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Roles des bases de données

Dans la littérature
Aupres des biologistes
Dans les autres bases de données

Dans une logique cohérente
(outils informatiques)

Distribuer des données controlées
Assurer une large diffusion

Interfaces conviviales
Définition des critéres de recherche
Recherche, comparaison de données
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Quelques sources d’information

IGH
PASTEUR
PBIL

EBI
DKFZ
ExPASy
NCBI
TIGR

nttp://www.igh.cnrs.fr

nttp://bioweb pasteur.fr/intro-uk.html
nttp://pbil.univ-lyonl.fr/
nttp://www.ebi.ac.uk
nttp://genome.dkfz-heidelberg.de
nttp://www.expasy.ch
nttp://www.ncbi.nlm.nih.gov/

nttp://www.tigr.org
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Quelques sources d’information

Le premier Nucleic Acids Research de I'année
est dédié aux bases de données en Biologie

maintenu par INFOBIOGEN
(activités interrompues en Juillet 2006

http://www.ebi.ac.uk/biocat
(606 entrées - fin 2004)
http://genamics.com/software/index.htm
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Bases de donnees de genes et cartographies

NCBI, USA (http://www.ncbi.nim.nih.gov/entrez/query.fcgi?db=0MIM/)
Catalogue des genes humains et des désordres génétiques et cliniques

The Genome Database, RTI, Caroline du nord (http://www.gdb.org/)

Cartographie des genes humains (genes, polymorphismes, mutations, sondes,
cartes génétiques, GenBank)

NCBI, USA

(http://www.ncbi.nim.nih.gov/entrez/query.fcgi?db=gene/)
Collections de liens (locus, cartographie, medline, OMIM, Entrez, GenBank,
Unigene, polymorphisme) associés a chacun des génes étudiés

Weizmann Institute, Israel

(http:/lwww.genecards.org/index.shtml
Base de données de genes automatiquement générée qui intégre les informations
sur les génes, leurs produits, et leurs implications dans les maladies

Paris, France (http://www.dsi.univ-paris5.fr/genatlas/)

Collection d'informations et de données (génes, maladies, marqueurs)
17 Octobre 2006


http://www.ncbi.nlm.nih.gov/LocusLink/

OMIM Online Mendelian Inheritance in Man
Base de données de genes et maladies genetiques

par Dr. Victor A. McKusick

Maintenue a I'Université Johns Hopkins, Baltimore,
Maryland (USA)

L’interface WWW est développée par le NCBI
(National Center for Biotechnology Information)

- une base de données : catalogue de maladies
genétiques et de genes associés
- des cartes cytogénétiques des genes decrits dans la base de
données (recherche par génes, localisation
chromosomiques
ou par maladies)

actuellement 17140 entrées (Octobre 2006)

http://www.ncbi.nim.nih.gov/entrez/query.fcgi?db=0MIM
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Use History to tetrieve records from previous seatches, of to combine searches,

Entrez

| oMIM™ - Online Mendelian Inheritance in Man™

Weleome to ORAIM, Onlite Mendelian Inhetitatice in Man, This database is a catalog of hoanan genes and genetic

dizorders authored and edited by D, Victor & MeKusick and his colleagues at Jolins Hoplins and elsewhere, and
developed for the Woild Wide Web by NCBI, the National Center for Biotechnology Information. The databaze contains
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at the top of any ORILT page.

HNOTE: ORIM is intended for use primarily by physicians and other professionals concerned with genetic disorders, by
genetics researchers, and by adwvanced students in science and medicine. While the OMIM database is open to the
public, uzers seeking information about a personal medical or genetic condition ate urged to consult with a qualified
phrrsician for diagnosis and for answers to personal gquestions.
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5.  Symbols: What do the symbols preceding a MIM number represent? )
{asterisk ("), number ), plus {+), percent (%), caret {*})

An asterisk (*) before an entry number indicates a gene of known sequence. ]

A number symbol (#) before an entry number indicates that it 15 a descriptive entry, usually of a phenotype, and does not represent
autugue locus. The teason for the use of the #-sign 1s given in the first paragraph of the entry. Discussion of any genels) related to
the phenotype resides i another entrynies) as described in the first paragraph.

Aplus sign (+) before an entry mamber indicates that the entry contains the deserption of a gene of khown sequence and a
phenotype.

A percent sign (%Mo) before an entry mamber indicates that the entry describes a confitmed mendelian phenotype o phenotypic
locus for which the undetlying molecular basis 15 not known,

Mo symbol before an entry ramber generally indicates a description of a phenotype for which the mendelian basis, although
suspected, has not been cleatly established or that the separateness of this phenotype from that in another entry 15 unclear,

A carei symbol (™) before an entry amber means the entry no longer exists because it was removed from the database or moved to
another entry as indicated.

mee also the description of symbols used i the disorder column of the ORIM Gene Llap and Llorbid Llap, ll
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Alternative titles; symbols

LEUKEMIA, CHRONIC LYMPHATIC

Grenie mmap locus 139143 139143, 12024, 11913

TEXT

& rmber sign (#) is used with this entry because chrormie Iymphocytic leukenda is associated with moatations in several genes. CLL can be
caused by matation in the BOLL gene (CCHDL; 16534610 on clromosome 11913 and can be related to overexpression of the BCLY zene
(151430, which iz i a B-lymphocyte apoptotic pathoray, on cheomosome 129213, Another predisposing genetic factor is the 15134-C allele
(G02366.00010 of the PARET gene on chromosome 12924, which haz a reduced function of the antispoptotic effect of this gene. &
polymorphism it the ART11 gene (B09351.0001% on cheomozome 13414 15 azsociated with susceptibility to cheonde Brmphocytic leukemia, as
iz a matation it the mieroBNA gene MIEN16-1 (60270400010 on chromosome 136143, A susceptibiity locus has been mapped to

chromosome 11411 (BOREI). .@

Chtonic Ipmphoecytic leukemia seems especially profe to familial occurrence, Studies of a large number of families (Cunz et al., 1975
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containg the translocation breabpoint junction. See 109360 (éj ﬂ

Horwitz et al. (1996) reported evidence of anticipation in autosomal dominant chronde rmphoeytic leukemia (P = 0.002). In 12 affected
individuals from 7 pedigrees with autosomal dominant CLL, the mean age of onset in the parental generation was 66 years, versus 51 years
i the younger generation. Based on this evidence of anticipation, Hoveitz et al. (1996) suggested that dynamic mutations of unstable DHA
sequence repeats could be a common mechanism of inherited hematopoietic malignaney. They proposed 3 posgsible candidate chromosomal
tegions for familial leukemda with anticipation: 21g22.1-223 119233 in the wicinity of the CBL2 gene (1633607, and 16422 in the vicinity of the

CEFE gene (1213400, (éj. J

Inn a study of 13 famdlies with cheonde Iymphoeytic leukemia in 2 successive generations, Goldin et al. (1999 found evidence of anticipation,
ie., eatlier onset of CLL it generation 2. They naled owt various bisses that cowld account for the finding, and stated that they planned to
look for expanded tritnacleotide repeats in candidate genes in families showing anticipation. (éj

Wililey et al (2002) presented evidence that a single-macleotide polymorphism of the purinergic receptor P2ZRET (gludf6 to ala, A02566.00017
occurs with increased frequency in patients with CLL, suggesting that it is a susceptibility factor.

Inn a review of molecular diagnosis of hematologic cancers, Staudt (2003) noted that studies of inmunoglobulin gene Muns i CLL cells
suggested that CLL may be 2 distinct diseases. The presence of somatic mutations in the immanoglobulin genes of CLL cells defined a
group of patients with stable or slowly progressive dizease requiting late or no treatment. By contrast, the absence of immanoglobulin gene
mutations in CLL cells defined a group of patients who had a progressive clinical course requiring early treatment. These 2 subtypes of CLL
may alzo differ with respect to oncogenic mechandsms, since deletion of the AT locus (B073E5) on chromosome 1145 associated with the
abzence of immunoglobulin gene mutations in CLL and with shortened survival in some patients (Staudt, 2005y, Expression of the single
LinkCwt most discritinating sene, ZAP0 (1769470, distinguished these 2 subtypes with 93% acouracy (Wiestner et al, 2003 Whereas analysizs of
the imtanoglobulin gene sequence would be a challenging and expensive test to introduce into routine clinical practice, a quantitative
RT-PCR assay of proteiti-bazed assay for the expression of ZAPT0 was feasible, as indicated in the work of Crespo et &l (2003). {é)

U Unizensa

Eszpinet et al. (2003) described a sister and brother, 63 and 61 vears old at examination, respectively, with B-cell CLL with different abnormal
karwotypes detected by conventional eytogenetics: deletion of 732 in the sister and an ingertion in 1p36 and deletion of 6921 in the brother.
Both sibis had a dell130 gl at the D133219 locus, detected by interphase FISH. (éj

Hamblitn (200 pointed out that with sensitive technigues, a monoclonal popalation of B Iymphocytes that is indistinguishable from CLL
cells may be found in the blood of 3.5% of persons older than 40 years of age.

@ Rechercher : | muta @ Qcourrence suivanke @ Occurrence précédente =) Surligner kout [ Respecter la casse

17 Octobre 2006



9 OMIM - Online Mendelian Inheritance in Man - Mozilla Firefox -0l x|
File Edit “iew Go Bookmarks Tools  Help 0

|| Personnaliser les liens | | Windows | | \Windows Media | | Hotmail

‘:—j DOMIM - Online Mendelian Inheritanc... | | | Microsoft Windaws Family Home Page 3
rFe
= OMIM e o N
3 —~ ; ; Hopkins - -
N NLBI Online Mendelian Inheritance in Man ¥ et University 18 v Benjmed

All Datbases PibMed Nickeotee Freieln Geome Sirictire PHIC TmanoTy ] 11 |

|r Lirnits T Freviewlndex T History T Cliphoard T Details 1
Displayl Titles = | Show | 20 ;” Serdtn =

Iterns 1 - 20 of 5832 Fage ”1 of 30 Hext

[T q: *147180 Links
I Help MMUNOGLOBULIN HEAWY EPSILON CHAIN, IGHE o
to Link IMMUROGLOBULIN: HEAYY EPSILON CHAIN PSEUDOGENE 1, INCLUDED, IGHEP1 , IMCLIIDED

Gene map locus 14932 .33

[T 2 6045815 Links
LEUKOCYTE IMMUNOGLOBULIN-LIKE RECEPTOR, SUBFAMILY B, MEMBER 2, LILREZ
Gene map locus 19013.4

[ 3 7604811 Links
LEUKOCYTE IMMUNOGLOBULIN-LIKE RECEPTOR, SUBFAMILY B, MEMEBER 1; LILRE1
Gene map locus 19q135.4

[T 4 147200 Links
IMMUNOGLOBULIN KAPPA COMSTAMT REGION, [GKC
WARPA CHA M DEFICIEMCY, INCLUDED
Gene map locus 2012

[ 5 "6045812 Links
LEUKOCYTE IMMUNOGLOBULIN-LIKE RECEPTOR, SUBFAMILY A, MEMBER 2, LILRAZ
Gene map locus 19913.4

[T g: "6045321 Links

LEUKOCYTE IMMUNOGLOBULIN-LIKE RECEPTOR, SUBFAMILY B, MEMBER 4, LILRB4
Gene map locus 19q135.4

chson Labaratony

Nomenclatura r? *(OoA405 Links LI
Find: Iimmuna @ Find Mezxk @ Find Previous |=| Highlight I~ Makch case

17 Octobre 2006



3 0MIM - Online Mendelian Inheritance in Man - Mozilla Firefox

Fichier  Edition  Affichage

aller &

=10l x|

Marque-pages  Cutils 7

j @ oK ||Q,@MIM

Human Gene
MHomenclature

bl ap
Sequencing Progress

[~ 27

™ 28.

[ 29:

™ a0:

™ a1

\/J‘-El A E[> - @ @ I% hitkp: ) feavn, nchi,nlm. nib, ooy f'entrez /query . Fogi? CMO=Pager &DEB=omim
H¥

SlALIC ACID-BINDIMG IMLUNOGLOBULIN-LIKE LECTIN &, SIGLECE

SIALIC ACTD-BIMDIMG IWUTHOGLOBULIN-LIEE LECTIN &, LONG ISOFORM, MCLUDED; SIGLECSL, IMCLUDED

Cririe thap locus 19913 .35-913 .41

L ATTe0

Link=

[MLIOWOGLOBULIM I POLYPEPTIDE, LINKER PROTEIN FOR IMMUNOGLOBULIN AT FPHA AWND MO POLYPEPTIDES, IGI

Crerie thap lomas 4921

04514

LEUEOCYTE IMMUNOGLOBULIN-LIKE FECEPTOR, SUBFAMILY B, MEMEBEE 5; LILEES
Cratie mhap looas 19913 .2

*E04210

LEUEOQCYTE IMMUONOQGLOBUOLIN-LIKE RECEPTOR, SUBFARMILY A MEMEER 1, LILEAL
Cratie mhap looas 19913 .2

07517
LETEOCYTE IMMMUNOGLOBULIN-LIKE FECEPTOR, 3UBFARILY A LIEMEEE 4

*147100

[gG HEAVY CHAIN LOCTS, IGHG]

IGHGL/CCHD] FIOSION GEME, RICLUDED
39 3%

147070

[MMUOHOGLOBULIN HEAVY YARIABLE CLUSTER, IGHY
Cririe thap locus 1493333

[ 32:

™ aa:

240500

COMMON YARTABLE IMMUNODEFICIENCY, CVID
Cretie thap lomas 17pll.2

*1TIEED
POLYMERIC IMMUNOGLOEULIN RECEFTOR; FIGE

Creie maam Tomie 103 1,047

Link=

Links

Link=

Links

Links

GeneTests, Links

Link=

Rechercher : Imuta

@ CICcUFrence suivante @ Cccurrence précéedente surligner tout | Respecter la casse

06



€ OMIM - IMMUNDOGLOBULIN HEAYY YARIABLE CLUSTER; IGHY - Mozilla Firefox

Eichier  Edition

Affichage

=10 x|

aller & Margue-pages  Oukils 7

<}E| E:) %‘ O @ I http: /e, nebi, nlm. nib, govfentrez ) dispomim, cgivid=1<4 7070 j @ ok I@'QMIM

NCBI

hlkd *1 47070

{|%enBank

P \Frotein

Lin

[ Rechercher :

Johns

. }__,.-a"' Hopkins
. | University

OMIM

Online Mendelian Inheritance in Man

All DaiEbases PibMed 1cEotice Preeln GE 1ome Stnctire i Tama ey

Sea.tchl b b -I f'n:url | Clear |

| Limit= TPreviewﬂndex THis*tn:-r'g.f TCIiphDard TDetaiIs 1

Display | Detailed | sow| 20 =l Sendto x|
B
| All: 1 | Cibdlbd b SMP: 0 T Cindibd UniSTS: 0
147070 Links

IMMUNOGLOBULIN HEAVY VARIABLE CLUSTER; IGHV

Gene map locus 14932 33

TEXT

The amino acid sequence of the vatiable region of the heavy chain of inenanoglobulin indicates its genetic vndgqueness. In fact, four types
are recognized and designated WH) I-IV. Presumably, they are determined by separate but closely linked locd Allotypic vatiations in the
vatighle (V) region of inenunoglobulin chaing have been extensively studied in the rabbit. The first allotypic determinant to be identified in
the V¥ region of human itenanoglobuling was desighated Hvl (Wang et al, 1978, Hvl is located in the W region of huthan itenano globualin
heavy (H) chains of G, M, and A classes. [tis inhetited as an autosomal domtdnant with a gene frequency in whites of 0.139 and in blacks of
027, Pandey et al (1950 demonstrated lack of inkage between Hvl and the two C-region matkers: Gm (125 H chaing) and EKm (kappa-type
Light chaing). Gene cotrversion provides an explanation for the maintenance of a large rumber of variable region genes for inemunoglobulins
that do not deviate drastically. It is one of the two classes of mechanisms know that can act on families of genes to maintain theit sequence
howmology, the other is unequal crossing over (Baltitmore, 1981, Walter and Cox (1928 studied the heavy chait variable region V(H) genes
to determine the extent of genetic variation and the distribution of selected polymorphic loci. Through the use of restriction endoficlease
site polymorphisms, they found linkage dizequilibeiom between the WHD) and WHZ) subclass loci and extensive watiation. Their prelittinary
estitnate of the number of Y(H) genes was 30 The authors hypothesized that the genetic variation observed at these loci may be associated
mth getetic differenices in itanune te sp otise and with varying SUSCEphbﬂ.‘ltj.F tn:n autoitrumune disorders, Sn:h.fn:ueder et al. [1985) fn:uu.nd t.hat the

TT TT fa I | i TT T T E i
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disease genes organized by dizease. For more refined maps of genes and DNA segments click on the Location to itvoke NCBI Entrez Iap Wiewer.
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1993233 |IGHV@ region (maty genes) 147070 centromeric, ¥ telomeric, RE, &
I2hd telomeric to [25
ACHMI, . .
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GDB Genome DataBank

a I'Université Johns Hopkins,
Baltimore, Maryland (USA)

maintenue de1999 a 2002 par le BiSC, Toronto
depuis novembre 2003 par le RTI (Caroline du nord)

- les génes,
- les clones,

- les marqueurs cytogeneétiques, les cartographies
- RFLP, les polymorphismes
- les alleles

Contient les données relatives a la structure du génome humain, sa diversité
et a son évolution

GenePoint : pour I'annotation du génome
Systéme interactif pour commenter les données

Web: http://www.gdb.org/
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[a02 ICHVI OR15-2 15g11.2 immnoglobulin heasy variable 1/OR15-2
[208 ICHVIORIS 3 154112 fimiino globulin heasy variable /OR1S-3
[304 ICHV1OR15-4 15113 immunoglobulin heawy variable 1/0R15-4
[305 IGHVIORIS 5 15g11.2 immunoglobulin heavy variable 1/OR15-3
[406 ICHVIORIS 6 15g11.2 immunoglobulin heasy variable /OR1S-6
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[310 ICHVIOR16:3 16pl1.2 immunoglobulin heavy variable 1/OR16-3
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313 1EHVL14 143232-432.33 immunoglobulin heavy vatiable 1-14

[a14 1EHVLLY 143233 immuno globulin heavy variable 1-17

315 1EHVLLE 144723232 33 immunoglobulin heavy vatiahle 1-12

316 1CHVL2 143233 immunoglobulin heavy variable 1.2

317 1GHVL 24 143233 immunoglobulin heavy variable 1-24

318 1EMVL3 143233 immunoglobulin heavy variable 1-3

419 EHVI.45 147233 jimmno globulin heasy variable 1-45

320 ICHVL 46 143233 immunoglobulin heavy variable 1-46

321 TGk 58 143233 immunoglobulin heawy variable 1-58

322 1€ML 60 143233 immuno globulin heavy varisble 1-69

ja22 IEMVLE 147233 immunoglobulin heavy variahle 18

124 IEMVER2 ‘15::11 17 ittrnanoglobulitg, heavy chain vatiable cluster 2, belonging to subgroups 1, 3, 408 sequences), likely
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PHYSICAL PROPERTIES 117 aa
STRUCTURE
a sequence of some 110 aminoacids folded to form a compact immuanoglobulin domain with
both ends joined together by a disulfide bond, made of three hypervariable regions

(complementary-determining regiong) located on the N terminal part of the sequence, the
temaiting patt being relatively constant and forming the framework

motifs/dormains

HOMOLOGY
FAMILY Immunoglobulin supetfamily
CATEGORY immunity/ defense

basic FUNCTION forming the antigen binding site together with the cognate region of the light chain
implicated in =
process
cellular process
physiclogical ittunanityfdefense
test hmoral immmanity, antibody synthesis

pathreay

rmetabolism

signaling

Component of the imsnanoglobulin molecules which are tetramers of two identical heavy
= haing and two identicallizht chains, either kappa or lambda, bound by disulfide bonds

a component

structural
INTERACTION

DMA

RMA

=rmall molecule

& C-terminal end covalently bound to the DI segment by the VIINT recombination system
protein (see FAGL, RAGE. During the process, arandom logs or gain of macleotides ocours
(junictional diversification)

* Bound by a disulfide bond to a vatiable light chain

bre 2006



Les bases de données géeneéralistes
de séquences nucléotidiques et protéiques

Elles couvrent tous les secteurs de la biologie,
toutes les especes

- Ce sont les bases de données les plus completes

- Elles sont tres largement distribuées

- Elles permettent aux auteurs de prendre date

- Ce sont des outils indispensables a la diffusion rapide des
résultats scientifiques

- Elles contiennent beaucoup de redondance

- La qualité des données est sous la responsabilité des auteurs
- Encore beaucoup d'erreurs malgré les contrales

- Evolution lente

17 Octobre 2006



Les bases de données généralistes de
seguences nucleotidiques

NCBI, USA
http://www.ncbi.nlm.nih.gov/Genbank/index.html

EBI, UK
http://www.ebi.ac.uk/embl/

NIG, Japon
http://www.ddbj.nig.ac.jp

17 Octobre 2006



EMBL/GenBank/DDJB

International Nucleotide Sequence Database Collaboration
http://www.insdc.org/

+ Ces 3 BD contiennent les a quelques jours
prets (différences dans la format et la syntaxe)

+ Elles contiennent toutes les séquences nucléotidiques de:
- projets de séquencage de génomes
- Projets individuel de recherche
- Patent offices

* Les données non confidentielles sont échangées tous les jours

17 Octobre 2006



EMBL/GenBank/DDJB

* Grande hétérogénéité dans la longueur des séquences
» Tailles: il n'y a plus de maximum (>300.000pb)
Les plus petites de I'ordre de 10 nt

(beaucoup de redondance)

* Beaucoup d'erreurs dans les séquences, les annotations, la
détermination des CDS

+ Hétérogénité de la qualité des annotations qui sont
principalement fournies par les auteurs

17 Octobre 2006



GenBank

Banque de séquences d’ADN et d’ARN

(version 155)

National Center for Biotechnology Information,
NLM, NIH, Bethesda, MD, USA

> 61.106 entrées (+ de 65.10° de nucléotides)
Plus de 205.000 especes sont représentées
(+ de 3000 nouvelles especes par mois)

Analyse de la littérature mondiale

Soumission par les auteurs
Collaboration avec EMBL et DDBJ

Sequin, Bankit, tbl2asn

Web (http://www.ncbi.nlm.nih.gov), Entrez, FTP



-YGenBank Overview - Mogzilla Firefox =10 *]|

Fichier ~ Edition  Affichage Allerd  Margue-pages  ©ukls 7

E}] The EMEL Mucleotide Sequence Database: ... | ﬂ] The EMEL Mucleotide Sequence Database f-_': GenBank Overview

= WN[@:I8 GenBank Overview
PubMed Entrez BLAST OAIM sooks  Taxonomy  Structure
Search | Entrez | for|

HCEI

SUE b3 International sequence databases exceed 100 gigabases

In August 2005, the INGDC announced the DHNA sequence database exceeded 100 gigabases.
GenBank is proud of ite contributions toward this milestone. We thank all the scientists who
have wotrked through the submission process at GenBank and made their sequence data

available to the wotld. See the related press release.

Growth of the
International Mucleotide Sequence Database Collaboration

BUDNING W B1Ed S8R g

Base Pars conlribuled by GenBarkE =0 EMBL = ODE)=N

We look forward to working with wou all in the future to continme this tradition as the
database contitnies to grow exponentially.

» What is GenBank?

| Octobre 2006
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» Submissions to GenBank

Mlany journals require subinission of sequence information to a database priot to publication
so that an accession munber may appeat in the paper. The WAW - based submission tool,
called Banldt, for convendent and guick submission of sequence data. Sequin, HCBI's
stand-alone submission software for MAC, PC, and UNIX platforms, is available by FTP.
When ueing Jequity, the output files for direct submission should be sent to GenBank by
electronic mail.

There are specialized, streamlined procedures for batch submissions of sequences, such as
E2T, 3T3, and G353 sequences.

» Updating or Revising a Sequence

Fevisions ot updates to GenBank entries can be made at any titme atd catn e accepted as
Banklt or Sequin files or as the text of an e-mail message. Be sure to give the accession
rnber of the sequence to be updated in the subject line. Send it to:

gh—admindnchi.nle. nik. gov

» Access to GenBank

GenBank is available for searching at MCEI wia several methods.

GenBank racleotide records are available in the divisions Corellucleotide, dbEST, or dbG33
atid cat he seatched in Entrez together or independently. They must be searched
independently in BLAST, however, CoreMucleotide is further split into several ELAST
databases, including nr, htgs, wgs and env_nt. See the BLAST info page for more information
abionat the mamerous ELAST databases.

The GenBanlk database is designed to provide and encourage access within the scientific
cotutnaity to the most up to date and comprehensive DNA sequence information. Therefore,
HCEBI places no restrictions on the use or distribution of the GenBank data. Howewet, some
submitters may claim patent, copyright, or other intellectual property rights in all or a portion
of the data they have submitted. HCEI is not in a position to assess the walidity of such
claiths, atd therefore catmot provide comment or unrestricted permission concerning the use,
copyitg, of distribition of the information contained in GenBank,

» New Developments

L
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PibMed Nickotide Prok Gelome Sirichre

Seatch - f'-:url Go | Clear |

Limnit= Previewinde:x History Cliphoard
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—
e

Mucleatide

Disph}'IEEHEank[Fu"] ;I Shcﬂarlﬁ ;IISEHI:I [{u] ;I Hide: [ Saquerice I Lagest foahres

Famgze: fomm Ibegin to |er‘u:| I Fewerse complemerted srand — Feahmes: + I Refresh

I 1: xZsz11z. Reports H.zapiens VIV-d g [2i:37853]

Comment Feafures Seguence

LOCTTS H3WIV4 650 bp DA linear PEI 0O7-MAY-1902
DEFINITION H.zapiens VIV-4 gene for immunoglobulin heawy chain.
ACCESSTON HKE2L1Z

VERZION HKE2112.1 GI:37853
EEYWOEDS autoantibody-related; Ig heavy chain:; VH-IV familvy; VIV-4 gene.
S0URCE Homo sapiens (humarn)

OFGANIZM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mawmmalia; Eutheria; Euarchontoglires; Primates; Haplorrhini:
Catarrhini; Hominidae; Howmwo.

REFERENCE 1 (bases 1 to &650)

ATTTHORS Zhin,E.E., Matsuda,F., Nagaoka,H., Fukita,¥., Imai,T., Vokovama, K.,
Goeda,E. and Honjo,T.

TITLE Phyzical map of the 3' region of the human immunoglobulin heawvy
chain locus: clusterinhg of autoantibody-related wvariable segquments
in one haplotype

JOURNAL EMEO J. 10 (l12), 3641-3545 (1991}

FUEMED 1935393
REFERENCE 2 (bases 1 to &650)

AUTTHORS Shin,E.E.

TITLE Direct 3ubmission

JOURNAL Submitted (05-3EP-1991) E.E. Zhin, Dept of Med Chewmistry, Faculty
of Medicine, Kyoto University, Yoshida Sakvyo-ku, Kyoto 606, JAPAN

COMMENT For related zsedquences see Xe2l06-X6Zllz & Lee K.H., J.Mol.Eiol.
185:761-768(1987). Sequence shows 92% homology with Lee et al.
FEATURES Location/Qualifiers
Source 1..650

by MCE|
Sign In] [Register

Detailz

Links
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FEATURES Location/Qualifiers
S0urce 1..650

JSorganismn="Homo sapiens
Jmol _type="genomic DNA'™
ddb_xref="taxon: 3606
Sohromosone=""14 [g32]™
Smap="1558Kh upzstrean form JH region™
Joclone="¥103 YTAC™
fcell 1line="CGHM1 (Human Epstein-Barr wirus-transformed
cell line]™

rr

Sgermline

JenE 91..521
Jagene=""VIV-4"

whNL join(91l..136,218.,521)
Sgene="VIvV-4"

CDE join(9l..136,218..521)

Sgene="VIV-4"

Joodon_start=l

Sproduct="ITnmunoglobulin heavy chain™

fprotein id="CAl440:£E, 17

Adb_xref="GI:37554"
Jtranzslation="MEHLUFFLLLYVAAPRIWL30VQLOESGPGLVEPSETLSLTCTVS
GESISEYYSWIROPAGEGLENTIGRIVTSGS TN YN S LESREVTMS VD TSENQFSLELS

SVTAADTAVYTCAR™

gig peptide Join(9l..136,2158..228)
Sgene="VIV-4"

nisc feature 91..136

Sgqene="vIV-4"
Jfunction="1eader sequence 1"

intron 137..217
Sgene=""VIV-4"
Smanber=1
nisc feature zZl5..228

Sgene="VIV-4"
Sfunction="leader sedquence 2"

mat peptide 229..521
Jgene=""VIV-4"

Jproduct="Tommmoglobulin heawy chain'

misc feature L22..528
Sfunction="recombination signal heptamer™
nisc feature S52..560

Sfunction="recombination signal honamer™
ORIGIN
1l cacaggaaac caccacacat LLocttaaat toagggtcca gotcacatgy gaaatactot
5l ctgagactoa tggacctoct goacaagaac abgaaacace tgbggbtott coctoctgotg




EMBL Nucleotide Sequence Database
Banque de sequences d’/ADN et dARN

European Bioinformatics Institute, Hinxton, UK

> 80.10% entrees (+ de 146.10° de nucléotides)

(version 88)

Analyse de la littérature européenne

Soumission par les auteurs
Collaboration avec GenBank et DDBJ

Sequin, Webin (http://www.ebi.ac.uk/embl/Submission/)

Web (http://www.ebi.ac.uk), SRS, FTP
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@ The EMEL Mucleotide Sequence Database: ... @ The EMBL Mucleotide Sequence Data... ﬁ

nl EBI eSl Mucledtide sequences * f-:nr'-
-

: Datab
uropean Bioinformatics Institute c fqi:: EE'QﬂeE:i::E

EBIl Home About EBI Groups Services Toolbox Databases
EMBL-MUCLEQTIDE SEQLIEMNCE DATABASE

Downloads Submissions

=[:1 Nucleotide Sequence Database [ msoc |

HUCLEDTIDE

BATASASE e N -
* Index The EMBL Mucleatide Sequence Database (also %liN:SLD,@
. Arcass known as EMBL-Bank) constitutes Europe's primary o

nucleotide sequence resource. Main sources for DMNA,

: ; b MUCLEOTIDE }
= Diocurmentation and RMA sequences are direct submissions from | SEQUENCE Iriternationsl

. .. . . DATABASE i
individual researchers, genome sequencing  projects NG E

and patent applications.

* Mews Seqguence Databaze

L. Collabarstion.
* Submission

. Publications The database is produced in an international collabaration with GenBank

(USA) and the DMA Database of Japan (DDBJ). Each of the three groups
* People collects a pottion of the total sequence data reported warldwide, and all
. Cortact new and updated database entries are exchanged between the groups on a
daily basis. The current database release (Release B3, September 2008),
with according Release notes and user manual are available from the EBI

servers. A sample database entry is shown here. I =0 |

A publication in Mucl. Acids Res., 2006, Vol. 34: D10-D15 provides further
infarmation and details,

Fetch an EMBL
record by id

TPA
The EMBL nucleotide sequence database group is headed by:
Rolf Apweiler. T“ il
SH

THIRD PARTY
ANNOTATION - I
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@ The EMBL Mucleotide Sequence Database: ...

ﬂ] The EMBL Mucleotide Sequence Data...

Link

Explanation

ACCESS

Database queries, Completed genomes wehsener, FTP

archives (EMBL release, alignments etc), EMBL sequence

version archive (SWA), Browse by geography.

Submission

FPrimary sequence submissions, third party annotation,
updates and alignment submissions.

Documentation

Felease notes User manudal, Information for Submitters,

FAGQ, Release information, Forhcoming Changes |, EMBL
database statistics, Feature tahle, XML documentation,
Sample entry, Accession Mumber Prefis Codes, Examples
of annotation, EMBL Features & Qualifiers, DE line
standards, Datahase Policies

Fuhblications

Group publications

Feople

Group members

Contact

How to contact the EMBL MNucleaotide Sequence
Database

Ews

List of recent changes on this site

Uzers can now
zLbmit
re-annotationss
re-azzemblies of
SefUEnCES alreacdy
present in EMBL and
owvned by other
GroupE.

The Mucledtide

=equence Databaze
iz produced in
callabaration with
GenBank (LSA).

Contact DDB.J
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Structure des informations distribuées par EMBL

10| x|
Eichier  Edition  Affichage Aller & Margue-pages Oukls 7
I *xBZ211Z2: 5V 1; linear; genomic DNa; 5TD; HIOM; &S0 EP. =
oK
AC xE211l2:
e
DT 28-0CT-1291 (Rel. 29, Created)
LT 07-Ma¥-1992 [(Rel. 31, Last updated, Version o)
o
DE H.zapiens VIV-4 gene for immunoglobulin heawy chain
oK
EIr autoantibody-related; Ig heavy chain:; VH-IV fawmily: VIV-4 gene.
oK
0a Homo =apiens [(humar) (.
ac Eukaryota; Metaroa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia;
ac Eutheria; Euarchontoglires; Primates; Haplorrhini; Catarrhini; Hominidae:
oc Homo.
>
210 [1]
RFP 1-&50
Ra Shin E.EK.:
RT H
RL Submitted [(05-3EP-1991) to the EMEL/GenBank /DDEJ datahases.
EL E.E. 3hin, Dept of Med Chemistry, Faculty of Medicine, Eyoto University,
EL Fozshida Sakvo-ku, Kyoto alg, JAPLNW
ol
BN [2]
RF 1-650
R PUEMED ; 1935593.
Ei 3hin E.K., Matsuda F., Nagaoka H., Pukita ¥., Imai T., Yokoyvama K.,
Eh Soeda E., Honjo T.:
ET "Phy=zical map of the 3' region of the human immanodglobulin heawy-chain
ET locus: Clustering of autoantibody-related wariable seqments in one
ET haplotype™:
RL EMEO J. 10(12):3641-3645(1991). e 2006
W ||




Les classes EMBL

La classe de données pour chaque entrée refléete

I’approche méthodologique utilisée pour la génération de
la séquence

Entry constructed from segment entry sequences,

drawing annotation from segment entries

Entry constructed from segment entry sequences with its own
annotation

Patent EST Expressed Sequence Tag

Genome Survey Sequence, short single pass genomic sequences

High Thoughput CDNA sequencing

High Thoughput Genome sequencing

Mass Genome Annotation

Whole Genome Shotgun

Third Party Annotation

Sequence Tagged Site

Standard (all entries not classified as above) 7 Oetobre 2006



EMBL

Fungal
Human

Mus musculus

Prokaryote

Unclassified

Les divisions EMBL et GenBank

Création de divisions taxonomiques

FUN
HUM

MUS

PRO

UNC

GenBanK

PRI - primate sequences

BCT - bacterial sequences

UNA - unannotated sequences

EST - EST sequences (expressed sequence tags)

PAT - patent sequences

STS - STS sequences (sequence tagged sites)

GSS - GSS sequences (genome survey sequences)

HTG - HTGS sequences (high throughput genomic sequences)
HTC - HTC sequences (high throughput cDNA sequences)

17 Octobre 2006



nom de l'entrée; version de la séquence; classe de la donnée; molécule; division; longueur.

Numéro d’acces

Oforitapreion _Ioix

Fichier gdition  Affichage  Aller & Marque-pages  Qukils 7

ID xe2llz2: 3V 1; linear; genomic DNMNA: 3TD; HUOM; &S50 EP. =
O —
AC KBZ211lE;

AR Date d’entrée dans EMBL

DT 28-0CT-1991 [(RFel. 29, Created)

DT  07-MAY-1992 (Rel. 31, Last updated, Wersion &) Derniére date de modification
i

DE H.zapienz VIV-4 gene for immunoglobulin heawy chain Definition

K

ElT autoantibody-related; Ig heawy chain; VH-IV family: VIV-4 gene. Mots clé

o

0% Homo sapiens (humarn) ll

17 Octobre 2006




Y IMozilla Firefox

=10l |

Fichier  Edition  Affichage a&ller & Margue-pages  Oukils 7

03 Homo sapiens (human)

oc Eukarvota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostoni; Mammalia;
oc Eutheria; Euarchontoglires; Primates; Haplorrhini; Catarrhini; Hominidae:
oc Homo.

ey

EN [1]

EP 1-650

i ahin E.E.:
BT H

EL Submitted (05-3EP-1991) to the EMEL/GenBank /DDEJ databases.
EL E.EK. 3hin, Dept of Med Chemiztry, Faculty of Medicine, Eyoto University,
Yoshida 3akvyo-ku, Eyoto ol6, JAPAN

[2]

1-a650

PUEMED : 1935593.

ohin E.E., Matsuda F., Nagacka H., Fukita ¥., Imai T., Yokoyama K.,
Goeda E., Honjo T.:

"Physical map of the 3' region of the human immuanoglobulin heawvy-chain
ET locus: Clustering of autoantibody-related wvariable seqments in one

ET haplotype™:

FL EMEO J. l0O(12):364d1-3645(1931).

AEERZEYLE

DF. EMBEL-ALIGN; ALIGN 000299,

DE  EMEL-ALIGN: ALIGN 000425,

DR GDE; l18731. Cross-références
DR GDE; 9931731.

DR IMGT/LIGM: X62112; X62112.

CC For related sequences see xX62106-X62112 & Lee K.H., J.Mol.Eiol.
CC 195:761-7T68(1987). Sequence showzs 92% homology with Lee et al.

N

Espeéce et classific ation

Références bibliographiques

|
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Les lignes et codes de EMBL

Commentaires.
En-téte du champ FT (feature)

Motifs/caractéristiques de la séquence. "The feature table".

Longueur de la séquence en paire de bases, composition
Séquence avec 60 nucléotides par ligne dans le sens 5'--->3".

17 Octobre 2006



Les lignes FT: les annotations

Caractérisation des motifs de la séquence
présentation dans un ordre hierarchique
comprend le nom et la delimitation du motif
dans la séquence

ajoutent des informations concernant la feature
comprend un hom et un texte associé
(texte libre ou vocabulaire controlé)

FT CDS 1..391

FT /codon_start=2

FT /db xref="PID:el1358278"

FT /partial

FT /gene="IgH"

FT /product="immunoglobulin heavy chain"

FT /translation="MSWVFLVAILEGVQCEVQLVESGGGLVQPGGSLRLSCAASGFTFS"

17 Octobre 2006



9 Mozilla Firefox

Eichier

Edition  Affichage

_ O] x|

Aller 3 Margue-pages Owkils ?

rrn

333333333333 3333333333333333333333343

SOurce

wmRMNL

misc feature

Cons

gig peptide
intron

misc_feature

mat _peptide

misc_feature

misc_feature

l..650

Jorganizm="Homo sapiens”™
Sochromosome=""14 [(qg32]"

Smap="155Fh upstream form JH region™
fmol type=""genomic DHNA™

Soclone="Y103 YALC™

fcell 1ine="CGM1 (Human Epstein-Barr wirus-transformed cell
line) "™

Sgermline

fdb_xref="taxon: 606"
Join(9l..136,218..521)

Spartial

Sgene="VIV-4

91..136

Sfunction="1eader sedquence 17
Join(91l..136,218..521)

fpartial

Jgene="VIV-4"

JSproduct="Inmunoglobulin heawvy chain™
Sprotein 1d="CALddn=2,1"
Jtranslation="MEHLWFFLLLVAAPRIVLIOVOLOESGPGLYEPSETLALTCTVSG
GEIsayIISIROPAGEGLEWIGR IV TAGA TN VNP S LESRYVTMSVD TIENOFSLELS SV
TALDTAVYTCAR™

Join(91..136,218..228)

137..217

Smamber=1

21l5.. 228

Sfunction="leader =edquence 27

229..521

Spartial

Sgene="vIV-4"

Sproduct="Inmunioglobulin heawvy chain”™

LZZ.. 5028
Jfunction="recombination =signal heptamer"™
LEZ. . ha0

Sfunction="recombination signal nonamer"™

bre 2006




Structure de I'information dans les bases de
données généralistes DDBJ/EMBL/GenBank

Des codes pour indiquer les types d'information

2 The EMBL Nucleotide Sequence Database: User Manual Release B7 - Mozilla Firefox

FEichier  Edition  &ffichage Aller &  Margue-pages Oukils 2
| | Hotmail | | 500 Internal Server E... | | Personnaliser les liens | | wwindows Media | wquest | | windows O IMGET/LIGM-DE Admini. .. »
~
ID 4 identification (begin=s =ach entrv: 1 per entrv)
AC H accession number [ »=1 per entrv)
DT 4 date (2 per entrv)
DE H description [ »=1 per entrv)
EW 4 kevword [ »=1 pEr entrv)
05 4 organlism =pecles [ »=1 pEr entrv)
0 4 organi=m classification [ »=1 pEr entrv)
05 4 organslle (0 or 1 per entrv)
EH 4 refersence number [ »=1 pEr entrv)
FC 4 refersence comment [ »=0 per entrv)
FF 4 refersence poz=itions= [ »=1 pEr entrv)
i 4 reference croszs—-reference [ x>=0 per sntrv)
s 4 refersence group [ »=0 per entrv)
FAd H reference authori(=) [ »=0 pEr entrv)
RET 4 reference title [ »=1 per entrv)
FL 4 reference location [ »=1 per entrv)
DE 4 databa=e croszsz—refersnce [ »=0 per entrv)
CC 4 comments or hotes [ »=0 per entrv)
A4H 4 a==emblvy header (0 or 1 per entrv)
A5 H ass=embly information (0 or »>=1 per sntrv)
FH { feature table header (2 per entrv)
FT 4 feature table data [ »=Z per entrv)
Y H =pacer line (many per entrv)
S0 4 ==quence header (1 p=r entrv)
CO 4 contig<soconstruct line (0 or »>=1 per sntrv)
bbb 4 (blank=s) =egquence data [ »=1 p=r entrv)
ad termination line (end= sach entrv; 1 per entrv) v
< >
Terming




EMBL Feature labels

) EMBL Features & Qualifiers - Mozilla Firefox
Fichier  Edition  Affichage Aller & Marque-pages  Outils 7

D Hokrnail D 500 Internal Server E... D Personnaliser les liens D windows Media | wquest D windows D= IMGT/LIGM-DE Admini... «;' Université Montpellier...

-

Mucledtide sequences

Site Database
Map EBI Querias

FLES | FEATURE TABLE

Tree Index e cDsS 25
attenuator
C region coding sequence; sequence of nuclectides that corresponds with the sequence of amino acids in a protein {location includes
Wﬂ stop codon); feature includes amino acid conceptual translation.
conflict fallele="text"
D-loop feitation=[number]
gnﬁﬂ% feodon=iseq:"codon-sequence” aa:<amino_acid=)
e fcodon_start=<1 ar 2 or 3>
aap fdb_xref="<database>:<identifier>"
GC_signal FEC_number="text"
gene fexception="text"
iDHA fexperiment="text"
iy — function="text"
G%QM foene="text" )
mat_peptide finference="TYPE[ (same species)][:EVIDENCE_BASIS]"
mise binding flabel=feature_label
misc_difference flocus_tag="text" (single taken)
mise feature fmap="text"
misc recomb fnote="text"
miECRHN fnurmber=unguaoted text (single token)
e fold_locus_ tag="text" (single token)
misc_structure " =
modified base foperon="text
mBHA fproductE="text"
H_region fprotein_id="<identifier>"
old sequence fpseuda
operon frinosomal_slippage
")L—'TA T fstandard_name="text"
e fAranslation="text"
I_w—m"::f RHA frans| excegt:(pos:<base_range>,aa:<amin0_acid>)
prim_transeript fransl_table =<integer=
primer_bind frans_splicing
promoter
W fcodon_start has valid value of 1 ar 2 or 3, indicating L
repeat region the offset at which the first complete codon of a coding
repeat_unit feature can be found, relative to the first base of
rep origin that feature;
R ftrans|_table defines the genetic code table used if
S regien other than the universal genetic code table;
satellite 5 5 5 .
ScRNA genetic code exceptions outside the range of the specified
sig_peptide tables are reported in fcodon or ftrans|_except gualifiers
snRHA v fprotein_id consists of a stable |D portion (3+5 format
- with 3 position letters and 5 numbers) plus a version b
Terrming

http://www3.ebi.ac.uk/Services/WebFeat/
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EMBL Feature labels - "

3 The DDBJ/EMBL/GenBank Feature Table: Definition - Mozilla Firefox
Fichier  Edition  Affichage  aller & Margue-pages  Owutils 7

| | Hotmail | | 500 Internal Server E... | | Personnaliser les liens | | windows Media | ) wouest | | windows O= IMGT/LIGM-DE Admini. .. »
~

Feature EKey VY region

Definition wariable region of immunoglolbulin light and heawy

chains, and T-cell receptor alpha, beta, and garma
chains; codes for the wariable amino terminal portion;
can be composed of YV _segments, D segments, N regions,
and J segments:

Cptional gqualifiers fallele="text"
Joitation=[number]
fdh_xref="{database}:<identifier>"
Jexperiment="text"
fgene="text"
Sinference="TYPE[ [(Same species) ] [:EVIDENCE BAZTZ] "
flabel=features label
flncus_tag="text" [2ingle token)
Smap="text"
frnote="cextc™

fnld_lacus_tag="text" [2ingle token)
Sproduct="text’
S pseudo

fetandard nsme="text'

Parent Eevy cha
organis Scope eukaryotes

o
< >
Terminé

http://www.ebi.ac.uk/embl/Documentation/FT_definitions/feature_table il 20



EMBL Feature labels

) The DDBJ/EMBL/GenBank Feature Table: Definition - Mozilla Firefox

Eichier  Edition  Affichage  aller & Marque-pages Oukls 7

| | Hotmail | | 500 Internal Server E... | | Personnaliser les liens | | windows Media ) wquest | | windows = IMGT/LIGM-DE Admini. .. »
~

Feature EKey WV _segment

Definition wariakbhle secment of imrounoglobulin light and heavy

chains, and T-cell receptor alpha, bheta, and gammmns
chains; codes for most of the warialkble region (V_region)
and the last few amino acids of the leader peptide;

Optional cualifiers fallele="text"
Joitation=[numnber]
Hdb_xref="{datahase>:<identifier}"
Jexperiment="text"
Sgene="text"
Sinference="TYFPE[ [same species)] [:EVIDENCE BAZTZ] "™
#label=feature lakel
Hlncus_tag="text" [2ingle token)
Jmap="texc"
Snote="cext"

Hnld_lacus_tag="text" [2ingle token)
Sproduct="text’
S pseudo

detandard nsme="text"

Parent Eevy cha
Organism scope eukaryotes

s
L >
Terming

http://www.ebi.ac.uk/embl/Documentation/FT_definitions/feature_table il 20



Les bases de données géeneéralistes
pour les proteines

Université de Geneve, Suisse
EBI, UK
http://us.expasy.org/sprot/
http://www.ebi.ac.uk

NBRF, USA
http://pir.georgetown.edu/

http://www.expasy.uniprot.org/

17 Octobre 2006



£ Welcome to UniProt - UniProt [the Universal Protein Resource] - Mozilla Firefox =10l x|

Fichier  Edition  Affichage aller 8 Margue-pages  Qukls @

(:EI - E> - gl @ IU http: /e, expasy  uniprot.org/ j @ Ok, I@,iniprnt

UniProt

the universal protein resource

Text Search UniProt Knowledgebase

Abhout UniProt Getting Started earches, Tools Jatabases Support/Docurmentation

Haorne

Welcome to UniProt

UniProt {Universal Protein Resource) is the world's most comprehensive
catalog of information on proteins, It is a central repository of protein
sequence and function created by joining the information contained in
Swiss-Prot, TrEMBL, and PIE.

UniProt is comprised of three components, each optimized for different
uses. The UniProt Knowledgebase {(UniProtkB) is the central access
point for extensive curated protein information, including  function,
classification, and cross-reference. The UniProt Reference Clusters
{UniRef) databases comhbine closely related sequences into a single
record to speed searches. The UniProt Archive {UniParc) is 2
comprehensive repository, reflecting the history of all protein sequences. —

The sequences and information in UniProt are accessible via text search,
BLAST similarity search, and FTP.

Rechercher : Imuta @ CICoUrrence suivanke @ Qcourrence précédente surligner kout [ Respecter |3 casse

bre 2006



SWISS-PROT
Banque de séquences protéiques

par Amos Bairoth, Suisse

Privilegie la qualité des données, n'accepte pas toutes les seéquences
Un complément: TREMBL

Université de Genéve, Suisse; EBI, UK

>234.000 séquences

Analyse de la littérature, soumission par les auteurs,
traduction de séquences nucléotidiques

(fichiers a plat)
Web (http://www.expasy.org/sprot, http://www.ebi.ac.uk), FTP

http://www.ebi.ac.uk/swissprot/Submissions/spin/index.jsp . ;..u. 2006



CIExPASY - UniProt Knowledgebase: Swiss-Prot and TrEMBL - Mozilla Firefox =10l x|

Fichier  Edition  Affichage aller 8 Margue-pages  Qukls @

<:Z| E> %] O @ Iih http: [ s, expasy . org/sprok) j @ Ok, I@,

Swiss-Prot [

Protein knowledgebase

TrEMBL UniProt

Computer-annotated supplement to thewnivarsal proteln resource
Swiss-Prot

The UniProt Knowledgebase consists of;

s UniProtKB/Swiss-Prot; 5 curated protein sequence database which strives to pravide a high level of annaotation (such as the
description of the function of a protein, its domains structure, post-translational modifications, variants, etc.), a minimal level of
redundancy and high level of integration with ather databases [More details / References / Linking to Swiss-Prot £ User manual /
Recent changes / Disclaimer].

s UniProtKB/TrEMBL; 5 computer-annotated supplement of Swiss-Prot that contains all the translations of EMBL nucleatide
sequence entries naot yet integrated in Swiss-Frot.

These databases are developed by the Swiss-Prot groups at SIB and at EBL ||

UniProt Knowledgebase Release 8.8 consists of:

UniProtKB/Swiss-Prot Release 30.8 of 03-0ct-2006: 234112 entries > Swiss-Prot headlines

{More statistics) Rice hanest 2006: over 1000 rice proteins annotated
UniProtKB/TrEMBL Release 33.8 of 03-0ct-2006: 3244331 entries (More  [Fead maore.. ]

statistics)

Arcess ta the LniPrat Knnwlndgnhagn

SRS - Access to UniProtkB/Swiss-Prot, UniProtkB/TrEMBL and other databases using the Sequence Retrieval System

Full text =earch in the UniProt Knowledgebase

Advanced search in the UniPrat Knowledgebase by description, gene name and arganism (can be used to create himl links to
UniProt Knowledgebase queries)

Taxanamy browser (MEWT)

o BLAST similarity search

by description or identification (any word in the DE, OS5, OG, GM and D lines )
by citation (REL line; UniProtkB/Swiss-Prot only)

Fetrieve a list of UniFrotkB entries
Randormly retrieve a UniProtkB entry = |pbre 2006




¥ uniProtkB,/Swiss-Prot entry P23083 [H¥1G_HUMAN] Ig heayy chain ¥-I region ¥35 - Mozilla F - |EI|5|

Fichier  Edition  Affichage aller 8 Margue-pages  Qukls @

<J:| - I_L\; - %] |:| @ I.ﬁh hktp: [ fnan, expasy  orgfuniprot/PE3053 j © ok I@'

| iﬁ ExPASy Hrxme page | Site Mapp | Search EXPASyY | Contact us | Swiss-Prot

Search | Swiss-Prot/TIEMBL = for [human immunoglobulin -~ Ga I Clear |

UniProtKB/Swiss-Prot * a

Submit Lupdate

entry P23083 " Sl.l.llSﬂ)th Quick BlasP search

E nitry hiztary

[Entry info] [Name and origin] [References] [Comments] [Crossreferences] [Keywords] [Features] [Sequence] [Tools]

Note: most headings are ciickable, even if they don't appear a5 links. They iRk fo the Lsar manual oF othar doclimeants.
Entry information

Entry name HV1G_HUMAN

Primary accession nurmber P23083

=econdary accession numbers Mone

Integrated into Swiss-Prat on Movernber 1, 1991

Dequence was last modified on Movernber 1, 1991 (Sequence version 1)

Annotations were [ast modified on September 5, 2006 (Entry wersion 39)
Name and origin of the protein

Frotein name g heavy chain V-l region V35 [Precursor]

SYNONYms Mone

(Zene name Maone

Fraorm Homo sapiens (Human) [TaxID: 9606]

Taxonomy Eukaryota; Metazoa; Chordata; Craniata; Yertebrata; Euteleostomi; Marmmalia; Eutheria;

Euarchontoglires; Primates; Haplorrhini; Catarrhini; Hominidae; Homo.

References

[1]NUCLEOTIDE SEQUENCE [GEMNOMIC DMNA].
FubMed=2841103 [MCEI, ExPASy, EEI, lsrael, Japan]
Matsuda F., Lee K.H., Makai 3., Sato T., Kodaira M., Zong 5.0, Ohno H., Fukuhara 3., Honjo T
"Dispersed localization of D segments in the human immunoglobulin heawy-chain locus.”;
EMBCO J. 7:1047-1051(1958).
[T EOTINE SECHERCE [SSERTIRANT DRLAT CF 02116

bre 2006



¥ uniProtkB,/Swiss-Prot entry P23083 [H¥1G_HUMAN] Ig heayy chain ¥-1 region ¥35 - Mozill - |EI|5|

Fichier  Edition  Affichage aller 8 Margue-pages  Qukls @

<4]:| - I_::> - %] - @ I"h hiktp: { fenene, expasy  orgfuniprokP23053 j © ok I@'

EOF. J. TIFanar 25 a8e-g5 11 1995].
Comments
o SIMILARITY: Contains 1 lg-like {immunoglobulin-like) domain.

Copyright
Copyrighted by the UniProt Consarium, see hitpoitsensns aniprot.orgiterms. Distributed under the Creative Commaons Attribution-MoDerivs License.

Cross. references

Sequence databases

EmMBL ¥07448; - NOT_ANMOTATED _CDS; Genomic_DNA [EMBL £ GenBank § DOBJ]
FIF S00476; HWHLIZS,

3D structure databases

HZSF FO17ET; THNAB. [HESP EMTRY / PDE]

SME F230583; 20-117.

hodBase 23053,

Protein-protein interaction databases

DIF P23053.

Protein family/group databases

(MGT 07443

2D gel databases

WS s-2ZDPAGE Get region on 20 PAGE.

COrganism-specific gene databases

HOWERGEM [Family £ Alignment f Tree]

Gene expression databases

ArrayExpress  PZ3083; -

Ontologies
GO:0005576; Cellular component: extracellular region (non-traceabls author staterment].

G0 00003323, M.nlecglar function: gntigen binding {ron-traceable author statement].
(50:0006955; Biological process: immune response (non-traceshle guthor staterment).
CluickGo view.

Family and domain databases

IPRODT110; Ig-like.

IPRO13106; Ig_-set.

IPROD3S9E; 1g -set_suhb,
Graphical view of domain structure,

InterPro

bre 2006



¥ uniProtkB,/Swiss-Prot entry P23083 [HY1G_HUMAN] Ig heayy chain ¥-1 region ¥35 - Mozilla - |EI|5|

Fichier  Edition  Affichage aller 8 Margue-pages  Qukls @

<J]:| - LL:* - %] |:| @ I.ﬁh bk f e, 2 pasy orgfuniprot P23053 j @ ok I@,
Far Ptam gralphical xlriew of dormain structure. -l
SMART SMO00406; 1Gy, 1.

=hART graphical view of domain structure,
FSE0335; IG_LIKE; 1.

RO FROSITE graphical view of domain structure (profiles).

BLOCKS P23083.

Genome annotation databases

Ensembl EMNSGO0000130076; Homo sapiens. [Contig view]

Cther

LinkHub F23083; -.

FrotoMet 23033

LIniRef “iew cluster of proteins with at least 50% 7 90% / 100% identity.

Immunoglobulin demain; Immunoglobulin V region; Signal.

L]

" e [ Eature aligner
H EE -
I

Eey From To Length Description FTId

SIGHNAL 1 19 19

CHATN 20 117 o Iy heawy chain ¥-I region ¥W35. PRO_0000015245

DOMATN 20 =117 =08 Ig-like.

NON_TER 117 117

Length: 117 AA [This is the length of the Molecular weight: 13009 Da [This is the MW of

partial sequence of the unprocessed the partial sequence of the unprocessed CECT: BEE1ChE53FECE9?BD JLISIEE
precursar] precursor] checksum on the sequence]
10 20 30 40 50 &0

MDWTWRILFL VAAATGAHSO VOLVOSGAEY EEPGASVEVS CEASGYTFTG TYMHWVEQAE

70 a0 a0 100 110
GUGLEWMGRI NPNSGGTNYA QKFQGRVTST EDTSISTAYM ELSRLRSDDT VVYYCAR

bre 2006
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Localisation Créée par Brookhaven National Laboratory,
NIH, Bethesda, MD, USA
Maintenue depuis juillet 1999 par le RCSB
(Research Collaboratory for Structural Bioinformatics)

Contient les coordonnées 3D de 39.223 structures
(protéines ou acides nucléiques ) (Octobre 2006)

Outils de visualisation 3D Rasmol, Cn3D, Web Labviewer, WPDB

Distribution (fichiers a plat) Web (http://www.rcsb.org/pdb/Welcome.do), FTP

17 Octobre 2006



Systemes d'information et bases de donnéees
spécialisés

lls couvrent un secteur défini de la biologie

- lIs fournissent des informations détaillées,
spéecifiques du domaine biologique qui n'existent pas
dans les systemes géneralistes

- Les données sont en général controlées, donc
plus fiables et de meilleure qualité que dans les
bases généralistes

- lIs évoluent en fonction des progres scientifiques
dans le domaine plus facilement

17 Octobre 2006



Systemes d'information et bases de
donnees specialises

Ils couvrent un secteur défini de la biologie

- Ils fournissent des informations détaillées,
spécifiques du domaine biologique qui n'existent pas
dans les systemes généralistes

- Les données sont en général contralées, donc
plus fiables et de meilleure qualité que dans les
bases généralistes

- Ils évoluent en fonction des progres scientifiques
dans le domaine plus facilement

17 Octobre 2006



Le systeme d’information

IMGT

17 Octobre 2006



http://imgt.cines.fr

Bases de données de
sequences

IMGT/LIGM-DB
+ de 100.000 séquences

170 especes de vertébrés
(sur le Web depuis 1995)

nhucléotidiques IG et TR de

* IMGT/PRIMER-DB
* IMGT/MHC-DB

Base de données de
genes
 IMGT/GENE-DB

Base de données de

structures 3D
 IMGT/3Dstructure-DB

Analyse de séquences

* IMGT/V-QUEST

* IMGT/JunctionAnalysis
* IMGT/PhyloGene

* IMGT/Allele-Align

Analyse de génomes

* IMGT/GeneSearch
* IMGT/GeneView
 IMGT/LocusView

Analyse de structures
3D
* IMGT/StructuralQuery

IMGT, the international ImMMunoGeneTics
information system® http://imgt.cines.fr

Séquences

IMGT Repertoire:
* Alignments of alleles
* Tables of alleles
* Protein displays, etc.

Génomes

- Chromosomal localizations
* Locus representations
* Gene tables, etc.

Structures 2D et 3D

* 2D Colliers de Perles
* 3D representations, etc.



Séquences d’ADN génomique en configuration germline

>X62106.0|HSVI2|Homo sapiens VI-2 gene for immunoglobulin heavy chain

tgagagctcc gttcctcacc gactgga cctggaggat cctcttcttg gtggcagcag 60
ccacdggltaa gaggctccct agtcccagtg atgagaaaga gattgagtcc agtccaggga 120
gatctcatcc acttctgtgt tctctccdca _ggggcccact cccaggtgca gectggtgcag 180
tctggggetg aggtgaagaa gcctggggce tcagtgaagg tctecctgcaa ggecttctgga 240
tacaccttca ccggctacta tatgcactgg gtgcgacagg cccctggaca agggcttgag 300
tggatgggat ggatcaaccc taacagtggt ggcacaaact atgcacagaa gtttcagggc 360
agggtcacca tgaccaggga cacgtccatc agcacagcct acatgg & ;;aaé ST e 420
agatctgacg acacggccgt gtattac¢tgt gcgagag scccacates 480
Ih ggQg h- tc agaaacccaa gggaggaggc ag
L-PART1 L-PART2 V-REGION V-RS
5'UTR - 3'UTR
5 b | V-INTRON /g - P— 3
- _ _ V-HEPTAMER
INIT-CODON DONOR ACCEPTOR 1st2%YS 2nc11 ()CL;LYS V-
-SPLICE -SPLICE SPACENONAMER

17 Octobre 2006



Séquences d’ADN génomique en configuration germline

tgagctgaga acgactgtgc taactgggga cacagtcatt)

5D-RS D-REGION  3p.RS

5'UTR 3'UTR
5'—<::—.-.—<:% 3

5’D-NONAMER 3'D-
5'D-SPACER HEPTAMEXD-SPACER
5D-HEPTAMER 3'D-NONAMER

gcccctgg ctcagggctg actecacegto

e e e e

J-RS J-REGION
5'UTR 3'UTR
5 — < S () #} 3
J-NONAMER J-TRP
J-SPACER 118 DONOR
-SPLICE 17 Octobre 2006

J-HEPTAMER



) IMGT/LIGM-DB Consultation module ¥3 - Mozilla Firefox

File Edit Mjew Go Bookmarks Tools  Help

=10l %]

<Z| - E:} - %] O @ I}- htp:ffimgt. cines  Frfcgi-bin/ IMETlack, v

j @ Gao I@pdb

|| Personnaliser les liens | | ‘Windows | | Windows Media | | Hotmail

‘ Help | IMZT Home page | IMST Marie-Faule page || Mew search |

Created by Marie-Paule Lefranc (SRS, Montpellier 1| University, France)
httpz/imgt.cines.fr

IMGT FLAT-FILE

Information
systemE

I HEVIV4E IMGT/LIGHM annotation
HX

AC x62112;

XX

LT 21-MAaY-1995 (Rel. 4, arrived in LIGM-DE |

LT O5-DEC-2002 ([(Rel. 200249-5, Last updated, Version 7)

by annotators; DWNA: HUM: 650 EF.

XX

DE H.=zapien=s VIV-4 gene for immunoglobulin heawy chain ;2

LE DNAL; germline configuration; Ig-Heawvy: regular; functionality functional:
LE group IGHV: subgroup HV4E,

XX

EW antigen receptor: immunhoglobulin superfamily: Ig: Ig-Heavy: wariable:
Ew autoantikbody; INGT reference sequence; imranoglobulin.

XX

o3 Homo sapiens (humwan)

o Eukarvyota: Metaroa; Chordata; WVertebrata: Mammnalia: Eutheria: Primates:
i Catarrhini; Hominidae; Homo.

XX

FIY [1]

EP 1-650

RL 3hin E.K.:;

RT ;

EL SJubmitted (05-3EFP-19591) to the EMBL/GenBank/LDDEJ databhases.
RL E.E. Shin, Dept of Med Chemistry, Faculty of Medicine, Eyoto University,
EL Toshida Sakyo-ku, Eyoto 606, JAPAN

HX

RN [2]

RP 1-650

RX MEDLINE; 92037524.

=X i BT Mot =d= T MMarramlrs W Faileita ¥ Trazdi T Vo lrmrrzana 17
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¥) IMGT /LIGM-DB Consultation module ¥3 - Mozilla Firefox

=10l x|

File  Edit Wiew Go Bookmarks Tools  Help ﬁ
<Z| A |:> - @ O @ I)— http:/firmgk, cines., Fr fogi-bin/IME Tleck, jv j @ G0 I@,pdb
1] dows | | Windows Media | | Hatmail

FT Jtranslation="VL3O0VQLOEIGPGLVEPSETLILTCTVIGGIISSYYUIWIE .:J
FT QP AGEGLEWIGRIYTAGE TN YNPSLES RV THSVD T3 ENOF SLEL3SVTLAADTAVY
FT TCAR ™

FT L-PARTZ 218..228

FT foodon start=3

FT Jtranslation="VL3"

FT V-REGICON 229.,.521

FT fallele="IGHV4-4+*07"

FT Sgene="IGHVd-4"

FT /CDR_length="[8.7.2]"

FT Jtranslation="QVOLOEIGPGLVEPSETLILTCTVIGGIISIVYYUSWIRORPL
FT GEGLEWIGRIYTIGI TNYNRPSLESREVTHIVD TIFNOF SLELSSVTAADTAVYYCL
FT R

FT FR1-IHMGT 229..303

FT KAA_IHGT="1 to Z6, AR 10 is missing™

FT Jtranslation="QVOLOEIGPGLVEPSETLILTCTVI"

FT 12t-C¥3 292, .2943

FT CODR1-TMGT 304, . 327

FT HAA_IHGT="27 to 347

FT ftranslation="oGaIsSsSYY

FT FRZ-INGT 328..378

FT HAA_IHGT="39 to 55T

FT ftranslation="WSWIRQPALGECGLEWIGR'

FT CONIERVED-TRP 3534..336

FT CODRZ-IMGT 379.,.399

FT fAA_IHGT="56 to ez2"™

FT ftranslation="IYTIG3T"

FT FE3I-INGT 400, .513 form
FT fAA_IHGT="66 to 104, AL 73 1is missing™

FT Jtranslation="NYNFILEIRVTNSVDTIENOF 3LELI3VTAAD TAVY YO
FT 2nd-CY¥3 511..513

FT CDR3-IMGT 514. . 521

FT KAA_IHGT="1DS to 106"

FT Jtranslation="AR"

FT 3'UTR LzZ2..ek0

FT V-R3 S22..560

FT V-HEFTAMER L22..528

FT V-SPACER 5z9..551

FT V-NCONAMER S552..560

ctobre 2006



¥ Mozilla Firefox

Eichier

Edition  Affichage

=10l %]

aller & Margue-pages  Cukils  F

j @ ok I@,ebi

<Z| = |:D> - %] O @ ||_| hikkpe fisrs ebi, ac, ukfsesbinfcgi-binfwgetz
X

2A3333333333333333333333333333333333384

Eevy

Source

wFkIa

misc_feature

CDva

gig_peptide
intron

misc_feature

mat_peptide

misc_feature

misc_feature

Location/Mualifiers

l..650

Sorganism="Homo sapienz"

Jochromosome="14 [q32)"™

Smap="155FKbh upstrean form JH region”
Jmol_type="genomic DNA™

folone="T103 FAC™

foell 1line="CGH1 (Human Epstein-Barr wirus-transformed cell
line]™

Sgermline

fdb_xref="taxon: 606"
join(9l..136,218.,.521)

fpartial

Sgqene="vIV-4"

21..136

Jfunction="1eader sequence 1"
join(91..136,218.,521)

Spartial

Sgene=""VIV-4"

Sproduct="Tonmunoglobulin heawvy chain™
fprotein 1d="Caa44022, 1"
Jftranslation="MEHLUFFLLLVAAFRIVLI0VOLOESGPGLVEPIETLILTCTVAG
GAISEY YA NIRQPAGKEGLENIGRI T TAGATN YN SLESEYTHIVD TAFNOFSLELASY
TAADTAVYYCAR™

join(91l..136,218..228)

137..217

Jrmamber=1

218..228

Jfunction="1leader sedquence 2"

229..521

Spartial

Sgene="VIvV-4"

Sproduct="Tnmunoglobulin heavy chain™
SZ22..528

Sfunction="recombhination signal heptamer™
55&.. 560

Sfunction="recombination signal honamer™

tobre 2006



Sequence Database Retrieval
1- SRS

(sequence retrieval system)

2- ENTREZ

17 Octobre 2006



caracteristiques

- Systeme d'interrogation multibase

- Acces a des bases de données dont les objectifs peuvent
étre tres différents (BD generalistes, specialiées, ontologies,
references bibliographiques )

- interfaces puissantes pour répondre a des requétes
complexes

17 Octobre 2006



%9 European Bioinformatics Institute - Mozilla Firefox

V7 IGH @ Institut de ekique Humaine. | European Bioinformatics Institute

Mucledtide sequences m Search EBI'Website - m

Eumpean Elu::lnfcrrmatlcs Instltute
3 part of the Europear r B8

the path to knowledge

About EBI | Funding | WWhats Mewe | Groups | Services | Toolbox | EBI Databases | Downloads | Submissions
BioMart Database Gueries | SRS Databasze Queries | Site Search | Site Map | Services Map | Contact Us | Terms of Use

‘ﬂ_
Can Zcan Bioinformatics Support Portal [Rss]

@ Copyright European Bioinform atics Institute 2002-2006. All Rights and Trademants Resenad.




Y JEBI Services - Mozilla Firefox

Oukils 7

Fichier Edition  Affichage Aller 3 Marque-pages

_lol x|

I:" IGH : Instituk de Génétique Humaine.

#¥ EBI Services

Groups

Services

Toolbox

Ml Muclectide sequences |

far

Databases

Downloads

Submissions

Databases h

Services |

Diowinloads
Dverwview EBI FTF Server
Help Files

Databaze Repository
Software Repository

Submissions
—AEdb
—a&rrayExpress via
MIAMExpress
—EMBL via vWEBIN
—EMDep
—IMGTIHLA,
—PDB-ALutaDep
—UniPrat via SPIM
—Wehin-Align

% WHATS Scan?

This logo is a links o
a relevant section in
the E81's new
iginformatics
educational website.
‘2can Support Portal.

Live EBI Mewrs Feed [EES
s

| L
Toolbox h

—Similarity & Homology
® Blast2 - ASD

#® Hiast? - EVEC

#® Blast2 - NCBI

* Blazt2 - Parasite

* Blast2 - vl

* Fasta

* Fasta - ASD

*® Fasta - LGIC

* Fasta - GenoJProtea.
= hPsrch

® more...

—Prot. Function. Analysis
= ClusTr

* [nterProScan

® mare...

—Proteomic Services
® Dasty
#® UniProt DAS

—Sequence Analysis
® Aliggn

* Clustahsy

= Geneise

* Promoterize

® More...

—Structural Analysis
® DALl

— Database Browsing &
Entry Retrieval via...
#* Biohlart

* EnBL-Z4 4,

® Fetch Toaols

* Integrs

* Query ArrayExpress
* SRS

® SRE3D

* UniProt DAS

® LniPrat Search

= YWEDbfetch

—Literature Databases
* MEDLIME

& Oihir

* Patent Abstracts

® more...

— Microarray Databases
® ArrayExpress
= hlAME

—Hucleotide Databases
® ASh

= ATD

* EMBL-Bank

* EnBL D=

*= Enzembl

* Sename Reviews

* WSTHLA

® [aryn's Genomes

® more...

—Protein Databases

#* DaliLite

- TN

C

g Site
Map

Database
EBI Queries

[

17 Octobre 2
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SRS

http://srs.ebi.ac.uk/srsbin/cgi-bin/wgetz?-page+srsq2+-noSession

17 Octobre 2006



=I1=0_1|

Fichier  Edition  affichage Allera  Marque-pages Owukils 2

<Z| - L:,\) - %I O @ ||_| hktp: ffsrs.ebi, ac, uk)srsbing cgi-binfwogetz?-page+quickSearch+-id+ 1EICe 1 TWTOY j @ (0] 4 IlGl,srs

Views Databanks

SRS & LION

Temporary Project

1ILICe 1T TOY

Quick Text Search Search Tips

Getl Nucleatide Sequences : » | fmatching : [<62112

Wiant to know mmore
about using SRS?

- go to the Help Center
where you'll find all the

MHucleotide Seguences
FProtein Sequences
Protein Structures
Protein Families
Literature

Genome

fdutations

fdetabolic Pathwways

cleotides nimp _Search

t= Search Tips

searchable anline help vou ImpY piclogical Besources o
need, I
| -

Where is the old library 22.09.06 UniParc InterPro Matches, a databank describing all the :I

page o matches to InterPro signatures for each protein in UniParc, is

- C|IC|§ an the ‘Library now available, If you have any problems please let us know via
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Quick Search Library Page Query Form Tools Results Projects Wiews Databanks —— ;I
Rezet J | Quick Search )
Search Options Available Databanks
[+] Expand all [=] Collapse all Show databanks tooltips: W
1.5elect the databanks
vou want to search
=l Literature, Bibliography and Reference Databases
2. Enter your search terms Bl T TaAxONOMY [T GEMETICCODE [T OMIM [T MEDLIMNE
in the Quick Search box, [T patent abstracts [T EarynsSenomes
or choose a query form . — ]
from below Literature, Bibliography and Reference Databases - subsections
Standard Query Forn J 3_”] [T MEDLIME (Updatesy [T MEDLIME (Main Release 2005 [ MEDZPUE
= [*| Gene Dictionaries and Ontologies
_Extended Query Forn ) =] Nucleutide sequence databases
el I EMBL [T PATEMT_DMNA T IMGT/ALIGM-DB I IMGTHLA
“ou can browse through ) ] ]
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Annotation) releasel updates)
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Display Options Databank Information

Databank Release Mo. of Entries Indexing Date Group
LisE dalzzlbaines T&XONOMY 362569 07-Oct-2006  References
by groups -] GENETICCODE 15 01-Mar-2003  References
List) QrAIM 172873 O7-0Oct-2006 References
MEDLIME virtual databank References
PaTARS 11203533 0=-0ck-2006 References
| KG 274 07-Oct-2006  References
Search J MEDLIMEMEW 1662448 07 -Cck-2006 Literature, Bibliography and Reference Datat
MEDLIMEZOOG 154336608 17-Dec-2005 Literature, Bibliography and Reference Datat
MEDZPLIB 14116195 0&6-lun-2005 Literature, Bibliography and Reference Datatk
HSAGEMES 15117 07 -Aug-2003 GEMEDICT
LIMILTE 20745 Q7 -Ock-2006 GEMEDICT
LOCUSLIMNE 287853 0&-lun-2005 GEMEDICT
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HGMNC 25739 Q7 -Ock-2006 GEMEDICT
EMTREZGEME 2380224 0=2-0ct-2006 GEMEDICT
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GO 20493 14-Feb-200a Ontology
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1.5elect the databanks

voL want to search
[=] Literature, Bibliography and Reference Databases

2.Enter your search terms Bl T TAXOMOMY [T GEMETICCODE [~ oMM [T MEDLINE

in the Quick Search box, [ Patent abstracts [T Karyn's Genomes
ar choose a query form

fram below Literature, Bibliographyv and Reference Databases - subsections
[zi] I MEDLIME (Updatesy [T MEDLIME {Main Release 2006h T MEDZPLUE

[+] Gene Dictionaries and Ontologies
_Extended Query Forn ) [ Mucleotide sequence databases

Standard Query Forn J

0w - - [ EMBL {Coding
'\r"||_-|||_1,|:h|:ar-| htrqwg.e thrgugh EMBL Patent DMA IMGETAIGM-DB SEQUEHC85}
a e entries in an . )
datahanks, Y O IMGTAHLA [T IPD-KIR [T EMBEL {Contigy [T Genome Reviews
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you want to browse, then ~ exgan{ded; . a C-:uns;( ~ m:{e a Livelists
click: _ _—
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_Browse Entries ) r Manoin £ - EMBL MG A

MNucleotide sequence databases - subsections

lan] = - [ EMEL {'Whole Genome
[T EMBL {\WWhole Genome [T EMBL {\Whole Genome Shotgun [ EMBL (Contig release)
» hookmark this link to Shotgun relesse) updates)
return to your project - . [T EMBL (Contigs expanded [T EMBL {Contigs expanded
 Linking to SRS? EMBL ({Contig updates) release’ Ondates
- Please read our Linking to
i 5 EMBL (Annotated Cons EMEBL { Annotated Cons
SRS guide for important a releasr:e: a N datézs} = RefSeq Genome (Release)
information regarding linking - — EMBL cwhole G Shot
to our SRS server. ale Lename oTtgun
FEefSeqg Genome (Updates) Masters
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Cuick Search Lhmi Pﬁ ﬂuei Form Tools Results Pm'lems Views Databanks

Reset Query U[libs={ embl uniprot pirF-ALLTEXT:P230833*]" found 15 entries

. - :
Apply Options to: EMBL:BG059361
I EMBL:BE150096
r .
" selected results only - EMBL:BF151641
% unselected results only EMBL: CQO79661
I EMBL:CQ111798
™ EMBL:CO111244
Result Options ™ EMBL:CO150593
. ™ EmeL:Cco23z0z0
Launch analysis tool: - EMEL: CO233970
| Blasth =l Launeh ) Eppicg2z43sg
Show tools relevant to these I~ EMBL: CO27=2014
results: Tools r EMBL: CQ 309294
™ EMBL:x07448
Link to related information: ™ EMBL: AEDLECZ4 |
 Link J I UniProtkB:HY1G _HUMAN

Save results: Save J

Display Options

iew results using: ;l

I'7 Octobre 2006




1 - Recherche rapide: par mots clés
chronic lymphocytic leukemia et/ou CLL

¥)select Databanks to Search - Mozilla Firefox

=10] %]

Fichier  Edition  Affichage  aller & Marque-pages  Oukils 7

j D ok I@,srs

(:Zl - EC,;\» - l%l O @ ||_| htkp: fisrs.ebi, ac. ukfsrsbinfogi-binfregetz?-page+top
" r - A
BL-EBI

et -
aless
sssiaseps B

urcopean Bioinformatics Institute

Quick Search BEIeTa 0 ===

Reset )

Search Options Available Databanks

1.Select the databanks
you want to search

2.Enter your search terms
in the Quick Search box,
or choose a query form
from below

Standard Query Forn

Extended Query Forn

Query Form Tools Results Projects Views

IELL Quick Search }

[+] Expand all [=] Collapse all

[=] Literature, Biblicgraphy and Reference Databases
B M TaxOMOMY [T GEMETICCODE
[T Patent abstracts [T Karyn's Genomes
) Literature, Bibliography and Reference Databases - subsections
[2l] ™ MEDLIME (Updates) T MEDLIME {Main Release 2006) [T MEDZPUB

[~ oMM [T MEDLIME

Databanks

Show databanks tooltips:

[*] Gene Dictionaries and Ontologies
Mucleotide sequence databases

v

lzlll & r r [ EMBEL {Coding
YﬁLiihcan htrqws_e through EMBL Patent DNA IMGT/LIGM-DB Seguences]
a 2 entries in an
databanks. Y M IMGTAHLA [T IPD-EIR [T EMBL {Contigd [ Genome Reviews
First, select the databanks ™ EMEL (Contigs ™ EMBL {&nnotated ™ RefSeq o
gliDcLli-W‘ant to browse, then expanded) Consd Genome Livelists
' = I~ EMBL IDfACCEsSSIOn -
Browse Entries J Manpin EMBL MGA

Mucleotide seguence databases - subsections

(ETIN - [T EMBEL {Whole Gename
EMBL (Updates) EMBL (Release)
[l Er;;ﬂE-tl_ (Whnlle Genome - EMElJE-Lt{WhDIE Genome Shotgqun EMBL (Cantig releasea)
» bookmark this link to otgun release) updates)
return to your project [l . T EMEBL {Contigs expanded I~ EMBL {(Contigs expanded
e Linking fo SRS? EMBL (Contig updates) release) updates)
- Please read our Linking to
- - EMBL {(Annotated Cons EMEBL {Annotated Cons
SRS guide for impartant ] releagg: ] u;datgsj ] RefSeq Genome (Release)
information regarding linking . M EMBEL (whole G Shat
to our SES server. ole Genome otgun
RefSeg Genome {(Updates) Masters:
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Cluick Search Library P Query Form Tools Databanks

Query '[embl-ALLTEXT: CLL*]" found 21937 entries

Apply Options to: EMBL Primary AcCcession Description Sequence

Accession |List Length

{Links to
" celected results oy SVA)

¥  Unselected results oy

™ EMBL:EEGG7S1o |EE667579 EE667519  |SAfH-3ab96a03.g1 Agen D058 Schmidtea | 730

mediterranea cOMA S' similar to

gbh|28L99921,1|AF422214 1 CLL-associated
Result Options antigen KWW-14 [Homo sapiens], mRERA

sequence.
Launch analysis toal: ™ EMBL.EEGGE092 |EE668092 EE668092 |S&AH-33c01g01.01 Agen D058 Schmidtea | 692
Elazth - Launch rediterranea cOhA 5' similar to _
! =|' Launch) gb|AAL99921.1|AF432214_1 CLL-associated
Show tools relevant to these EQE'ESQCEW'14 [Homo sapiens], mRMNa
results: Tool : -
=) M EMBL:EEG6o0os |EE669096  |EE669096 |SAsH-aac34b09.01 Agen D0SE Schmidtea || 730
Link t lated inf S - rnediterranea cOMA S similar to
ik B0 FElAReE IMTOrm=Hen: gb|AAL00921.1|AF422214_1 CLL-associated
Link antigen KMY-14 [Homo sapiens], mRRA
_ sequeance,
Save results: yaveE g I~ EMBL:EEGgO3ot |EE669325 EEG69325 |SAfH-3ac36e0l.gl Agen 0058 Schmidtea 713

mediterranea cOMA S' similar to
gh|a&l 99921 .1 |AF432214 1 ClLL-associated

Display Options antigen KYWw-14 [Homo sapiens], mREMS
sequence,

. . - . EEGGHGTT EEGGMGTT SadsH-3ac29f0s8.g1 Agen 0058 Schmidtea Taz
View results using: EMBL:EESE59631 mediterranea cDMNA S similar to
| EMELS eqSimpletiew = | gblaal9992]1 1|AF432214 1 CLL-associated
antigen K'W-14 [Homo sapiens], mRMS
Show | 30 -] results >EAUEnce. _
™ EMBL.EEGG0G77 |EE669677 EE669677 |SAAH-aac40b04.91 Agen 0058 Schmidtea | 688
RPEr page mediterranea cDMNA S' similar to

gb|Aasl99921,1|AF422214 1 CLL-associated
Printer friendly view r antigen KW-14 [Homo sapiens], mRkA ;'
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Reset )

Search Options Available Databanks

Show databanks tooltips:

1.Select the databanks
yviou want to search

2.Enter your search terms
i the Quick Search box,
or choose a query form

IELL Quick Search )

[+] Expand all [=] Collapse all

= Literature, Bibliography and Reference Databases
Bl ™ TaxONOMY [ GEMETICCODE

[T Patent aAbstracts [T Karyn's Genomes
L iterature, Bibliographyv and Reference Databases - subsections

I~ omMim T MEDLIME

Standard Query Forn

Extended Query Forn

Nl

all the entries in any
databanks.

First, select the databanks
vou want to browse, then
click:

Browse Entries )

» bookrmark this link to
return to your project

b Linking fo SES?

- Please read our Linking to
SES guide for important
information regarding linking
to our SRS server.

BookMarkLets

Abhout BookmarklLets

* Protein Se

o DHAREMA Seq

2l ™ MEDLINE {Updatesy [T MEDLIME (Main Release 20063 [ MED2PUB

Gene Dictionares and Ontologies
Nucleotide sequence databases

v

[ EMBL {Coding
Sequences)

[T Genome Reviews

-

LivelLists

Il
ET r EMBL - Patent DMNA I~ IMGT/AIGM-DBE
O IMGTAHLA [T IPD-KIR [T EMBEL {Contig)
- . [~ EMBL {Annotated -
EMBL { Contigs expanded’ Cons. EefSeq Genome
[l EME-L_ID,-’A::::ESEan - EMBL MGA
Mapping _—
MNucleotide sequence databases - subsections

Bl =

EMBEL (Updates) EMBEL (Release)

[ EMBL {'Whole Genome

Shotgun)

[T EMBL {\Whole Genome Shotgun [T EMBL f\Whole Genome Shotgun .
reloase: updates® EMEBL {Contig release)
- . - . [T EMBL {Contigs expanded
EMBL {Contig updates? EMBL (Contigs expanded release’ updates’
[T EMBL { annotated Cons release) [T EMBL {annotated Cons updatesy [T RefSeq Genome (Release)
|l [T EMBL {Whole Genome Shotgun

BefSeq Genome (Updates)

Masters)
Nucleotide related databases
UniProt Universal Protein Resource

[1][#]

B = unipratke I UniProtkB/Swiss-Praot [ UniProtkB/TrEMBL [ UniRefloo [ UniRefoo

[T UniRefs0 [T UniParc

Other protein sequence databases

Protein functon, stucture and interaction databases
Enzymes, reactions and metabolic pathway databases
Mutation and SMP databases

H[#][#][#][+]
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Cluick Search Library P.

Tools Results Projects Wiews Databanks

Reset j search IMGT/ALIGKM-DE

search Options Fields you can search Your search terms

In a single field, vou can separate multiple values by &, |, |

mp Search
Combine search terms
with: [1[0R] - | AT et ~=lcL
| AT et ;l |u:hru:-niu: Iprnphiocytic leukemia
Use wildcards [T est =
Get results of type: | AT et =1l

Select the fields you want displaved in your wiew and choose the format

& wigw results using:
g Choose 1 or more fields: Display &s: ™ Table O List
ESeqSimpIeView ix]
o D = o
Divizion ,
- . AoNumber Sequence Farmat: | embl -
Create a view Molecule

D eszcription
Show I 30 vI K.emwords
Organizm ;l
results per page
To do more advanced

queries, use the Extended
Query Form.

nmp Search )

SRS Release 7.1.3.2

Copyright @ 1997-2003 LIOM bioscience &G, All Rights Reserved, Terms of Use Feedback & Support
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Cuick Search Library P. Tools Results Frojects Views Databanks

Reset j search IMGT/LIGM-DB
search Dptil:lns [ == I's [~ v can coaarch Wour coarch tarmmac
In a single field, you can separate multiple values by &, |, | nimp Search j
Zombine search terms
with: || [0OF] = 0 I AT ext ;I ICLL | | chronic lpmphocytic leukemia
O |amen =l =
Use wildcards ™ ﬂ, I.-'l‘-.IITe:-ct ;”
Get results of type: O [aimen =1

I Entiy "I
Result Display Options

Select the fields you want displaved in vour view and choose the format

% wigw results using:

Choose 1 or more fields: Display &s5: ™ Table o List
| " Complete entries * ;l

Feature: Acckumber ;l
Feature: Ftk.ey .
o~ : Feature: FiQualifier Sequence Faormat: I embl j"
Create a view Feature: PID
Feature: FtDescrption
Show I 30 "I Feature: FtlLength j
-

Feature: Sequence
results per page

nimp _Search
e

To do more advanced
queries, use the Extended

Query Form.

ar

SRS Release 7.1,.2.2 Copyright @ 1997-2002 LICHN bioscience AG, All Rights Reserved, Terms of Use Feedback & Support LI
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HELP
Quick Search Library P Tools Results Projects Wiews Databanks =0
Reset ) search IMGT/LIGM-DB
In a single field, you can separate multiple values by 2, |, ! nimp Search
Combine search terms
with: | & [aMD) - 0 | LT et ;I |ELL | chronic lymphocytic leukemia
© | Division =] [HUM
Use wildcards M ﬂ, E 2T et L”
Get results of type: ﬂ' W
I E ity "I Divizion
AccHumber
2k Dosciiy .
Result Display Options EESC”':'S':'” . . :
Sgle Mewords F displayed in your view and choose the format
Organizmm
* iew results Lsing: Authors
I Cho Title, Display As: * Table 0 Ljst
ISeqSimple"-.-"iew ;' Citation — '
= Date
ar Fg: Seglength
~ Fon EEEEUFEZ E:EE}' i Sequence Format: | ermbl TI
7 eature:; Lialirer
Create 3 view F:: Feature: PID
Feature: FtDezcription
Show I 30 j' Fea Feature: FiLength
&3 = 4l entries

results per page

IS, Scarch )

To do more advanced
queries, use the Extended

Query Form.

SRS Release 7.1.2.2 Copyright © 1997-2002 LION bicscience &G, all Rights Reserved, Terms of Use Feedback & Support
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Cuick Search Library P Tools Results Projects iews Databanks

Reset j search IMGT/LIGM-DB

search Options Fields you can search Your search terms

In a single field, you can separate multiple values by 2, |, | nmp Search )
Zomhbine search terms
weith: | & [AMD) - o | AT et ;I |ELL | chromic lpmphocytic leukemia
€ |Division | [HUM
Use wildcards ™ o I.-'l".IITe:-ct ;”
Get results of type: O [aimex =l

I Entry *I
Result Display Options

Select the fields you want displayed in vour view and choose the format

% vigw results Lsing:

Choose 1 or more fields: Display As: ™ Table  List

ESeqSimple‘v’iew i-] P

) * Mamesz anly * MD|ECU|E :I

D:umlet entries ™ Drescription J Sequence Format: I embl "I
. T F.emyords

FastaSeqs Organizm

SeqSimpyiew Authors

Fasta2Seqs Title

IMGTLIG Citation ;I

IMGTLIGK

IMGTLIGKZ

'IMETLIGM3 - nmp Search )

To do more advanced
gueries, use the Extended

Query Form.,

SRS Releaze 7.1.2.2 Copyright @ 1997-20032 LION bioscience AG. All Rights Rezerved, Terms of Use Feedback & Support
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Quick Search Lbrﬂi Pﬁ C!uei Form Tools Results Pm'lems Views Databanks

Fezet

Query "l[irmatligrn-allText: CLL* ] | [imgtligm-2lTexzt: chronic lymphooytic leukemia®*]) 2
[imgtligm-Division:HUM* ] " found 950 entries

next j

Apply Options to: IMGT/LIGM-DB Accession Description SeqlLenqgth
_ra- Hormo sapiens IDGCLLO97 Iga heawy chain variable region
IMGT/LIGMM-DBE: AF0Z21940 - . .
i'.-. | d | | £ AFOZ 1040 rmRMA, partial cds. @ RMA; rearranged configuration: 261 | —
selected results only Ig-Heawy; regular; functionality productive; group IGHY,;
*  |nselected results oy subgroup HYF,
_np. Hormo sapiens IDGCLL1SE Ig& heawy chain variable region
IMGT/LIGM-DB: AF0Z21941 - . .
i £ AFOZ 1041 mRMA, partial cds. ; RMA; rearranged configuration; 279
Result Options Ig-Heawy; regular; functionality productive; group IGHW!
subgroup Hwl,
IMGT/LIGN- DB AF021942
BlaztM - Launch . e ! . ! :
I = = Launch ) AF0=1942 Ig-Heawy; regular; functionality productive; group IGHW,; 376
Show tools relevant to these subgroup HY3.
rEsulis: IMGT/LIGM-DB: AF02 1043 Hormo sapiens IDGCLLOSS IgG heawy chain variable region
licolL=Ry £ AFODZ1043 mREM&, partial cds, ; EMA&; rearranged configuration; 285
. . . Ig-Heawvy; regular; functionality productive; group IGHWY;
Link to related information; subgroup HY3.
uﬂ.) IMGT/LIGM-DE: AF 021944 Hormo sapiens IDGCLL109 IgG heavy chain variable region
. AFOZ 1044 mRMA, partial cds, ; RMA; rearranged configuration; 355
Save results: Save J Ig-Heavy; regular; functionality productive; group IGHW;
subgroup HW1.
_rA. Homo sapiens ID:CLL111 IgS heavwy chain variable region
. . IMGT/LIGM-DB: AFO0219<45 - . h
Display Options £ AF021945 mBEMA, partial cds, ; EMA; rearranged configuration; 373
Ig-Heavy; regular; group IGHY,
Wiew results using: IMGETALICM-DB: AF02 1046 Homo sapiens IDHCLL128 IgG heawy chain variable region
- - i AFOZ 1046 rmRMA, partial cds, @ RMNA rearranged configuration: 261
|SE':|5"""P|EV'EW = Ig-Heavy; regular; functionality productive; group IGHW;
subgroup Hw4,
Show |3D j' results IMGT/LIGM-DE: 4F 021947 Horno sapiens IDNCLL132 IgG heawy chain variable region
per page . AFOZ 1047 rmREMA, partial cds. @ RMNA rearranged configuration: 261
Ig-Heawy: regular; functionality productive; group IGHY,;
T— - m subgroup Hw4,
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Reset Query "l[imgtligm-allText:CLL* ] | [imgtligr-AllText: chronic lymphocoytic leukermia™ ] & next
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