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Jalview 2 and DAS

• What is Jalview
• DAS Capabilities in Jalview 2
• New features in Development 
• The future…



• Freely Available
www.jalview.org

• Open Source Java
• DAS Capable since 2006
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Jalview is available in two flavours…
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Application can access:
• Web Services

– Analysis
– Databases
– DAS

• Local System
– Jalview Project Files
– Figure Generation
– EPS/PNG/HTML
– Print System



http://www.jalview.org

Access to latest stable release

Jalview 2.4 Manual and Tutorial

Link to development version 
on release history page



Jalview version history

Link to development version 



http://www.jalview.org/versions.html



Jalview 2.4

• Released in September 2008
• Bioinformatics App Note – January 2009
• Final BBSRC supported Jalview 2 release
• Unveiled for EBI-ENFIN Workshop

– Protein function prediction tools
• Manual and exercises available on Jalview website

• 2.4 DAS features described last year...

http://www.ebi.ac.uk/training/handson/course_080901_function.html


DAS Sequence Retrieval

• Extended existing Sequence fetcher



• DAS features retrieved 
for Uniprot ID

• Locally mapped to EMBL 
cDNA annotated region



• Mouseover for more info
– Feature description
– URL Links



Jalview 2.4 DAS Functionality
DAS

ANNOTATION
SERVERS

DAS
ANNOTATION

SERVERS

•Discover PDB/Uniprot/EMBL CS
•Match IDs
•Correct reference frame

•Query with raw ID or accession

•Mouseover for labels and scores
•Menu to access links

Select sources to query:
Filter on:

•Authority
•Coordinate System
•Labels

•Group features by source
•Type==colour
•Highlight start-end
•Order for optimal display



Jalview Development Version

• Unstable build of applet and Application
– Distinct from 2.4 Maintainance Build

• Includes New Functionality from
– Community

• New Unconserved Residue Display
– Olivier Martin, Uni. Lausanne

– Jim’s Personal Need
• Side-effect of Wet/Dry Experimental Collaboration

– ENFIN
» European Network of excellence for Functional INtegration



My Day Job:
T. Brucei in silico annotation

• T.b. Reference Sequence DB:
– union of

• T.brucei proteins in UNIPROT 
• ORFs predicted in GenDB

T.b. Sequences

Annotation Pipeline (TarO)
Disorder SS-Pred PTM Signals

Localisation and Homology

BioSQL
T.b. Sequences 
And Annotation

DAS DAZZLE

Verify server 
against GFF



What’s new ?
• Sequence Retrieval

– Support for local sequence sources
• DAS Feature processing semantics

– Database References
– Protein Names

• DAS Feature Scores
– Import/Display

• Feature analysis
– New sorting functions

• feature density and (average) score
– Thresholding and colouring



DAS Source Discovery in Jalview

dasobert

Jalview 
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Local
Server

Command
Line
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Default Enabled 
DAS Servers

DAS Registry

Capability comes 
from registry



Local Sequence Source Switch

• Alternative:Could use DSN command ?
– Not guaranteed to be faithfully supported by 

all servers

Sources*

* Thanks to Andrew J. For the correction!



DAS Feature type parsing:
More friendly sequence retrieval
– protein_name

• Set protein description line (if not set)
– dbxref / dbref

• Create new accession cross references
– Enables validation/annotation in other coord. systems

Note on source consistency:

Further Text->Annotation 
should be done server side?

Primary and 
Secondary 
References
(with hrefs)



Feature Creep and Usability :
Validation of sequences against 

DAS Reference Sources



Reference Sequence Validation

1. Query DB with words from sequence ID
2. Match any returned sequence to local version
3. Add new database reference with mapping 

between local and external coordinate system



DAS Reference Source Querying 
can take a looong time!

• If Jalview tried to verify against all 
sequence sources

Query 50+ sources with average of 3 IDs on each of 
N sequences

Two Seconds per source per query => N*6 seconds 
for each source

Pragmatic Solution:
⇒Limit to currently selected sources or a 

specifically chosen source



Leads to an Ugly UI hack

• 2.4 Fetch DB Refs Menu

Development Version
– Standard Databases

– Currently selected 
sources

OR
Verify against 
individual source



Sorting Alignments with Features

• Two New Buttons
– Only visible when dialog is made extra wide

(currently)
– Reorder current selection 

• Total Number or average score
– Only counts displayed features in selected region



Sorting and 
Colouring on a 
specific type

• New Pop-up Menu for 
each Feature Type
– Set Min-Max 

colourscheme
– Sort on specific type

Data from      
David Messina’s 
Hydrophobicity 
Services
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Alignment View Model



Cracks in the DAS 1 Pavement

• Consistent use of Ontologies
• Consistency in Feature Metadata

– Linkouts usually have a name
• DAS Example ID

– Useful for users as well as testing
– Possible extension of DAS capabilities 

response ?
• Server provides an example ID



Utility of Example Query IDs

Choose an interesting Query ID ?
Provide Cross References where possible ?



Source Navigation: Usability Issues

• Direct EBI Database 
Services (4)

• DAS Sequence Sources 
from Registry (50)

• Local Sources
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