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Especificaciones DAS

» dsn
Comando. PREFIX/das/dsn
Funcion: Retorna los anotaciones que disponible el servidor DAS.

* .entry_points :
Comando: PREFIX/d_as/DSN/entry_'Bmnts :
Funcion: Retorna la lista de las posibles entradas y sus respectivos
tamanos para el servidor DAS.

s sequence
Comando:
PREFIX/das/DSN/sequence 2segment=RANGE[;segment=RANGE]
Funcion: Retorna la secuencia (nucleotidos 0 amino acidos)
correspondiente al segmento dado.

+ dna
Comando: PREFIX/das/DSN/dnha ?seﬁment=RANGE[;segment=RANGE ]
gugcién: Retorna la secuencia de “DNA” correspondiente al segmento
ado.
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Especificaciones DAS (ll)

es
ty8omando: PREFIX/das/DSN/itypes[?2segment=RANGE][;segment=RANGE]
[;type=FYPE][;type=TYFPE]
Funcion: Retorna los anotaciones disponibles para un segmento dado.

- features
Comando: PREFIX/das/DSN/features?segment=REF:start,stop

[;segment=REF:starn, stop]
[type=TYPE][;type=TYPE]
[;cateqory=CATEGORY][;,category=CATEGORY]

Funcion: Retorna las anotaciones cruzadas de una o mas secuencias
(nucleotidos o amino acidos).

*—link
Comando.: PREFIX/das/DSN/ink?field=TAG;id=1D
Funcion: Retorma una pagina web con descripciones sobre la anotacién dada.

* -~ stylesheet
€omando. PREFIX/das/DSN/stylesheet

Funcion: Retorma la hoja de estilos correspondiente.
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. Respuesta de la lista de serv1dores DAS

& — S e

J -l"""f' ——— de ano[ Jf_c:]onesm‘ —— =t —

<DASGFF>
<DSN>
<SOURCE id="elegans”>
elegans
</SOURCE>
<MAPMASTER>
http://www.wormbase.org/db/das/elegans
</MAPMASTER>
<DESCRIPTION>
C. elegans annotations from WormBase
</DESCRIPTION>
</DSN>
</DASGFF>
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http://www.wormbase.org/db/das/elegans

<DASEP>
<ENTRY_POINTS

nref="http://vab.wormbase.org:8080/db/das/elegans/entry_points”

version=“default”>
<SEGMENT 1id="00" s
<SEGMENT 1id="01" s
<SEGMENT 1id=02" s

</ENTRY_POINTS>
</DASEP>

M M

N N N

(D

ll

ll

OO J)
“100”
“100”

subparts=’ yes“ />
subparts="yes” />
subparts=“yes” />
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Respuesta de un serv1dor DAS auna

<DASSEQUENCE>
<SEQUENCE id="P11766" version="X.XX" start="3" stop="300" moltype="“Protein”>
EVIKCKAAVAWEAGKPLSIEEIEVAPPKAHEVRIKITIATAVCHTDAYTLSGADPEGCFPV
ILGHEGAGIVESVGEGVTKLKAGDTVIPLYIPQCGECKFCLNPKTNLCQKIRVTQGKGLM
PDGTSRFTCKGKTILHYMGTSTFSEYTVVADISVAKIDPLAPLDKVCLLGCGISTGYGAA
VNTAKLEPGSVCAVFGLGGVGLAVIMGCKVAGASRIIGVDINKDKFARAKEFGATECINP
QDFSKPIQEVLIEMTDGGVDYSFECIGNVKVMRAALEACHKGWGVSVVVGVAASGEEI

</SEQUENCE>
</DASSEQUENCE>
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Respuesta de un serv1dor DAS

Teibe vt Jd \ oz Cusitent

- alas anotaciones

_'\*‘ ,.///l—\\* s ‘_J\\“ \
<DASGFF>

<GFF version=¥1.0" href="http://www.ebi.ac.uk/das-srv/uniprot/das/aristotle/features?segment=P11766" ">
<SEGMENT 1id=*P11766” start="1" stop="373">
<FEATURE +d="P11766” label=“P11766”">
<TYPE +id="description” category="">description</TYPE>
<METHOD id=“description”>description</TYPE>
<START>0</START>
<END>0</END>
<SCORE>-</SCORE>
<ORIENTATION>0</ORIENTATION>
<PHASE>-</PHASE>

<NOTE>

Alcohol dehydrogenase class 3 chi chain (EC 1.1.1.1) (Alcohol dehydrogenase class III
chi chain) (S5-(Chydroxymethyl)glutathione dehydrogenase) (EC 1.1.1.284) (Glutathione-
dependent formaldehyde dehydrogenase) (FDH).

</NOTE>
<LINK href="http://www.ebi.uniprot.org/uniprot-srv/uniProtView.do?proteinAc=P11766">
http://www.ebi.uniprot.org/uniprot-srv/uniProtView.do?proteinAc=P11766
</LINK>
</FEATURE>
</SEGMENT>
</GFF>
</DASGFF>
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The response (DAS status codes):

DAS

200
400
401
402
403
404
405
500
501

OK, data follows

Bad command (command not recognized)

Bad data source (data source unknown}

Bad command arguments (arguments invalid)

Bad reference object (reference sequence unknown)

Bad stylesheet (requested stylesheet unknown)

Coordinate error (sequence coordinate is out of boundsfinvalid)
Server errar, not otherwise specified

Unimplemented feature

Osvaldo Grana
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http://www.ensembl.org/info/data/external_data/das/ensembl_das.html
http://www.e-protein.org/e-proteindastypr.html
http://www.efamily.org.uk/software/dasclients/spice/spice.shtml
http://madas.bioinfo.cnio.es/
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DAS in Ensembl
The Ensembl DAS reference server

Ensembl provides a DAS reference server which gives access to genomic sequences, the latest Ensembl gene predictions, and for some species, karyotypes and ditags. A
list of the sources currently served from the Ensembl DAS reference server may be found as XML documents at

http:j/www.ensembl.org/das/dsn (listing generated from the standard DAS data source name (DSN) request)
http:www.ensembl.org/das/sources (a listing with extended information)

Example regquests

DAS request URLs have a specific format:
protocol://site-prefix/das/data-source/command?arguments

For example:

http://www.ensembl.org/das/Homo_sapiens.NCBI36.transcript/features?segment=13:31787617,31871806
Request all transcripts (exons really) in the region [31787617,31871806] on human chromosome 13 (this is where the gene BRCAZ is located in the NCBI 36
assembly).

http://www.ensembl.org/das/Gallus_gallus.WASHUC1.reference/sequence?segment=1:1,1000
Request the first 1000 bp of the first chicken chromosome.

DAS stylesheet support in Ensembl

Ensembl supports use of DAS "stylesheet" request which provides a facility to make the display of the features nicer. A PDF document that describes the stylesheet
support is avaliable here:

Ensembl Stylesheet Support

DAS clients in Ensembl and semantic extensions to the DAS specification

DAS clients are built into several Ensembl displays to enable incorporation of third-party annotation data by "attaching a DAS source”. Ensembl uses DAS for showing
external third-party data and data from in-house DAS sources. The help pages for DASConfView explain how to attach a DAS data source to an Ensembl display.

Some Ensembl displays intreduce semantic extensions to the DAS specification. This is explained below.

ContigView and CytoView

A genomic DAS source serves data in the format specified in the DAS/1.5 specification. In Ensembl, genomic DAS sources can be attached to ContigWiew and to CytoView
(see examples in humany) if the annotation is in chromosomal coordinates, on contigs or on any other top-level assembly structure known to Ensembl for that species. For
genomic DAS sources the assembly version is important as otherwise features from a source annotation (e.g. from the NCEBI 36 human assembly) may be offset in
ContigView.

Please note that for most species, Ensembl chromosomes are named like "1", "2", "X", "Y" rather than like "chrl”, "chr2", "chrX", "chr¥". The exceptions are the
Orosonhila melanooaster. &nonheles nambiae. Caenorhabditis elenans. and Saccharomyces cerevisiae aenomes which uses other naminag conventions

o]

.

http://www.ensembl.org/Homo_sapiens/geneview?gene=P51587,;db=core;das_sources=UniProt

Ino 2007
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Ensembl ProtView

J Ensembl release 45: Mus musculus Peptide Report for ENSMUSP00000026455 - Mozilla Firefox
Eile Edit View History Bookmarks Tools Help

11

- < 72} |1 nttp:www.ensembl.org/Mus_musculus/protview?db=core transcript=ENSMUST00000026455 &[] | [Cl-[salud
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Your EnsEMBL Ensembl Protein Report

MlE (MG| Symbol} To view all Ensembl genes linked to the name click here.
This peptide is 3 member of the Mouse CCDS5 set: CCD524265

= Login or Reglister Peptide

© About User Accounts

ENSMUSP00000026455 | Ensembl Peptide ID ENSMUSP0O0000026455
= Gene Information Translation This protein is a translation of transcript ENSMUSTO00000026455, which is a product of gene ENSMUSG00000025389.
= Gene regulation Info. Information

Genomic sequence
alignment

Gene splice site iImage
Gene tree info

Gene variation Info.

ID history

Genomic sequence
Transcript information
Exon information
Protein information
Export protein data

This peptide can be found on Chromosome 10 at location 127,628,831-127,633,453.
The start of this peptide is located in Contig AC135855.4.

Genomic Location

Description major intrinsic protein of eye lens fiber [Source:MarkerSymbol; Acc:MGI1:96990]

Prediction Method
UTRs (For more information see V.Curwen et al., Genome Res. 2004 14:942-50)

IPRO0O0O719 Protein kinase - [View other genes with this domain]
IPRO12269 Aquaporin - [View other genes with this domain]
IPRO00425 Major intrinsic protein - [View other genes with this domain]

InterPro

Chromosome 10
ENSFOO000000408 : AQUAPORIN AQP AQUAPORIN WATER CHAMNMEL

127,628,831 - (PO Pl . . e :
This cluster contains 7 Ensembl gene member(s) in this species.
127,633,453 g P
Peptide
Protein Features
= View of Chromosome SNPs
= Graphical view Low complex s=q
= Graphical overview SUPERFAMILY 2138
= Export Information TIGRFANM £0P
about region Plam MIP
= Export sequence as Prsite pattems
FASTA PRINTS P
= Export EMBL file Scale (aa) 0 40 a0 120 160 200 263
i Export Gene Info In SNP kgerd Synony moLs
region
i: Export SNP Info In Protein Sequence MHELRSASFWRAT FAEFFATLFYVFFGLGASLRWAPGPLHVLOVALAFGLALATLVOTVG
e HISGAHVHPAVTFAFLVGSOMSLLRAFCY TAADLLGAVAGAAVLYSVTPPAVRGNLALNT
. 9 LHAGVSVGOATTVETFLTLOFVLCIFATYDERRNGRMGSVALAVGFSLTLGHLFGMYY TG
# Export Vega info in AGMHPARSFAPATLTRNFSHHWYYWYGP L IGGGLGSLLYDFLLFPRLKSVSERLSILKGA
region RPSDSNGOPEGTGEPVELKTOAL
Ensembl Archive Show the following features: | None j

Genes were annotated by the Ensembl automatic analysis pipeline using either a GeneWise/Exonerate model from a database protein or a set
of aligned cDNAs followed by an ORF prediction. GeneWise/Exonerate models are further combined with available aligned cDNAs to annotate

Done
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Ensembl GeneView

) Ensembl release 45: Homo sapiens Gene report for ENSG00000139618 - Mozilla Firefox

12

Eile Edit Miew History Bookmarks Tools Help

/IJ} |@ http:/fwww.ensembl.org/Homo_sapiens/geneview?db=core;gene=EN5G00000139618

LT_,_I|‘| [>] |'|salud

@ Disable~ £ Cookiesw [_]CSS- EJForms- [#Images- @ Information- IMiscellaneous- . Outline~ E:Resizev f’Toolsv QVIew Sourcer .~ Options-

&/ DAS in Ensembl

£l Ensembl release 45: Mus m... |

| £l Ensembl release 45: Ho... [

e.’ Ensembl Human Geneview

Search: ! Human & EBI . Sanger . I-- ;'I m

e.g. EN5G0000013%618, ENSG00000138411

Jun 2007

Your EnsEMBL

= Login or Register
0O About User Accounts

ENSG00000139618

Gene Information
Gene regulation info.
Genomic sequence

Genomic sequence
alignment

Gene splice site Image
Gene tree Info.

Gene varlation Info.
LD info

ID history

Compare SNPs In
transcript

Transcript Information
Exon Information
Proteln information
Export gene data

Chromosome 13
31,787,617 -
31,871,806

= View of Chromosome
13

= Graphical view
= Graphical overview

= Export information
about reglon

= Export sequence as

. FASTA

; Export EMBL file

Export Gene Info In
region

= . RN B 8

=l Ensembl Gene Report for ENSG00000139618

Gene

Ensembl Gene ID

Genomic Location

Description

Prediction Method

= Transcripts

=] Alignments

BRCAZ2 (HGNC Symbol)
This gene is a member of the Human CCDS5 set: CCD59%344

ENSGO00000139618

This gene can be found on Chromosome 13 at location 31.787,617-31,871,806.
The start of this gene is located in Contig AL445212.9.1. 166657

Breast cancer type 2 susceptibility protein (Fanconi anemia group D1 protein). Source: Uniprot/SWISSPROT P51587

To view all Ensembl genes linked to the name click hara.

gene containing both ensembl predicted transcripts and havana manual annectation

ENST00000380152 ENSPO0O00D0D369497 BRCAZ HUMAN

[Transcript info]

[Exon info] [Peptide info]

Features ¥

Chr. 13 31.78 Mb 31.20 Mb

21.84 Mb

31.85 Mb 31,

Length F— Forward sirand

Ereembl trans. BRCAZ_HUMAN
Cagmmon Knpwn Proteincoding

DNA(cortigs)

= LOCE46799
Erezmbl Known Protein Coding

Ereembl trans.

Ersgmbl
W &-
= Q5T
Erszm

Length -t 104.10 Kb

Fevemse simnd —

2.7 Mb 31.20 Mb 31.82 Mb

31.84 Mb

31.85 Mb .

This gene can be viewed In genomic alignment with other species
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} e-Protein: DASTY Protein DAS client - Mozilla Firefox

File Edit View History Bookmarks

5 S — — Y B

@ Disable- 2 Cookies- [1C55- []Forms- [#|Images- @ Information- [

Tools Help

(2% |0 nttp:www.e-protein.org/e-proteindastypr.ntmi [~ ] W-|salug

Miscellaneous- ./ Outline- . iResizer #“Tools- {|View Source- . Options-

| [| e-Proteln: DASTY Protel... [3 | (7 Dasty [

210,0,0,0,0,0,0

&/ DAS in Ensembl

E-Protein Uniprot Search

Space separated words will be combined using "&' (AND)
Separate words with '|' (OR) to select entries containting either word
Wildcards (*) will match any character(s)

— Enter Query
IDfAccessicnI or Description Immunoglobulin
Select Organism I Please Select j or enter

names

Database: Uniprot Swissprot [¥ Uniprot TrEMBL [+

Submit | Clear Form I

595 hits found. (1)..2..3..4..5..

.60 >
Primary
H@

IE IE Q7WZI3_HAESO Q7WZI3 High molecular weight-immuneglobulin binding proteins. Haemophilus somnus
Immuneglebulin Al protease precursor (EC 3.4.24.13) Streptococcus

@ IE R T R0 (IgA1 protease) (IgA-specific zinc
Immuneglobulin Al protease precursor (EC 3.4.24.13) Streptococcus

[D][U] 1Ga1sTRR6 Q59847 Bl e 1963
Immuneglobulin Al protease precursor (EC 3.4.24.13) Streptococcus

[D][U] 1caiB. sTRPN Q54875 o e e 1927

- N Leptospira interrogans
[D][U] q7x2a1 LEPIN  Q7¥2A1  Immuncglobulin-like B protein. _optospirs Ineer 1889
50086 Immunoglobulin Al protease precursor (EC 3.4.24.13) N

@ IE 1GA1_STRSA Q (IgA1 protease) (IgA-specific zinc metalloproteinase). Strept 1S sanguis 1854

[D][U] 16A4_HAEN ogEs TR iR s ie (R Al Haemophilus influenzae 1849
(IGA1 protease).

[D][U] 1GAz_HAEN pasags  mmunoglabulin Al protease precursor (FC 3.4.21.72) Haemophilus influenzae 1702
(IGA1 protease).

[DI[U] 16a0_HaEm prpEn Ll W G prdieres ey (IS B A1) Haemophilus influenzae 1694

(IGA1 protease).
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} e-Protein: DASTY Protein DAS client - Mozilla Firefox

} Dasty - Mozilla Firefox

File Edit Miew History Bookmarks Tools Help 7=
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intrinsic protein UNIPROT: 3
1D: P51180 = == = - = __”
LENGTHZE3 e f e e errrreirer A e S E
POBESUM LIGANDS = . LT
FEATURES SORT [ I
_ Positional o Default Cath . . . . . i . ! ! I
JNen Positionz ([ Type MOTIF . . . . . .. . . .
- MOTIF . . . . . ' . . .
= Both _ Score PIR : : : : : : : : X
TIGRFAMs . . . . . , .
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(«) Compressed TOPO_DOM ! ! ! ] ! ! ! ! ! |
_ Expanded [Search again | TOPO_DOM . . . . - . . . o
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[a
pubmed:16141072 Carninci P., Kasukawa T., Katayama 5., Gough J., Frith M.C., Maeda N., Oyama R., Ravas
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BNG B-NONYLGLUCOSIDE
] .TJ"
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iHOP CGI-XML Services 3

J iHOP - Information Hyperlinked over Proteins - Mozilla Firefox
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Developer's Zone

Introduction

How to cite IHOP

IHOP web services are provided in flavours: CGI-XML (like DAS servers), SOAP web services and BioMOBY web services
Contact
Links
Help

& CGI-XML
The basical IHOP functionality is available through eight different CGI services. Sample forms are available:

¢ getRelatedSymbols, which returns a list of the available IHOP symbols which can be the one you have typed in as free text

@ getSymbolsFromReference, which returns a list of the available IHOP symbols which can be the related one to the biological reference used as
input

& guesssymbolldFromSymbolText, which guesses an IHOP symbol Id for the input symbol text and organism (represented as a NCBI Tax 1D)

& guesssymbolldFromReference, which guesses an IHOP symbol Id for the input biological database reference

@ getSymbolinfo, which returns some information about a gene symbol

@ getSymbolDefinitions, which returns the sentences that IHOP used to define the input symbol

© getsSymbolinteractions, which returns the sentences which are describing an interaction with other gene symbols

© getPubMed, which returns a IHOP digested abstract from the input PMID

These CGI services usually take as input parameter either the gene symbol (and optionally, an NCEI Taxonomic ID), a biological database reference or
the corresponding iHOP ID. There are three exceptions: getRelatedSymbols and guessSymbolldFromSymbolText, which only take as input parameter a
gene symbaol (and optionally, an NCEI Taxonomic I1D); getSymbolsFromReference and guesssymbolidFromReference, which only take as input
parameter a biclogical database reference: and getPubMed, which takes either a PMID or an iHOP PMID. The generated output is in XML. When the
requested information is not available, the CGI services use the standard HTTP code 404.

These are some URL examples for CGI-XML paradigm:

http:/fubio.bioinfo.cnio.es/biotools/iHOP/cgi-bin/getRelatedSymbols?gene=P53
http://ubio.bioinfo.cnio.es/biotools/IHOR/cgi-bin/getSymbolsFromReference?reference=P38398
http://ubio.bioinfo.cnio.es/biotools/IHOP/cgi-bin/guessSymbolldFromSymbolText?gene=P53&nchiTaxld=10090

http://ubio.bioinfo.cnio.es/biotools/iIHOF/cgi-bin/guessSymbolldFromReference?reference=P87654

Concept & Implementation

http:/fubio.bioinfo.cnio.es/biotools/iHOP/cgi-bin/getSymbolinfo?gene=P53&nchiTaxld=9606

4y e T AR hin hininfa cnin ssihintanl=AHORFAi-hin/natSyrmhnlDafinitinns?asns—BRCAT Ll_I
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ﬁ_l‘ ||_| http://ubio.bicinfo.cnio.es/bictools/i

OPXML-doc/iHOPUserLibrary.pm.html

)} getsymbolinfo service test - Mozilla Firefox

File Edit Wiew History Bookmarks Tools Help

+« THE iHOPUserLibrary PACKAGE
+« RETATED MODULES
+ AUTHORS

NAME

% IHOP - Information Hyperlin... [} http://ubio.bi...A1&ncbiTa| -2 - @ 2% |_nttpgubio.bioinfo.cnio.es/biotoals/IHOP/getSymbolinfo.ntml [+ [[Cl-|cytogenetics &
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= - - -
2 % IHOP - Infermation H rlin... http://ubio.bi...A1&ncbiTaxld= jletSymbolinfo service t... I
b *« SYNOPSYS o] ypel | P: L] getSy [*] s
o NOTES

Please fill-in either a gene symbol, a biological reference or iHOP
symbol id
This is a demonstration HTML form about usage of iHOP. getsynbolinfo CGI-XML service
NCBI TaxID* Bio Reference

Free text iHOP symbol id

[po1501 OR

O.RI

iHOPUserLibrary - A library which eases the use of iH

* This is an optional parameter which constrains the search

SYNOPSYS

use iHOPUserLibrary;
use HTTP::Response;
use XML::LibXML;

my($result)=iHOPUserLibrary: :getSymbolInteractionsFromIHOP(32484);
if($result-=is_success) {

print $result->content;
h
my($definitions)=iHOPUserLibrary: :getSymbolDefinitionsFromReference( 'P31947');
my($relatedSymbols)=iHOPUserLibrary: :getRelatedSymbols('breast cancer');
if($relatedSymbols->is success) {

my({$parser)=XML: :LibXML->new() ;
my ($document)=$parser->parse_string($relatedsymbols-=content);

NOTES

The information generated by this library was obtained from the iHOP server developed and created by Robert Hoffmann. iHOP - Information
Hyperlinked over Proteins is licensed under a Creative Commons Attribution 2.5 License (http://creativecommons.org/licenses/by/2.5/).

The information generated by this library was obtained using the iHOP web services developed and created by Jos® Mar€a Fern€ndez Gonz®lez,
CNIO.

José
José

j:;!l Done
alla rernandez (Jonza[ez (Jm’rernanan@cmo.es)

lutense de Verano 2007
Biologia Computacional

Bioinformatica Yy


mailto:jmrodriguez@cnio.es
mailto:jmfernandez@cnio.es

Taverna, un “banco de trabajo”
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