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The ASTD Web Site and Query Tools

e The ASTD web site will be the front-end to the ASTD
database.

e QOur main requirements:

— to provide a user-friendly web interface to navigate in the SP
and AT predictions;

— To speed up the retrieval and display of the information;
« Three query tools will be available to retrieve entries:
— Simple text search on the main page;
— Genome browsing;
— Advanced search (as in ATD).
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Main Page

Simple text search

Advanced search

Access to the genome

browser
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Simple Text Search

« A user can enter several terms separated by space like
any search engine to retrieve specific genes;

* It can be any word (brain, etc.) or database identifiers
(GO:0007623, ENSG00000068650, etc.);
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Simple Text Search Results

A highlighted summary (inspired by Swiss-Prot) of each gene matching the
text criteria is displayed in the result page (10 results per page);

Results are scored and sorted by relevance;

The user can then open
the gene view
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Genome Browser

 |It's possible to navigate on the genome of each
species and to jump from region to region to
discover ASTD gene features;

 The user has the choice between:
— entering specific coordinates on one chromosome,
— Clicking randomly on a position of a chromosome;

 The genome view represents the different
transcripts found at one particular location;

e The user can then jump to different views (Gene,
Transcripts, Exon, Intron, etc.);
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The user can choose
« ———— the region by entering a
location

The user can also click
anywhere on the
chromosome map
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Genome View

The user can click on

«—— | the chromosome

A navigation bar
enables to shift the
location, to jump on
another region and to
zoom in / out

This part displays the
selected region and the
Feature displayed are
clickable

Funded by:



31 EMBL-EBI

2.3%**" European Bioinformatics Institute

Zoom In the Previous Region

gene name.

detailed views.

All EnsEMBL and ASTD transcripts are displayed as well as the

Each feature is clickable and enable the user to jump to others

The user can then open
the gene view or the
transcript view
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Advanced Query Search

« A multi-criterion query tool enables users to achieve
complex queries;

o Several categories of information can be selected:
— Gene level : chromosomes, positions, x-refs, keywords;
— Transcript level : full-length, TSS, Poly(A) (cf. ATD) ;
— Event level : ME, CE, Il, El, IR;
— Peptide confirmation : Uniprot and/or AltSplice;
— SNPs level : exonic and/or intronic location;
— Gene Ontology ;
— eVOC,;
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Query Options for Gene
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Query Options for Transcripts
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Query Options for Events
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Query Options for Gene Ontology (1)

1. The user enters text
here

2. He gets a suggestion
box of GO terms to the
user (dynamically) and
select one

List of already selected
terms

He then add the
selected term to his
selection on the left
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Query Options for Gene Ontology (2)

It's always possible to view the GO hierarchy for
a specific term
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Query Options for eVOC

S

The user selects terms in The user can combine his selected
the eVOC hierarchy to add terms (and, or)

them to his selection on the
|eft Funded by:
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Pool Options for eVOC

The user can also compare two sets of
selected terms
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Criteria Selection View

)

The user can submit his
query
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Result View

The user can then open
the gene view or the
transcript view
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Gene view (1)

e This page gathers information about one
gene and presents .
— Global information (gene name, description);
— Graphical view of the features;
— Transcripts;
— Tissue specificity;
— Splicing events.
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Gene Page : overview
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Gene Page : Tissue Specificity
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Transcript view

e This page gathers information about one
transcript and presents
— Graphical view of the transcript;
— Detalls on the features ;
— Confirming EST/mRNAs;
— Mapping Transcription Start Site;
— Mapping Poly(A);
— Mapping SNPs;
— Transcript sequence;
— Associated eVOC terms;
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Feature view

e This page could display information about TSS,
exon, intron and poly(A) and shows the
corresponding sequence of the feature.

 The seqguence is annotated with information
about :
— branch sites,
— polypirimidine tract,
— SNPS,
— Poly(A).
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Event view

 We provide a graphical view for each splicing event
detected on a gene
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Perspectives

 New release and web site in early 2007
* \Web services to query the database;
e This work Is supported by:
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