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O Dasty — an overview
® Functionalities

©® User Interface

17/05/2006 Nisha Vinod ~  Foes :




> A Protein DAS Client

“* Queries various protein DAS Servers and
visualizes protein sequence features.

*» Implemented using Macromedia Flash,
XML and servlets.
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» Dasty provides

»+Positional Features

**Non Positional Features
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»Zoom and Navigation

* The user will be able to zoom in and zoom out to
view individual features in detail and be able to
navigate through.

» Grouping

“* It will be possible to group features, e.g. display all
structural features on one line. This is done by a
configuration file.
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»Sorting
* The user will be able to sort features.

v'By feature type, or
v'By score

e Feature Information

“*The user will be able to view feature
descriptions and type information.

17/05/2006 Nisha Vinod




»> Hyperlinks

% Clicking onto any feature positions is linked to

the corresponding sites transmitted in the
“URL” parameter of the DAS protocol.
» Colour coding of features

“ Mapping of feature types to colours
configurable by a configuration file.
» Sequence Display

* Display of the whole sequence as well as
' mouse over onto any feature positions shows
the relevant sequence highlighted.
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» Caching

*» Feature requests are cached

» Test a specific DAS server
% Testing of a specific DAS server, which is not
yet added to the registry.
» Version comparison of reference
sequence and annotation

% Compare and display of a message if the
versions of annotations are different from a

reference sequence.
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> Can view

*» Protein synonyms

s+ Literature references
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1-EBI Dasty — Entry Page

uropean Bioinformatics Institute

Dasty o ——————

This Protein DAS Client queries protein DAS Servers and visualizes
protein sequence features.

For a description of the DAS protocol see http//www_biodas.org.

Please enter a protein of interest then press arrow button below.

Test a
specific
server

Example queries:
* Swiss-Prot ID's (e.g. Ad_HUMAN)

* UniProt Accession numbers (e.g. Q24488)
0 access a specific DAZ server please selectthis box

ACCESSION NUMBER:
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|. EBl.'iasty, showing positional features
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Dasty

The verzion from SMART, INTERPRQ, =ervers are different from reference server _—

NAME:  Tyrosine-protein kinazse [ T e . HNVDSRNY
transmembrane receptor Hor UNIPROT: 1 |0QsseICHYNGTICRDVLSNAHVFVEPNLTM
precursor =|| | LEERLKAAYGWVIKESKDMNANCRMY ALPSLE

) | SMPICRTPERTHLLY FANVATNAKOLKNYSIR

- RTKSKDIKNISFKKKE T EDVFSTDISSKY PP

—— ESENLKRICREECELLENELCOKEY ALAKRHPY

D: Q74488 TRNRT . ) VEVEDCOKLPOHKDCLSLGITEVDKTENCYV

- —— - = = GETYRGVANVSASGKPCLRWSWLMKEISDF

LENGTH: 825 = — [+ | |LIGONYCRNPGSVENSPWCFVDSSRERIELC]
FEATURES SDRT T T T T T T T T T
(»)Positional (= Default URPFROT - -~ ————F-——-- e A e A et el et A
(Mon Positional (_ Type CHAIN _
_Both (_/Score DISULFID : LI § : : : : : :
DISULFID . N e . : . : . .

VIEW DISULFID Z Z L Z Z Z Z Z

= Compressed DISULFID . . . . . . . . .

. DISULFID ' ' ' (o] ' ' ' ' '

/Bxpanded | searchagain || | |pisuLFip — . Z ; : ; : ; :

DISULFID — Z Z Z Z Z Z l l
DISULFID D o : : : : : :
NP_BIND ! : ! , , |~ I \ . ,
i 17 153 19 503 581 457 533 ) 583

Tyrosine-protein kinase transmembrane receptor Ror/FTId=PRO 0000024462

Type: CHAIN Position: 25-685%  Score: -
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shows a message

Sequence check,

The version from SMART, INTERPRO, servers are different from reference server _

NAME: Tyrozine-protein kinase
transmembrane receptor Ror
precursor

: 024488
LLEHIRTH: 685
4

SFEATIJRES SORT

HNWVD ERP’>

= Default
_iType
Both Score
VIEW
Compressed
7Expanded SeArth again

Search again,
with another
accession

'.-_-_'- QASSGICHN NGTICRDWVLSNARVFWSPNLTI
b ",!, LEERL KAaAY GVIKESKOMNANCRIMY AL PSLC
—_— AOTOEOT A N AT A o
3 SHMPICRTPERTNLLY FANVATHAKQLKNVSIR
= RTKSKDIKNISIFKKKSTIHEDVFSTDISSKY PP
. ESENLKRICREECELLENEL COKEY ALAKRHPY
[ . VGVEDCOKLPAHKDCLSLGITEVDKTENCYW
[— N GSTYRGWVANVSASGKPCLRWSWLMKEISDF
—— - LIGANY CRNPGSWVENSPWCPVOSSRERIELCH
UNIPROT: -~~~ ~ "~~~ ~~~ | ey e | AP (S S Bl S S S SO T S S
CHAIN : : : = .
DISULFID ; S e | '
DISULFID - & Ly - -
DISULFID : . | Detailed view
DISULFID : : [ — ; : ;
DISULFID : : L Showing features
DISULFID —= . .
: overed by the cli
DISULFID ! ; & d y h b
DISULFID £ p— '
NP_BIND
i b7 153 70 503 533 500 583

Type: CHAIN Position: 25 - 685

Tyrosine-protein kinase transmembrane receptor Ror/FTId=PRO_ 0000024462
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The verzion from SMART, INTERPRO, servers are different from reference server i

|. EBI.'iasty, showing positional features

NARME: Tyrosine-protein kinase
transmembrane receptor FRor

precursor
Compressed
view of features
s ozesss with same type
LENGTH: 585 A A
15 on one line

FEATURES SORT
(=) Paositional .
= Fasitiona = Default CARBOHYD
_JNon Fositional  _ Type DOMAIN
_Bath _Score MOD_RES

PRINTS
VIEW PROSITE
= Compressed AA

| | |prODOM

_/Expanded [ Search again | Scop

SMART

TRANSMEM

| 7 51 157 533 ) ks

Roll over onto feature positions shows information in here
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|. EBI.'iasty, showing positional features
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Lol The verzion from SMART, INTERPRO, zervers are different from reference server —
NAME: Tyrosine-protein kinase
transmembrane receptor Ror
precursor
ExE;L)anded ViEW
CREECELLENELCOKEY ALAKRHPY
ID: Q24488 cvencocof-features
LENGTH: &85
FEATURES SORT
= Positional .
: © Default PROSITE ' ;
MNon Positional ) Type PROSITE ! . . . . ) .
(_Both _ Score PROSITE Z = : : : : :
PROSITE o —— ' ' ' ' ' '
VIEW PROSITE : : : : P cer——
_ Compressed PROSITE . X : . ' = ' ' .
. PRDSITE [ ' [ ' [ [ ] [ '
= Expanded | searchagain || | |pROSITE : : : : : : oo . :
Pfam Z Z , — Z Z Z Z Z
Pfam ' ' ' : L —
i ] 153 220 505 581 457 533 509 583
Rell over onto feature positions shows information in here
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Dasty - The Uniprot DAS Client

I_Dtﬁty — Non Positional features
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HAME : Tyvrosine-protein kinsse
trensmenbrane receptor
Ror precursor riEterlEg - - - - T T T T T~
Q24488

pubmed: 8394009
pubmed: 10731132
pubmed: 12537572

ID: z44a8
Q2 pubmed : 9731193

Tyrosine-protein kinase transmembrane receptor Ror precursor EC 2.7.
Wilson C., Goberdhan D.C.I., Steller H. 19%3. "Dror, a potential neu
Adams M.D., Celniker S.E., Holt R.A., Evans C.A., Gocayne J.D., Aman
Misra 5., Crosby M.A., Mungall C.J., Matthews B.B., Campbell K.S5., H
Qates A.C., Wollberg P., Achen M.G., Wilks A.F. 1998. "Sampling the

LENGCGTH: €285

FEATURES
./Positional —

=/ Mon Positional

. Both

SORT
& Default
) Type

Score

| |

Search again ]
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Henning Hermjakob, Ernst Kretschmann,
Daniela Weiser, Jules Jacobsen, Andreas
Kahari, Antony Quinn, Weimin Zhu,
Stephen Robinson and Philip Jones

IEBI, Wellcome Trust Genome Campus, Hinxton, Cambridge,
IUK, CB10 1SD.
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