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DAS Specification

Distributed Annotation System (DAS)

— A server system for the sharing of Reference
Seqguences, and their annotations.

Reference Sequence
— A sequence.

Annotation - An entity which:

— Is anchored to the reference sequence via a stop and
start value.

— Possesses an ID unique to the server and a
structured description of its types, methods, and
categories.

Global Annotation:

— Annotation that applies to the entire reference
sequence,; start and stop are void

20f19



welloome trust

e, gnmecen  [Ysanger
° Reference Sequences

* Applicable to ContigView;
— Chromosome
— Contig
— Clone

o Applicable to ProtView or GeneView,;
— Protein
— Gene (global annotation only)
— cDNA (not yet implemented)
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71 - 80: 33 28 26 26 26 26 hamozygous mutant mice by Western blot analysis, (2:37973)
a1 90: 42 44 42 37 37 42 International Mouse Strain Resource: (Search for IMSR strains with Epha2 mutations)
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Adding custom data to
Ensembl Displays

 Add a new DAS server;
— Switch on pre-configured server,
— Configure a new server,
— Set up your own server (see Ensembl docs),
— ContigView, ProtView and GeneView.

 Use Ensembl DAS server to display your data,
made accessible via;
— file upload,
— Web page (URL),
— ContigView only at this time.
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= General
= Fulltext search

Entry Points

Ensembl BLASTView
Ensembl ExaSearch

Ensembl Homepage

-
-
= Ensembl HelpView
-
= Ensembl TextView

Data Displays

Ensembl AlignSliceView
Ensembl AlignView
Ensembl ChromoView
Ensembl ContigView
Ensembl CytoView
Ensembl DiseaseView
Ensembl DomainView
Ensembl DotterView
Ensembl ExonView
Ensembl FamilyView
Ensembl FastaView
Ensembl FeatureView
Ensembl GeneSNPView
Ensembl GeneView
Ensembl GOView
Ensembl KaryoView
Ensembl LDView
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URL based data.

Introduction

The 'URLSource' dizplay allows for selection of custom data seis located on an exernal weh serverio
he displayed in Ensermbl 'Contigyiew' and 'Cyioview displays.

This systermn is based on the custorm annotation track systerm of the UCSC Genorme Browser and
details about the data formats can be found at:
hitp:ffenome.ucse edufgoldenPath/helpicustomTrack. htrml

To add your web-hased track to Ensembl, you need to

+ Formatthe data set

b Define information about the track

v Chooge your window of the genome
»

»

Display in Ensembl
Creating 3 URL to show your data

ou ray also find the following ugeful:

b Deleting tracks
» Publizhing your data
» Example data

Formatting the Data Set

Firstly format your data as tab or =pace =eparated file using one of the following formats:

» GFF
» GTF
» BED
» PEL

Details ofthese formats can be found at hitp fgenoms ucse.eduigoldenPaththelycustomTrack html

Notes:

1. You may include information for multiple tracks in the sarme file

2. As entries in GFFIGTF files may contain spaces, then columng in GFFIGTF files MUST be
separated by & tab or atleast 2 spaces.

URL based data...
CLOSE MENU &

|
GENSCANOOOO0D0OTFT2
Ab-initic Genscan H

Reverse strand -

G000 000

ace for details.

Mozilla Firefox

=10l

data

h alocalweh-based data-source to the Ensembl ContigView and Cytoview displays

Date URL: Ihttp.,-",l\wrw.eb\.ac uk{™xosefensembl_test_bed.bd »

Fields marked with * are required

"Bl EBI. Ensembl is available to download for public use - please see the code licence for details
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URL-based

browser position chr2:1-10000

track name=Ensembl test description="Ensembl
workshop (BED)"™ color=000000
url=http://www.ebi.ac.uk/~xose/ensembl_ test.html
2 1000 1100 bed feature 11000 +

2 2000 2100 Dbed feature_ 2500 +

2 3000 3100 bed feature 2100 +
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DAS sources

Name

das_32K
das_ACEVIEWY
das_ALTSPLICE

das_Atlas
das_AtlasPlasma
das_BAC
das_CHORISOY
das_CHORI_243
das_cisRED
das_COMPUGEN
das_CPG
das_Decipher
das_DOTS
das_FIRSTEF
das_FOSMID

FEEEEEEEEEEEEEEEE E

das_GCS5_mRMNA

das_ALTSPLICESHP

das_GCE_ExoFish

EMBL-EBI

European Bioinformatics Institute

Display of uploaded data

DAS Wizard Step 2 of 3: Data appearance

Coordinate System

Enable on

DAS Server
hitp:iidas1 .=
hitp:iidas.er
hitpiiinann.
hittp: e €
hitp:fidb. sys
hitpefidb. svs
hitp:iidas1 .=
hitp:iidas1 .z
hitp:lidas.er
hitp:fiisland
hitp:fidas.er
hitp:iidas.er
hitp:iidas.s:
hitp:iidas1 .z
http:fidas1 .«
hitp:fidas1.«
hittp: i o
hitpiiannnn. ¢

Frovided by Registry

[~ oeneview
¥ contigview

[ protview
[ cytoview

[ transview

DAS Wizard Step 3 of 3: Display configuration

DAS sources

EEEEE

Name

das_32K
das_ACEVIEWY
das_ALTSPLICE
dazs_ALTSPLICESMP
das_Atlas
das_AtlasPlasma

Name:

Label:

Help URL:

Link Text:

Link URL:

Track colour

Group features

Display on:

Max rows to display:

Label features:

Apply stylesheet:

Use score:

DAS Server

httpefidas1 . sanger.ac.uk 707 0fperlfdas

As nickname in registry

As nickname in registry

wiellcome trust

sanger

MG e

Fhlue

aquamarinel
auarmarined
azure

azurel
azures
azured
azured
backgraundd
backgraundl
background?
background3
beige
hisque
hisquel
hisque?
bisguel
bisgued
black
blanchedalmaond
blue

httpefidas.ensembl.org/das
hitp: ey ehiac ukidas-snfasdidas
hitpitwesnir ehiac ukldas-snifasdidas

hitpeifdh. systernshiology.net 8080/das
httpeifdh.systermshiology.net8080/das

L1 <

Data Source

ens_nchi_35_32Zkrearray
ENs_35_aceview

asd_human

asd_snp_human
Hurman_Ens30_MCBI35_APDO405_F0O9
HumanPlasma_ALL _Ens32_FP09

Coordinate System
Ensembl Location
Ensembl Location
Ensembl Location
Ensemhl Location
Ensembl Lacation
Ensembl Location
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File Upload-based
#<coll> <col2> <col3> <col4>
#<group> <name> <type> <subtype>
Similarity Fake match_1 homology wublastn
Transcription Fake tscr_ 1 transcript exon
Transcription Fake tscr 1 transcript exon
#<col5> <col6> <col7> <col8> <col9> <coll0>
#<chr> <start> <end> <strand><phase> <score>
2 4000 4050 + 100
2 4200 4300 + 100
2 4400 4500 + 100
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Info | Databases | Blast | Genomics | Infrastructure | HGR | CGP | Projects | Software | Teams | Search Data Release Policy | Conditions of Use

L available DAS services

redqistry home

list sources |
== Keyword search: search
reqister new
validate source

arganism: authority: ; capability: label:
statistics | Homo sapiens ;! I Enserriiastess . u Muclectide sequences ﬂ I Go
gocumenfaion id clients  nickname ¢ B l-E BI T
ot T — —_ 5 5 Site Database
D5 109 [\ EAEE uniprot £ uropean Bicinformatics Institute c map . EBl gueries
v 3
9v EBI Home About EBI Groups Services Toolbox Databases Downloads Submissions
UniProt VLISl Services at the EBI
F ‘}_-5.'.!.:
The distributed annotation system (DAS) is a client-server systern in which a
* LIniProt DAS Home single client integrates information from multiple servers. The UniProt DAS U n I Prot
« Access DAS Server server allows rlesearchgrs to show their research rgsults, for example —~ AT
identified peptides or signal sequences, on the UniProt reference sequence B ) o )
= Download DAS Server sender, in the context of UniProt/Swiss-Prot annotation.
* Contact Us
The UniProt Protein DAS Reference Server
* Access the UniProt DAS Server
Ds_110 dsg .
G_V' 5] Al 5 The UniProt DAS Reference Server serves both sequence and feature data from
: UniProtiSwiss-Prot and UniProtTrEMBL. In addition to this, feature links to InterPro for all the
DSJ”_ ] cath proteins in UniProt are provided, including basic information {position, id and a brief description)
@v and internet addresses to the relevant data source.
The server can be gueried using any of the following:
Ds 112 structura * *UniProt Accession nurmbers ey, 035502 sequence, features
@v 4 + "Swiss-Prot ID's e.g. A4_Human sequence, features
+ *TTEMBL ID's e.g. Q12358 sequence, features
s allo- g « Pl ID's e.g. IPIDO015171 sequence
oV 4 « UniParc ID's e.g. UPIDDO0125656 sequence

All of these kinds of identifier will return sequence infarmation. Identifier types marked with an *
will also return UniPrat and InterPro feature hits.

http //d as_sanger. ac.u k/reg |Stry/ Far further details of the UniProt DAS server click on the link above that will take you to the

UniProt DAS home page. This includes example requests using the DAS protocol for real
proteins that can be found in UniPrat.
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