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e® | uropean Bioinformatics Institute

INSDC aims to gather and make freely available nucleotide
sequence and annotation with comprehensive global coverage.

Ownership, and hence editorial control, of biological content of
entries remains with the original submitting group.
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EMBL-EBI Current database status oL

DATABASE

uropean Bioinformatics Institute

Total nucleotides Number of entries
(current 150,089,192,205) (current 80,975,574)
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BL-EBI EMBL entry EMBL

Bioinformatics Institute

In H3a0115305 standard; genomic DNA:; HUM: 1366 EP.

AT ATO11805; Identlfier

oV AJO11805.1

x and description

I ESLisS swandsed; gimenic DA WML 1956 BP LT 04-MLY-1999 (Rel. 59, Created)
o domesn T 26-APR-2001 (Rel. 67, Last updsted, Version 2)
e — | xx
sk el e DE Homo sapiens OZF gene exon 4
% :"Pn 02F gene exom @ o - T
T KV _|Re 1-1368 e
: R Rh Goubin G.a.; Submission reference
ik RT :
T otses s e oo S —] REL  Submitted (02-OCT-1998) to the EMBL/GenBank/DDEJ datahases.
o T hsnen e, mamen T GRS nawie funie, 20 RL Goukbin 3.J., Experimental Oncogenesis - UMR147 CNRES, Institut Curie, 26,
% [ RL B — S
T - R3]
R Breegemes Ball beneer TE(I-D 0ooatzoony, o 34 PUBMED: 11306501, H H H
T B e IR o reene Bibliographic reference
- = RT "Genomic organization and prome o oo __ e eey o m—eem
§ : RT encoding a protein consisting solely of zinc finger domains':
§ o FH Kevy Location/Oualifiers
= FH
- FT  source 1..1366 Source molecule
FT Johromosome="19"
FT fdb_xref="taxon:9606"
FT fmol type="genomic DIA"
FT Jorganisw="Homo sapiens™
FT Jmap="rogls.1mr
FT folone lib="lambda charon 40 chr.i19"
FT exon 414..4585 .
S /maner=4 Feature annotation
Iz FT fgene="0zIF"
30 Jequence 1366 BP; 315 A; 317 C; 270 &7 400 T; 4 other:
gaattoatoo acgastaagy gotghbaghbts asatoctotc aguaccootgs gbogoggagtot &0
gotgotayay assascagos abtcactoacs ceaggtgtga acadototos tgtgtaagta 120
asattotgas agytaattct CoCtLtotof Catttotgoya tgtgtgtada Ctttaaatgd 150
tttaatgage atggetttgs agtttaggat totsatggooe ctagtocott tgoooacatd 240
attgbgtgty ctttagtocac taagocagas ogbocattact ttobtotgbg catctttgga 300
agttgoacos toattottoa gaag ragoocty agttotaggsa 360
LOYLacthty gacccagoat Toaac Sequence toccaa Lagttaatat 420
FT source i jaagtgdg gasadogatcto 450
FT - gooaca gtttttcagt cagoattgay toctotgaag 540
FT CrOSS_reference gyotgh agacatatay agtattgott ggtatgagat 00 —
T P s TN Souu,
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Data integration  EMBLi

e® | uropean Bioinformatics Institute

49,323,034 entry-level cross-references

12,787,002 feature-level cross-references

further cross-references

feature-level cross-references
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DATABASE

.. I.'EBI Data retrieval a

uropean Bioinformatics Institute

c WWW
— Sequence Retrieval System (SRS), srs.ebi.ac.uk

— Simple sequence retrieval (Dbfetch), www.ebi.ac.uk/cqi-
bin/emblfetch

— Flatfile, INSDseq XML, EMBL XML, fasta, etc.
— Whole genomes, www.ebi.ac.uk/genomes/
— Sequence Version Archive, www.ebi.ac.uk/cgi bin/sva/sva.pl
« EBI sequence similarity search services
— eg. http://www.ebi.ac.uk/Tools/homology.html
« FTP site
— ftp.ebi.ac.uk/pub/databases/embl/
e E-mall file server,
o Specialist data sets at users’ request (eg. EMBL CDS)
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e® | uropean Bioinformatics Institute

; 1-EBI What is curation?

DATABASE

ensuring compliance with annotation policies to maximise
data consistency

recommendation of appropriate nomenclatures
maximising information content

simplifying and accelerating submission procedure for
submitters
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EMBL-EBI

Webin: Data submissions

European Bioinformatics Institute

Submission of small numbers of entries
— submitter moves through Web forms to submit each entry in

turn, with some facility to copy from previous entries

SUBMITTER INFORMATION Info

Thaks Jfarerarhon: vl Be eosd 05 e Phrar I o fov o o sndisinoail|
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DATABASE

1-EBI Bulk submissions  HBL

uropean Bioinformatics Institute

« Submission of large numbers of entries with similar annotation
— submission of representative sample entry
— preparation of web form to recruit variable field data

— upload of a file containing variable field information in a systematic
format

You can submit your bulk data in an easier way (megabulk submission) ...

|[ Help? ]l” |[ Browse... ]h_ Upload Data ]”

Sequence #1

< identifior T |

|London |

B partial from tu 3' partial

spans whale sequence length

Cut & paste:

AT GCTAGTCHACTRACT FACTGACT ACGACGAC AGC AT AGHFACT FACT &G
CTACGATCAGCT ACGATC GACT ACGACT GCATCGAT GOT AGTC GACT FAC
TEACTGACTACGACRACACC AT AGFACT GACT ACCT ACGATCAGCTACHS
TCFACTACFACT FCATCEAT GOT AGT CFACT FACT FACT FACT ACFACEA
CAGCAT AGGACT GACT AGCT ACEATC AGCT ACHFAT CGACT ACGACT GCAT
CECAGT ACGT ACGT AGCT ACGATCGL FACT GACT FACT FACT ACFACEAC

(=

<

or upload a local sequence file {on a disk drive on your computer )
| Browse |

Sequence #2
[+ |

|Fans |

B partial from to 3' partial

spans whale sequence length
Cut & paste:

CTAGTCFACT GACTEACT GACT ACFACGACAGCAT AFACTGACT ARCT A
CEATCAGCTACGATCRACT ACFACTHCATCRATGIT ARTCRA

or upload a local sequence file {on a disk drive on your computer )

| Browse... |
Sequence #3 80bp

\
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> al 001 ; 28 ; 502 ; Beijing
atgctgatgcatgactcacgactagcactgactgacacgtaggacgacgacgactgacgatcgactgaca
ctgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcacacagcacgtttatactac
acgtacgatgactgacgacgatcgatcggggactactacgactgactacagct

> al 002 ; 12 ; 42 ; London
atgctgatgcatgactcacgactagcactgactgacacgtaggacgacgacgactgacgatcgactgac
actgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcactttnnntttatactac
acgtacgatgactgacgacgatcgatcggggactactacgactgactacagct

> al 003 ; 51 ; 91 ; Paris
atgctgatgcatgactcacgactagcactgactgacacgtaggacgacgacgactgacgatcgactgac
actgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcacttttacgatatactac
acgtacgatgactgacgacgatcgatcggggactactacgactgactacagct

> a2 001 ; 80 ; 115 ; Tokyo
atgctgatgcatgactcacgactagcactgactgacacgtaggacgacgacgactgacgatcgactgac
actgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcactttttttttatactac
acgtacgatgactgacgacgatcgatcggggactactacgactgactacagct

> b6 231 ; 92 ; 643 ; Shanghai
tactgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcactttttttttatacta
atgtactgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatca
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Mumber of directly submitted entries
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Curated submissions ,.Eu!'lﬁ.!;
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Nucleic Acids Research, 2006, Vol. 34, Database issue

sy EER88333 3888883833888 55533039303 9838888333333888%
1 E &
S JBES T3 EF 2352375823783 2 3788237888378k 23788582837%
Date
Figure 1. Increase in scale of direct submissions. Monthly newly submitted entry counts are shown.
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,B‘l_EB' Genomes  MBL

DATABASE

« Completely sequenced genomes and annotation
« 373 bacterial, 1212 viral, 50 eukaryotic, etc.

Bl EBI qrduclaulida Sequences ;Im Go
-

ropean Bioinformatics Institute

EBI Home About EBI Research Services Toolbox Database: Downloads Submissions

200 organisms

© Archaea
Ancession numbers of all the entries listed below may be downloaded as a texd file for use in downloading using the Seguence Yersion Archive.
* Bacteria
* Eukaryota Sequence
Description Length (bp) Proteins
~ Organelle Plain ‘HTML
* Phage Acinetobacter sp ADP1 (Description)
- Plasmid 1 |Acinetobacter sp. ADP1 ‘ 3508 521 ‘CR543861 ‘CR543E61 |F'r0teome
- Yl Agrabacterium turmefaciens
- Wioe Z2a | Agrobacterium turnefaciens str. Ca8 (Cereon) chromosorme (circular) (254 pars in & CON ent 2041551 | AEDD7869 | AEODTBES
i Proteome
* Link: . . " _—
inks 2b | Agrobacterium turmefaciens str. C58 (Cereon) chromosorme (linear) (187 pars in & CON ent 2074782 | AEDO7870 | AEOO7E70
© WGBS info
2c | Agrobacterium tumefaciens str. C58 (U Washington) chromosorme (circular) (256 pars in & CON ent 2841 490 | AEODEGES | AEODBRAEE
© Genome Reviews - - - - Proteome
e g 2d | Agrobacterium tumefaciens ste. C58 (U, Washington) chromosaorme (linear) (187 parts in & CON ent 2075 560 | AEDOS68S | AEODBEEY
* Integrs {proteomes

., Anaplasma marginale
* Karyn's Genomes

3 |Anamasma marginale str. St Maries

1,197 57 ‘EPUUUUSU ‘CPDDDDaU |Prmeome
* Fasta3 Server ' v

Aquifex aeolicus

4 |Aquex aenlicus WFS (109 parts in a CORN entry)

1551 3% ‘Amoossv ‘AEDUUBS? |Prmeume

Azoarcus sp. EbM1 (Description)

5 |Azuar:us sp. EbN1

4296 230 ‘ CRS55306 ‘ CRA55306 |Frmeome

Bacillus anthracis

B Bacillus anthracis str. ‘Ames Ancestor 5227 419 | AED17334 | AE017334 | Proteamne

T Bacillus anthracis str. Ames (18 parts in 8 CON entry) 5227 293 | AED16E79 | AED16879 | Proteome

 INSDC Project identifier to tie diverse entries into project

 Project metadata database i
Moo &
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l_EBI EMBL CDS groupings EMBL*

ropean Bioinformatics Institute

General Descrintion Features Sequence

General Information

Entry Marme EMBLCDSCAHT 2442
Parent Accession ALISI6E5.23
Molecule Type linear genomic OMNA
Sequence Length 3TE

Entry Division HUM (Human)

Entry Data Class STD (Standard)

Internal Sequence Yersion CAHTZ442.1

Description Hormo sapiens (hurman) ATP-binding cassette, sub-farmily & (ABC1), member 1

Qrganism Haormo sapiens (human)

Organism Classification Eukaryota; Metazoa; Chordata; Craniata; Wertebrata; Euteleostami; Marmrmalia; Eutheria; Euarchontoglires; Primates;
Haplorrhini; Catarrhini; Hominidae; Homo,

MNCBI TaxID WCBI_TaxID=0605;

Related by Gene Name 17  About
Exon 4  About
Sequence Identity 1 Shout

Key Location Qualifier Walue
source 1..372 organism Homo sapiens
chromosome 9
mol_type genomic DMNA
clone_lib RPCI-11.1
clone RP11-313Z0
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DATABASE

'.B‘l_Em EMBL CDS grouping EMBL

uropean Bioinformatics Institute

cds joinfcomplement{AL353685.23:101137..101258), gene ABCAL
complernent(AL353685.23:99749, 99567),
complement{ AL353685.23: 78380, 785101 locus_tag RP11-413C10.7-004

standard_name OTTHUMPOOOQO0Z1835

product ATP-binding cassette, sub-family & {(ABC1),
mermber 1

db_xref GOA:Q5V¥YST
db_xref UniProtkB,/TrEMBL:QSWYS1
protein_id CAHF2442.1

translation [~roag7za4z.1
MP3AGTLFWVQ]GIICHANNFCFRYFTPGEAP GV GNFNESTVA
SMFDMPEVLRETLOQ IFE S SSNLELODFLYDNETFS GFLYHNLS

W3
< | >
Characteristics Length: 372 BP, A Count:95, C Count:33, G Count:96, T Count:97, Others Count:0 CRC:1405576755

Fequence »CAH7Z44Z

atggatttgttaaagbttoccaacaactocogggagoct coccaggagts cgygtaacggaas
cagygqottgttyycattacagataat cococcbgaaccocaagqaagt oot oot goagaggooc
attbgagctgyatttocbbgat ctgot ghaatgbtctcagaactbbgogoat gt oot ocat
gobggt gt ottt ot gyotgbat assagaayoct coyaycat ch yagaacagycyayccac
atcagottacctt gt yyagaat gacatcagocctcaycatocbbgb ccacagtagact bt o
gyagagaqayyttytgatacayyascocayaaayytttocattytoccaccayyaaar oot
Jaagottoaays

General Description Features Seguence

21997-2003 LIOM binscience AG, All Rights Reserved, Termns of Use Feedback & Suppoart
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EMBL data submissions and curation

— Karyn Duggan, Sheila Plaister, Bob Vaughan, Gaurab
Mukherjee, Sumit Bhattacharyya, Ruth Akhtar, Kirsty
Bates, Nadeem Faruque, Nicola Althorpe, Paul Browne,
Philippe Aldebert, Ruth Eberhardt, Guy Cochrane

« EMBL database programmers

— Carola Kanz, Dan Wu, Charles Lee, Dariusz Lorenc,
Francesco Nardone, Rasko Leinonen, Alastair Baldwin,
Quan Lin, Lawrence Bower, Siamak Sobhany, Matias
Castro, Weimin Zhu

« (Genome Reviews
— Peter Sterk, Paul Kersey
 Database development and coordination

— Tamara Kulikova, Guy Cochrane, Carola Kanz, Weimin
Zhu, Rolf Apweiler

 External services team

« DDBJ and GenBank

» Cross-referring databases
e Submitters
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