaaa
gttaatgcca
cttccaattt
gcgtatagtt
ttcatttgat
acatggcaat
acatgggata
gtttatccaa
gcaattttca
agaagctctt
ttctgcaatce
taatgaatgg
tggattaaaa
ctagctagta
tggtgcacct
aagttgttag
agaagctatg
tttgaattaa
/l/

aatatggatt
tccacaaatg
tttectegtg
aacgaaggcg
ataagggatg
gttgggatta
atactcccaa
aaccttatca
gatcttececcece
gattttcgag
agtactctaa
ccaggtcgat
atagttacac
taccaggcat
cttgatgata
ggattgttta
aaaaaccgat
tttattggta
gccaaaccca
cccttaggtce
gaggacttcg
atcactgaaa
ttgaatactt
agggctgget
tttgcaggct
aggtacccta
ttattaaaag
aattaaataa
gctgttattt
atcataacta
aagtcttttt

ttattgtagce
cagttgaagc
gcttcatctt
gtagaggacc
gaagcaatgc
tgaaggatca
agggaaagtt
acgaactatt
aagtcttaga
actatacgga
atgagccatg
gttcggcectce
acaatcaaat
atcaaaaggg
atagcatacc
tggaacaatt
tacctaagtt
taaactatta
gttactcaac
caagggctgc
agatcttttg
atggtatgaa
acagaattga
caaatgtgaa
ttactgttcg
agctttctge
aactttgtag
aagaggttac
ctattatact
taggttgatc
ttattttttt

C; 355 G;
catatttgct
ttctactett
tggtgctgga
aagtatttgg
agacatcacg
aaatatggat
gagcggaggc
ggctaacggt
agatgagtat
tctttgectte
ggtgtttage
caacgtggcc
tcttgectecat
aaagataggc
agatataaag
aacaacagga
ctcaaaattc
ctcttctagt
aaatcctatg
ttcaatttgg
ttacatatta
tgaattcaac
ttactattac
gggtttttac
ttttggatta
ccaatggtac
tagattacag
tcttaacata
atgttgtagt
cttcatgtat
aaaaaaaaaa

581 T; 0 other;

ctgtttgtta
cttgacatag
tcttcagcat
gataccttca
gttgaccaat
tcgtatagat
ataaatcacg
atacaaccat
ggtggtttct
aaggaatttg
aattctggat
aagcctggtg
gcagaagctg
ataacgttgg
gctgccgaga
gattattcta
gaatcaagcc
tatattagca
accaatattt
atatatgttt
aaaataaata
gatgcaacac
cgtcacttat
gcatggtcat
aactttgtag
aagaactttc
tacatecgttt
tttttaggcce
aataagtgca
cagtttgatg
aaaaaaaaaa

ttagctcatt
gtaacctgag
accaatttga
cccataaata
atcaccgcta
tctcaatcte
aaggaatcaa
ttgtaactct
taaactcecgg
gagatagagt
atgcactagg
attctggaac
tacatgtgta
tatctaactg
gatcacttga
agagcatgcg
tagtgaatgg
atgcceccttce
catttgaaaa
atccatatat
taacaatcct
ttccagtaga
actacattcg
ttttggactg
attagaaaga
tcaaaagaaa
gaagttgagt
attcgttgtg
ttgttgtacc
ttgagaatac
aaaaaaaaa

60
120
180
240
300
360
420
480
540
600
660
720
780
840
800
860

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1859



BAo€IC VOUKAEOTIOIKWY OEOOUEVWV.
FASTA format

>ENA|X56734|X56734.1 Trifolium repens mRNA for non-cyanogenic beta-glucosidase
aaacaaaccaaatatggattttattgtageccatatttgectctgtttgttattagetcatt
cacaattacttccacaaatgcagttgaagcttctactcttcttgacataggtaacctgag
tcggagcagttttecctecgtggettcatectttggtgetggatecttcagecataccaatttga
aggtgcagtaaacgaaggcggtagaggaccaagtatttgggataccttcacccataaata
tccagaaaaaataagggatggaagcaatgcagacatcacggttgaccaatatcaccgeta
caaggaagatgttgggattatgaaggatcaaaatatggattcgtatagattctcaatctce
ttggccaagaatactcccaaagggaaagttgagecggaggecataaatcacgaaggaatcaa
atattacaacaaccttatcaacgaactattggctaacggtatacaaccatttgtaactct
ttttcattgggatcttcecccaagtcttagaagatgagtatggtggtttcttaaacteecgyg
tgtaataaatgattttcgagactatacggatctttgecttcaaggaatttggagatagagt
gaggtattggagtactctaaatgageccatgggtgtttagcaattctggatatgecactagyg
aacaaatgcaccaggtcgatgttcggecteccaacgtggeccaagectggtgattctggaac
aggaccttatatagttacacacaatcaaattcttgctcatgcagaagectgtacatgtgta
taagactaaataccaggcatatcaaaagggaaagataggcataacgttggtatctaactyg
gttaatgccacttgatgataatagcataccagatataaaggctgeccgagagatcacttga
cttccaatttggattgtttatggaacaattaacaacaggagattattctaagagecatgeg
gcgtatagttaaaaaccgattacctaagttctcaaaattcgaatcaagectagtgaatgg
ttcatttgattttattggtataaactattactcttctagttatattagcaatgecectte
acatggcaatgccaaacccagttactcaacaaatcctatgaccaatatttcatttgaaaa
acatgggatacccttaggtccaagggectgecttcaatttggatatatgtttateccatatat
gtttatccaagaggacttcgagatcttttgttacatattaaaaataaatataacaatcct
gcaattttcaatcactgaaaatggtatgaatgaattcaacgatgcaacacttccagtaga
agaagctcttttgaatacttacagaattgattactattaccgtcacttatactacattcecg
ttctgcaatcagggctggctcaaatgtgaagggtttttacgecatggtcatttttggactyg
taatgaatggtttgcaggectttactgttcgttttggattaaactttgtagattagaaaga
tggattaaaaaggtaccctaagetttctgeccaatggtacaagaactttctcaaaagaaa
ctagctagtattattaaaagaactttgtagtagattacagtacatcgtttgaagttgagt
tggtgcacctaattaaataaaagaggttactcttaacatatttttaggecattecgttgtyg
aagttgttaggctgttatttctattatactatgttgtagtaataagtgecattgttgtacce
agaagctatgatcataactataggttgatccttcatgtatcagtttgatgttgagaatac
tttgaattaaaagtctttttttatttttttaaaaaaaaaaaaaaaaaaaaaaaaaaaaa



[Tapadelyya yypaenc otnv
EMBL bank

[TnyaiveTe oTnv dleUBuUvonN:

http://www.ebi.ac.uk/embl/

X03635 : Estrogen receptor alpha, Human

AvalnTroTe TNV aKoAouBia Tou TTapadeiyuaTog
XPNOIMOTIOIWVTAG TO accession number Tou (X036359).

Acite T0 Nucleotide Sequence Ttou mRNA o¢ popor ENA kai o€
uoppnry EMBL format.

2Tnv Jopery ENA, d¢eite Tnv akoAouBia wg FASTA format.



EMBL-EBI ::° 2. X03635| Help ; Feedback

Databases Tools Research Training Industry | About Us Help Site Index [ &

EBI > Search for X03635 in All results
All results (12)

Genomes (2) Nucleotide Sequences / EMBL Release (Normal Divisions)
Nucleotide Sequences (7)
Protein Sequences (2 X03635
Gene Expression (1) Homo sapiens mRNA for oestrogen receptor

View: inENA InEMBL format inSRS inEMBL-SVA LaunchNCBIBLAST Launch FASTA

References: Taxonomy InterPro Ensembl Gene UniProtKB EMBL-Bank (Coding Sequence) PDBe HGNC Medline
QA ApvANCED SEARCH
[#] Query SuccEesTions » View all 4 results...

Genomes /HGNC
HGNC:3467

Approved Symbol:ESR1  #) Discover more about this gene...
Approved Name: estrogen receptor 1

Status: Approved

Aliases:NR3A1 Era

Locus Type:gene with protein product

Chromosome: 6q24-q27

References: Medline UniProtKB Ensembl Gene EMBL-Bank

Genomes / Ensembl Gene

ENSG00000091831 g Discover more about this gene...
estrogen receptor 1 [Source:HGNC Symbol;Acc:3467)
Species:Homo sapiens

References: Taxonomy Ensembl Genomes Gene UniProtKB Ensembl OMIM GO PDBe HGNC EMBL-Bank

Nucleotide Sequences / ASTD

TRANO00000039246
Homo sapiens transcript, product of gene ENSG00000091831 with CDS and translation.
References: Ensembl Taxonomy EMBL-Bank

Nucleotide Sequences / EMBL-Bank (Coding Sequence)
CAD97416
Homo sapiens (human) hypothetical protein

View: inENA in EMBL format inSRS Launch NCBIBLAST LaunchFASTA
References: EMBL-Bank (Coding Sequence) UniProtKB EMBL-Bank




EMBL-EBI :* 3} GRS Fiid teip Feedvack

Databases | Tools | Research | Training | Industry | AboutUs | Help | Site Index B &

E N A W/ Textsearch Sequence search
= ENA Home Enter or paste text or ENA accession number: Upload file of accessions:
= Search & Browse (Search ) [ Choose File ) no file selected [ Search )
= Submit & Update —
= About ENA
= Contact EMBL-Bank: X03635.1 : Homo sapiens mRNA for oestrogen receptor

View: TEXT FASTA XML Download: TEXT FASTA XML

Overview Source Feature(s) Other Features Assembly References Comments Sequence Send Feedback 4
Organism Molecule type Topology Data class Taxonomic Division

Homo sapiens mRNA linear STD HUM

Sequencelength R sequencevers'on o Flrstpubllc e L,astupdated cresenenssssnsnenss | sessusuenens

6,450 1 18-NOV-1986 07-0OCT-2008

keywords B . L

estrogen receptor, receptor, steroid hormone receptor.

Sé condary Aec'essb'n(s') ....................................................................
M11457.

Lineage

Eukaryota, Metazoa, Chordata, Craniata, Vertebrata, Euteleostomi, Mammalia, Eutheria, Euarchontoglires, Primates, Haplorrhini, Catarrhini,
Hominidae, Homo

Navigation



Baoeic TTpWTEIVIKWY OEOOUEVWV

Swissprot. 1987, Uni Geneva + SIB. 2X0AMQOUOG TWV gyypa@wv/
TTPWTEIVWYV ATTO ETTICTAMOVEG.

TrEMBL. 1996. SIB + EBI. Autoparn JeTG@pacn Twv akoAouBiwv TTou
Bpiokovtal otnv EMBL. Acdopéva otnv idla popeny ue TNV Swissprot.
MTTopei va gival UTTOBETIKES ) 0 OXOAIAOUOG Va PNV €ival EKTEVAG, OTTWC
oTnv Swissprot.

PIR. 1984, USA
UniProt. 2002. EvwBnkav ol TrTapatravw BACEIC.

UniMes: yia petayevwuika dedoueva, 0trou dev yvwpioupe atrd TToid €idn
TTPOEPXOVTAI O AKOAOUBIEC.



Swissprot (I

— ATT6 TNV gyypagr Tou TTPoNyoUUEVOU TTAPAdEIYUATOC, AKOAOUBAOTE TOV
ouvdeouo (link) Trpog Tnv B.A. UniprotKB/Swissprot, pe KwdIKd eyypa@ng
P03372

CDS 361..2148

product oestrogen receptor

translation
MTMTLHTKASGMALLHQIQGNELEPLNRPOLKIPLERPLCEVYLDSSKPAVYNY PEGAAYEFNARAAANAQOVYCOTCLPY
CPESEAAAFCSNCLECFPPLNSVE PSPLMLLHPPPOLS PFLOPHEQOOVPY Y LENEPSCY TVREACPPAFYRPNS DNRROG
GRERLASTNDKGSMAMESAKETRYCAVCNDYASCYHYCVWSCEGCKAFFKRS IQCHNDYMCPATNOCT I DXNRRKSCOAC

RLRKCYEVGMMKGGEIRKDRRGERMLKHKRORDDGEGRGEVESAGDMRAANLWPSPLMIKRSKKNS LALSLTADOMVSALL
DAEPPILYSEYDPTRPFSEASMMGLLTNLADRELVHMINWAKRVPGFVDLTLHDOVHLLECAWLEILMIGLVWRSMEHPV
KLLFAPNLLLDRNQCKCVECGMVEIFDMLLATSSRFRMMNLOGEEFVCLKSIILLNSGVYTFLSSTLKSLEEKDHIHRVLD
KITDTLIHIMAKAGLTLOOQHORLAQLLLILSHIRHMSNKGMEHLYSMKCKNVVPLY DLLLEMLDAHRLHAPTSRGGASY

EETDQSHLATAGSTSSHSLOKYYITGEAEGFPATV

J EMBL-Bank CDS: CAA27284

=» GOA P03372

=» HGNC 3467

= InterPro IPR000536, IPR001292, IPR001628, IPR001723, IPR008346, IPR013088, IPR024178

1A52, 1AKF, 1ERE, 1ERR, 1G50, 1GWQ, 1GWR, 1HCP, 1HCQ, 1L2l, 1PCG, 1QKT, 1QKU, 1R5K, 1SJ0, 1UOM,
1X7E, 1X7R, 1XP1, 1XP6, 1XPg, 1XPC, 1XQC, 1YIM, 1YIN, 1ZKY, 2AYR, 2B1V, 2B1Z, 2B23, 2BJ4, 2FAl, 2G44,

=» PDB 2G50, 210J, 210G, 210K, 2JF3, 2JFA, 20CF, 20UZ, 2P15, 2POG, 2Q6J, 2Q70, 2QA6, 2QA8, 2QAB, 2QE4, 2QGT,
2QGW, 2QH6, 2QR9, 2QSE, 2QXM, 2QXS, 2QZ0, 2R6W, 2R6Y, 2YAT, 3CBM, 3CBO, 3CBP, 3DT3, 3ERD, 3ERT,
3HLV, 3HM1, 3L03, 3058, 30S9, 30SA

=) UniProtKB/Swiss-Prot po3a72




Swissprot (1)

— Acite

TO OVOQ Kal T CUVWVUNA TNG akoAouBiag

Tnv Tacivopion Tou opyaviouou. H Tagivouion JUTTopEi ETTIOEIC va
Bpebei kal otnv 1I0ToceAida Tou NCBI taxonomy
http://www.ncbi.nlm.nih.gov/

A€IToUpYieC TG TTPWTEIVNG (Kal 0To TUNUa Twv Ontologies)
Tnv akoAouBia oe FASTA format

AkoAouBegioTe 10 ouvdeouo (Hs.208124) trpog Tnv B.A. Unigene kai
aTro eKei OEITE TO TTPOPIA YOVIDIOKNG EKPPaOoNnG MECW Tou link ‘EST
profile’

ATI6 TNV TTponyouuevn I0Too€Aida Tou Uniprot, akoAouBeioTe To
ouvdeouo P03372 mrpog Tnv B.A. Intact (o1o TuApa protein-protein

interaction databases) yia va O¢€iTe TTOOEC TTPWTEIVIKES
aAANAeTTIOPAOCEIC £xEl TO estrogen receptor alpha.




UniProt & > UniProtKB
ee®

Downloads - Contact - Documentation/Help

Search Blast * Align * Retrieve 1D Mapping *
Search in Query
[ Protein Knowledgebase (UniProtkB) |3 (‘search ) (Advanced Search » ) (‘Clear)
P03372 (ESR1_HUMAN) 1 Reviewed, UniProtKB/Swiss-Prot %Of‘smzz"fveedba )
Last modified September 21, 2011. Version 176. )Y This entry in the past... () R:ad comm:nts (0) or add your own
[xml | rdf/xm| | gff | fasta

» 4 Clusters with 100%, 90%, 50% identity | .~ Documents (6) | | | Third-party data

%

Names and origin

)

Protein names Recommended name:
Estrogen receptor
Short name=ER
Altemative name(s):
ER-alpha
Estradiol receptor
Nuclear receptor subfamily 3 group A member 1

Gene names Name:  ESR1

Synonyms:ESR, NR3A1
Organism Homo sapiens (Human)
Taxonomic identifier 9606 [NCBI)]

Taxonomic lineage Eukaryota » Metazoa » Chordata » Craniata » Vertebrata » Euteleostomi » Mammalia » Eutheria » Euarchontoglires » Primates » Haplorrhini » Catarrhini » Hominidae » Homo

Protein attributes

Sequence length 595 AA.
Sequence status Complete.
Protein existence Evidence at protein level



BA TTPWTEIVIKWYV ETTIKPATEIWV

MpwrTelvikn emIKpdTEIa: Mia TTEPIOXH TNG TTPWTEIVNG ME CUYKEKPIUEVN AEITOUpyia/
QoMM Kal KAAG ocuvTnpENUEVN.

A1dpopes Baocelg 0edOUEVWY, OTTWG:
— PROSITE
— Pfam
— PRINTS
— ProDom
— SMART
— TIGRFAMs
— PIR superfamily
— Superfamily

‘Exouv evowpaTtwBei oto INTERPRO.

To INTERPRO TrepI€xel TTPWTEIVIKEC ETTIKPATEIEC. TO TTPOYPAUMA
INTERPROscan avixveugl QuTEC TIG ETTIKPATEIEC OTIC TIPWTEIVEG.



Pfam

['la TV akoAouBia Tou Estrogen receptor alpha, amé tn Uniprot
akoAouBegioTe TN ouvdean yia TNV B.A. TTPWTEIVIKWY ETTIKPATEIWV
(domains) Pfam (graphical view).

A€iTe TNV APXITEKTOVIKA TNG TTPWTEIVNCG.
[Moia ival Ta Baoikd domains;

AgiTe AeTTTOPEPEDTEPA TNV EYYPOAPN YIa TO Hormone receptor /
ligand binding domain.

Acite o€ TT0I1Q €idN £x€l Bpedei autA n eIKPATEIA (OUVOECHOG
‘'species’ aTta aploTePA TNG I0TooeAidaCg) (Tree).



Family and domain databases

InterPro

Gene3D

Pfam

PIRSF
PRINTS

SMART

SUPFAM
PROSITE

ProtoNet

IPR0O083946. Nucl_hormone_rcpt_ligand-bd.
IPR0O00536. Nucl_hrmn_rcpt_lig-bd_core.
IPR001292. Oestr_rcpt.

IPR024178. Oestrogen_rcpt-rel.
IPR0O01723. Str_hrmn_rcpt.

IPRO01628. Znf_hrmn_rcpt.

IPR013088. Znf_NHR/GATA.

[Graphical view]

G3DSA:1.10.565.10. Nucl_hrmn_rcpt_lig_bd. 1 hit.
G3DSA:3.30.50.10. Znf_NHR/GATA. 1 hit.

PF00104. Hormone_recep. 1 hit.
PF02159. Oest_recep. 1 hit.
PF00105. zf-C4. 1 hit.
[Graphical view]

PIRSF002527. ER-like_NR. 1 hit.

PR00543. OESTROGENR.
PR00398. STRDHORMONER.
PR0O0047. STROIDFINGER.

SM00430. HOLLI. 1 hit.
SM00399. ZnF_CA4. 1 hit.
[Graphical view]

SSF48508. Str_ncl_receptor. 1 hit.

PS00031. NUCLEAR_REC_DBD_1. 1 hit.
PS51030. NUCLEAR_REC_DBD_2. 1 hit.
[Graphical view]

Search...



BA tpiodiacTatwy douwyv PDB

Yearly Growth of Total Structures

be viewed by hovering mouse over the bar

Protein Data Bank (PDB)
— NoukAeikd oéa e
—  TOPTTAOKO TWV TTAPATIAVW o

«  MéBodol
— X-ray (~59000) o

-
19982
=

— NMR (~8500)

1996
-

— KpUo-nAekTpOVIKA

1994
=

MikpookoTria (~300)

L4
1992)g

« O1 Tapatdvw pEBodol Bpiokouv

TIC ouVTETAYUEVEC (3D) Twv
aTOMWYV TOU [BI0AOYIKOU Uopiou.

 Ta apxeia JE TIC OUVTETAYMEVEC
dlapalovTal atrod €10IKA
TTpoypauuaTa (1.x Rasmol) 1rou
atreikovi(ouv T OOPN OTO XWPO




PDB

ATTO TNV TTponyouuevn I0ToogAida Tou Uniprot yia Tnv eyypaon
estrogen receptor alpha, oto Tunua 3D structure databases,
emAEETE RCSB PDB kal akoAouBgioTe To oUVOECHO yIa TNV
1A52 (gival 0 KWAIKOG eyypagpnc otnv PDB). Eival n KpuoTaAAIK
OO TNG ETTIKPATEIOC OE€ OCUMTIAEYUA PE TNV OICTPADIOAN.

2TNV OECIA TTAEUPA TNG I0TOCENIDAC NTTOPEITE Va OEITE TNV
Tp1o0dIdoTaTn dOouN HEOW TOU oUVOEOUOU ‘view in Jmol'.



B.A. TpIcOIACTATWY OOUWV

« CATH: katnyoplotrolgi TIC TPIOOIACTATEG DOPES TWV TTPWTEIVIKWV
ETTIKPATEIWV IEPAPXIKA, o€ 4 Baoikd eTTiTTEDQ.

* H kartnyoplotroinon YiveTal ye £éva ouvOuaono auTOpaTwy PEBOOWV Kal
avBpwITIivnG Kpiong.

TIM barrel

flavodoxn
(4hn}

Sandwich

[TrebiAT)

What do the letters "C.A.T.H.S.0.L.1.D" mean?

CATH is a tree-like, hierarchical classification that starts off at the tree “trunk” by clustering protein domains into broad categories (e.g. C, or class, where domains are
clustered solely based on their general secondary structure content). As the hierarchy moves away from the “trunk” to the “branches”, more stringent clustering criteria are
applied to provide clusters of domains with finer granularity of similarity.

Depth | Letter Name

1
2
3
4

9.
W.
W.

ele@ @ @

Class

Architecture

Topology

Homologous Superfamily
Sequence Family (S35)

Orthologous Family (S60)

“Like"” domain (S95) *
Identical domain (S100)

Domain counter

Clustering criteria

Secondary structure content

General spatial arrangement of secondary structures

Spatial arrangement and connectivity of secondary structures (fold)

Manual curation of evidence of evolutionary relationship (at least two criteria from sequence/structure/function must be observed)

>= 35% sequence similarity
>= 60% sequence similarity

>= 95% sequence similarity
100% sequence similarity

Unique domains



Bdoesic To100100TATWY OOUWYV

CATH Domain: 1cukA01 o

PDB 1cuk, Chain A, Domain 1 [2]

CATH Code Level Description Links
92 Mainly Beta
o 2.40 Beta Barrel

OB fold (Dihydrolipoamide
Acetyltransferase, E2P)

Nucleic acid-binding proteins Gene3D

1cukA01

What do the letters "C.A.T.H.S.0.L.1.D" mean?

CATH is a tree-like, hierarchical classification that starts off at the tree “trunk” by clustering protein domains into broad categories (e.g. C, or class, where domains are
clustered solely based on their general secondary structure content). As the hierarchy moves away from the “trunk” to the “branches”, more stringent clustering criteria are
applied to provide clusters of domains with finer granularity of similarity.

Depth Letter Name Clustering criteria

1 ). |Class Secondary structure content
2 4. |Architecture General spatial arrangement of secondary structures
3 . |Topology Spatial arrangement and connectivity of secondary structures (fold)
4 ). |Homologous Superfamily |Manual curation of evidence of evolutionary relationship (at least two criteria from sequence/structure/function must be observed)
5 &) |Sequence Family (S35) >= 35% sequence similarity
hol Famil
6 ® ?" ologous Family (S60) |, _ 60% sequence similarity
7 @ |“Like” domain (S95) * >= 95% sequence similarity
8 @ |Identical domain (S100) | 100% sequence similarity
9 D |Domain counter Unique domains



MeTaBoAIKG yovoTraTia

Metabolic and Signaling Pathways

Enzymes and enzyme nomenclature

Metabolic pathways
BioCarta
BioCyc
Bionemo
BioSilico
BRITE - Biomolecular Relations in Information Transmission and Expression
BSD - Biodegradative Strain Database
HMDB
HMDB - The Human Metabolome Database
KEGG - Kyoto Encyclopedia of Genes and Genomes
Klotho
LIGAND
MedicCyc
MetaCrop
MetaCyc
Metagrowth
MMCD
MODOMICS
NMPDR - National Microbial Pathogen Data Resource
Pathguide
PMAP
PUMA2
SYSTOMONAS
UM-BBD

Protein-protein interactions

Signalling pathways



KEGG pathways

Kyoto encyclopedia of genes and genomes.

2010: 374 petafoAIKd povoTTaTia.

— KEGG PATHWAY Database

Kypto Encyclopedinol
K Ge##% 8nd Genomes
[ G Wiring diagrams of molecular interactions, reactions, and relations

KEGG2 PATHWAY BRITE DISEASE DRUG KO GENES GENOME LIGAND DBGET

Select prefix Enter keywords

I 4

map {Organism? E\ Help

Pathway Maps

KEGG PATHWAY is a collection of manually drawn pathway maps (see new maps, change history, and
last updates) representing our knowledge on the molecular interaction and reaction networks for:

0. Global Map

1. Metabolism
Carbohydrate Energy Lipid Nucleotide Amino acid Other amino acid Glycan
Cofactor/vitamin Terpenoid/PK Other secondary metabolite Xenobiotics Overview

. Genetic Information Processing

. Environmental Information Processing

. Cellular Processes

. Organismal Systems

. Human Diseases

and also on the structure relationships (KEGG drug structure maps) in:
7. Drug Development

AUV HLWN

KEGG Atlas may now be used to examine any of the KEGG pathway maps.



K[cc Glycolysis / Gluconeogenesis - Reference pathway

[ Pathway menu | Pathway entry | Hide description ]

Glycolysis is the process of converting glucose into pyruvate and generating small amounts of ATP (energy) and NADH (reducing
power). It is a central pathway that produces important precursor metabolites: six-carbon compounds of glucose-6P and fructose-
6P and three-carbon compounds of glycerone-P, glyceraldehyde-3P, glycerate-3P, phosphoenolpyruvate, and pyruvate
[MD:M00001]. Acetyl-CoA, another important precursor metabolite, is produced by oxidative decarboxylation of pyruvate
[MD:M00679]. When the enzyme genes of this pathway are examined in completely sequenced genomes, the reaction steps of
three-carbon compounds from glycerone-P to pyruvate form a conserved core module [MD:M00002], which is found in almost all
organisms and which often corresponds to operon structures in bacterial genomes. Gluconeogenesis is a synthesis pathway of
glucose from noncarbohydrate precursors. It is essentially a reversal of glycolysis with minor variations of alternative paths
[MD:M00003].

Reference pathway

2
%) (co =
i S |

| sLycoLYsIs / GLUCONEOGENESIS |
27141 v
o-D-Glucose-1P
31310
=120l
3139 D-Gls
O (exka‘;g?ﬁ:]m)
D Glucose a7iferie) e o
2712271147
p-D-Glucose ©
Pentose
sphate
pathway
Adbutin
(extracellular) O 9
S
(extracellular) Salicin6F
Glyceraldehyre-3F
O¢—{ 5311 |—woF————————-
Glyrerone-P - ? R

>0 41.1.32
Oxaloacetate |4.1.1.49

Citrate
cytle

Propanoate metabolisra )
1112

127 f=——=—"0Ethanol
[1215] iiz; EuG

1111

Acetate

00010 8£30/10 )
(c) Kanehisa Laboratories

KEGG pathways

Ko

ENZYME:3.1.3.9

Help )

Entry

EC 3.1.3.9 Enzyme

glucose-6-phosphatase;
glucose 6-phosphate phosphatase

Class

Hydrolases;
Acting on ester bonds;
Phosphoric-monoester hydrolases

BRITE hierarchy)

Sysname

D-glucose-6-phosphate phosphohydrolase

Reaction(IUBMB)|D-glucose 6-phosphate + H20 = D-glucose + phosphate [RN:R00303]

Reaction (KEGG)

R00303 > R0O1788
Show all

Substrate

D-glucose 6-phosphate [CPD:C00092];
H20 [CPD:C00001]

Product

D-glucose [CPD:C00031];
phosphate [CPD:C00009]

Wide distribution in animal tissues. Also catalyses potent
transphosphorylations from carbamoyl phosphate, hexose phosphates,
di te, lpyruvate and nucleoside di- and
triphosphates, to D-glucose, D-mannose, 3-methyl-D-glucose or
2-deoxy-D-glucose [cf. EC 2.7.1.62 (phosphoramidate---hexose
phosphotransferase), EC 2.7.1.79 (diphosphate---glycerol
phosphotransferase) and EC 3.9.1.1 (phosphoamidase)].

Pathway

ec00010 Glycolysis / Gluconeogenesis
ec00052 Galactose metabolism

ec00500 Starch and sucrose metabolism
ec01100 Metabolic pathways

Orthology

K01084 glucose-6-phosphatase

Genes

HSA: 2538(G6PC) 57818 (G6PC2)
PTR: 741431(G6PC2)

McC: 712053

MMU: 14377 (G6pc)

25634 (G6pc)

403492 (G6PC)

BTA: 538710 (G6EC)

SSC: 100134959 (G6EC)

K cc REACTION: R01788
Help )
Entry R01788 Reaction
Name alpha-D-Glucose 6-phosphate phosphohydrolase
Definition|alpha-D-Glucose 6-phosphate + H20 <=> alpha-D-Glucose +
Orthophosphate
Equation [C00668 + C00001 <=> C00267 + C00009
OH O (OH
Ho—po” " HOAO“
1
o) " b, / W “u
HO" OH < Ve ~ ~ HO OH
OH / \‘ OH
CO0668 K \“1/ Co0267
H\O/H 9
P
co0o01 HO™y OH
Co0009
RPair RP00216 C00267_C00668 main
RP05676 C00001_C00009 leave
RP06709 C00009_C00668 leave
Enzyme 3.1.3.9
Pathway rn00010 Glycolysis / Gluconeogenesis
rn00052 Galactose metabolism
rn00500 Starch and sucrose metabolism
rn01100 Metabolic pathways

Orthology

K01084 glucose-6-phosphatase [EC:3.1.3.9]

All links

Ontology (5)

KEGG BRITE (5)

Pathway (89)

KEGG PATHWAY (89)

Disease (1)

OMIM (1)

Chemical substance (6)
KEGG COMPOUND (6)

Chemical reaction (12)
KEGG ENZYME (4)
KEGG REACTION (2)
KEGG RPAIR (5)
KEGG RCLASS (1)

Genome (2)

KEGG GENOME (2)

Gene (58)

KEGG ORTHOLOGY (1)
KEGG GENES (20)
KEGG DGENES (8)
KEGG EGENES (29)

Protein sequence (64)
UniProt (25)

PRF (3)
RefSeq(pep) (25)
PMD (11)

DNA sequence (50)
RefSeg(nuc) (30)
Gensank (10)

EMBL (10)

Protein domain (2)
InterPro (1)

Pfam (1)

Literature (3)
PubMed (3)

Enzyme (4)

BRENDA (1)
EXPASY-ENZYME (1)
EXPLORENZ (1)
IUBMB (1)

All databases (296)

All links

Ontology (2)
KEGG BRITE (2)
Pathway (8)

KEGG PATHWAY (8)
Chemical substance (4)
KEGG COMPOUND (4)
Chemical reaction (5)
KEGG ENZYME (1)
KEGG RPAIR (3)
KEGG RCLASS (1)

Gene (1)
KEGG ORTHOLOGY (1)
All databases (20)



KEGG

« Amo TnVv 1IoTo0eAida Tou Uniprot yia 1o Estrogen receptor alpha,
akoAouBeioTe To ouvdeopo hsa:2099 mrpocg Tn B.A. KEGG.

Genome annotation databases

Ensembl ENSTO00000206249; ENSP00000206249; ENSG00000091831.
ENST00000338799; ENSP00000342630; ENSG00000091831.
ENST00000440973, ENSP00000405330; ENSG00000091831.
ENST00000443427, ENSP00000387500, ENSG00000091831.

GenelD 2099.
KEGG hsa:2099.
UCSC uc003gom.2. human.

Organism-specific databases

*Aecla TNG veéag 10TooeAidag (010 KEGG), akoAhouBeioTte To ouvdeopo KEGG
disease kai oTn cuvéxela 1o ouvdeopo HO0026 yia endometrial cancer.

21N vEa 10TO0€EAIDQ, aTO THAMA ‘markers’ dgiTe TTOIG yovidia XPNOINOTTIOIoUVTAl WG
MOpPIaKOi OEIKTEC TNG a0BEvelac.

2710 0€€IA TNG 1I0TOOEAIDAG akoAouBeioTe To ouvdeouo KEGG pathways, yia va deite
TO MOPIOKO PMOVOTTATI TOU KApPKivou Tou evdountpiou (link: hsa05213).



Bdaoeig Asdopévwv

Pubmed

BA tou NCBI. =¢kivnoe Tov lavoudpio Tou 1996.

Kataxwpei OAEC TIC ONUOCIEUNEVEG EPYATIEC TTOU TTPOEPXOVTAI OTTO TOV EUPUTEPO
XWPO TNG BIOIATPIKAG

~20 ekaTtopupla epyaciec kataxwpnuéveg (louAiog 2010)

Ortav pia gepyacia yiveral 0ekTr atrd 10 TTEPIODIKO, KaTaTiBeTal kal otnv Pubmed

H Pubmed divel éva povadikd kKwdiko eyypa®ns (PMID) kar A£¢gig kKA€1DIG TTou
XapakTnpiCouv 10 TTEPIEXOPEVO TNG epyaciac (MeSH terms).

AT1é 10 2007, To NIH aTTaITEl OTTOIEC EPEUVNTIKEC EPYATIEC EXOUV XpnMaTodoTnOEi
atrd auTo, Ta ATTOTEAEOHATA TOUG va YivovTal TTpooBdaciya o€ OAoUG, HECW TOU
Pubmed Central (eviog 12 unvwyv atrd Tnv nuepopnvia dnuoacicuong). (~ 1
EKATOMUPIO EPYATIEC)

gnCr _H

in PubMed Central -~




& NCBI

Pu bmed.gov Search:  pPubMed

Resources (v)] How To (v)

3] Limits Advanced search Help

 Soarch J{STCY

U.S. National Library of Medicine
National Institutes of Health

Display Settings: [v] Abstract Send to:

Life with 6000 genes.

Goffeau A, Barrell BG, Bussey H, Davis RW, Dujon B, Feldmann H, Galibert F, Hoheisel JD, Jacq C, Johnston M, Louis EJ,
Mewes HW, Murakami Y, Philippsen P, Tettelin H, Oliver SG.

Université Catholigue de Louvain, Unité de Biochimie Physiologique, Place Croix du Sud, 2/20, 1348 Louvain-la-Neuve, Belgium.
Commentin:

Science. 1997 Feb 21;275(5303):1051-2.

Abstract

The genome of the yeast Saccharomyces cerevisiae has been completely sequenced through a worldwide collaboration. The
sequence of 12,068 kilobases defines 5885 potential protein-encoding genes, approximately 140 genes specifying ribosomal
RNA, 40 genes for small nuclear RNA molecules, and 275 transfer RNA genes. In addition, the complete sequence provides
information about the higher order organization of yeast's 16 chromosomes and allows some insightinto their evolutionary
history. The genome shows a considerable amount of apparent genetic redundancy, and one of the major problems to be
tackled during the next stage of the yeast genome project is to elucidate the biological functions of all of these genes.

PMID: 8848441 [PubMed - indexed for MEDLINE]
Publication Types, MeSH Terms, Substances, Grant Support

LinkOut - more resources

Bdoeig Aedopévwv

My NCBI Sign In

Science v

Related citations =

Sequence analysis of a near-subtelomeric 35.4
kb DNA segmenton th_e rightarm o [Yeast. 1997]

Complete nucleotide sequence of
Saccharomyces cerevisiae chror [Science. 1994]

The sequence of a 36 kb segment on the leftarm
of yeast chromosome X identifies 2. [Yeast. 1994]

Sequencing the yeast genome: an
international achievement. [Yeast. 1994]

Complete nucleotide sequence of
Saccharomyces cerevisiae chror [EMBO J. 1996]

See reviews...

See all...

Cited by over 100 PubMed Central '#
articles

Species concepts in Calonectria
(Cylindrocladium). [Stud Mycol. 2010]

Genome sequence of the necrotrophic plant
pamogenAPlythium'uItjmum | [Gt_enc_)_me Biol. 2010]

Reconstruction and validation of RefRec: a
global model for the yeast moli [PLoS One. 2010]

See all...
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Life with 6000 genes.

546, 563-7

The genome of the yeast Saccharomyces cerevisiae has been completely seguenced
through a worldwide collaboration. The seguence of 12,068 kilobases defines 5885
potential protein-encoding genes, approximately 140 genes specifying ribosomal
RNA, 40 genes for small nuclear RNA molecules, and 275 transfer RNA genes. In
addition, the complete sequence provides information about the higher order
organization of yeast's 16 chromosomes and allows some insight into their
evolutionary history. The genome shows a considerable amount of apparent genetic
redundancy, and one of the major problems to be tackled during the next stage of
the yeast genome project is to elucidate the biological functions of all of these
genes.

Universite Catholigue de Louvain, Unite de Biochimie Physiologigue, Place Croix
du Sud, 2/20, 1348 Louvain-la-Neuve, Belgium.
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Pubmed

» [l1éoeg epyaanieg uttTa@pyxouV yia To estrogen receptor alpha;
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Pathguide

http://www.pathguide.org/

POTh g U Id €  the pathway resource list
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Pathway Diagrams
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This network shows the links among many databases in Pathguide.

Selecting node(s) shows a summary of database information below the network, with linkouts to database details from Pathguide, and to the database itself.
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Bionumbers

http://www.bionumbers.hms.harvard.edu/

Browse -> genome

= TUNUVMIB3R5S

THE DATABASE OF USEFUL EBIOLOGICAL NUMEBERS

Browse Resources BloNumber of The Month About Us

Login \ Submit

Popular BioNumbers | Recent BioNumbers | Key BioNumbers | Amazing BioNumbers

| O | Find Terms |

Organism | (all) =

e.g., ribosome , p53 , glucose , CO2

Did you ever need to look up a number like the volume of a cell or the cellular
concentration of ATP, only to find yourself spending much more time than you wanted on
the Internet or flipping through textbooks - all without much success?

Well, it didn't happen only to you. It is often surprising how difficult it can be to find
concrete biological numbers, even for properties that have been measured numerous
times. To help solve this for one and all, BioNumbers (the database of key numbers in
molecular biology) was created. Along with the numbers, you'll find the relevant
references to the original literature, useful comments, and related numbers.

Though we have made an honest first try at simplifying the process of finding useful
biological numbers, there is still much work to be done. A key challenge is filling in the
large number of missing items. Another challenge involves setting up a reliable
and discriminating search engine which on a first try yields the numbers a useris
actually interested in finding.

search | *

Didn't find what you looked for?
Let us know and we will try to
help! (include email for an answer)

P

( submit )

BioNumber of the Month

Length 2-4 mm
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Textpresso

Mnxavry avalitnong 1Tou eAEyXel OAOKANPO TO Keipevo piag epyaaiag (full text).
http://www.textpresso.org/

Textpresso

C. elegans
Mouse

D. melanogaster
Neuroscience
Arabidopsis
Dicty
Mycoplasma
Rat

Zebrafish
Nematode
Alzheimer's

S. cerevisiae
Candida

Textpresso for Site-
Specific Recombinases

Regulon DB

Ecoliwiki Textpresso
Ecocyc Textpresso
Vaxpresso

Pharmspresso

0. sativa

Textpresso for sea urchin

Home : Sites : Downloads : Linking : Publications : About : Contact

NEW! Textpresso for Mouse and Textpresso for Mycoplasma now available. Click on
Mouse or Mycoplasma on the left side menu.

Textpresso is a text-mining system for scientific literature. Textpresso's two major
elements are (1) access to full text, so that entire articles can be searched, and (2)
introduction of categories of biological concepts and classes that relate two objects (e.qg.,
association, regulation, etc.) or describe one (e.g., methods, etc). A search engine enables
the user to search for one or a combination of these categories and/or keywords within an
entire literature.

Textpresso is useful as a search engine for researchers as well as a curation tool. It was
developed as a part of WormBase and is used extensively by C. elegans curators.
Textpresso has currently been implemented for 17 different literatures, and can readily be
extended to other corpora of text.



Clinical tests webpages

http://labtestsonline.org/
[Toid test yia TTOIEC a0BEveIEg

http://informeddna.com/index.php/

Informed Medical Decisions, Inc. is the only nationwide network
of independent genetic counselors.




Epyaoia

Na €TOIMACETE YIa avag@opd yia ToV avBpwTTIVO UTTODOXEQ 0IOTPOYOVOU AApa
(estrogen receptor alpha) 1Tou va TTepIyPAPEl TO TTOPAKATW:

* Tov KwdIKO eyypapng otnv B.A. Uniprot.

* Tnv Tagivouion Tou opyaviouoU atrd TOV OTTOIO TTPOEPXETAI N TTPWTEIVN.
* Tig Aeiroupyieg TNG TTPWTEIVNG.

 Ta domains TnNG TTPWTEIVNC Kal TNV A&IToupyia Tou KaBevog atmd auTd.

* Na o¢ig¢ete atd pia eikdva NG TPIodIAoTATNG OO YIa Ta domains Tng
TTPWTEIVNG (EQOTOV UTTAPXOUV).

« Tnv ékppacn Tou yovidiou 0ToUuG avlpwITTIVOUS I0TOUG.

e 2€ TTOIEC AOBEVEIEC ENTTAEKETAI N TTPWTEIVN AUTH.

* [loid aAAa yovidia gival JopIakoi OEIKTEC OTIC AOBEVEIEC TTOU EUTTAEKETAI QUTOC O
UTTODOXEQG OIOTPOYOVOU.

[a kGBe oTAdIO TNG epyaciag va avagépete TNV TNy (B.A.) oto diadikTuo padi pe 1o URL
KaBwc e1Tiong Kal pia ouvTtoun Treplypagn tng B.A.



