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Who are we?

The VBC brings together researchers from 
various backgrounds
− medicine / agriculture / veterinary
− computer science
− statistics
− biotechnology
− bioinformatics
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Where are we?
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Services offered

Microarray analysis/storage
Sequence analysis/storage
Comparative genomics
Custom software development
Online project collaboration
Data visualization
Computer hardware selection
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Microarray analysis

Consult experts for assistance
Design oligos/probes 
Analyse data using robust methods
− normalization of data
− identify significant genes

Store microarray data securely
− can host data on our BASE server
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Microarray storage

BASE server
BioArray
Software
Environment
Web based 
interface
− Apache
− MySQL
− PHP



Victorian Bioinformatics Consortium 8

Genomics

Assembly/scaffolding of reads/contigs
Developed Wasabi software
Automatic annotation pipeline
− genes, RNAs, IS elements, repeat regions etc.

Precomputed analyses
− BLAST, HMMER, PSORT, TMHMM etc.

Store, search, edit, mine all this data!
Preparation of NCBI submissions
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Wasabi

In-house web-based 
system for genome 
annotation
View all your annotations 
and searches together
Has comparitive genomic 
modules 
eg. homologs
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ESTs

Chromatogram base calling with Phred
Filtering of bacterial/vector contamination
Read assembly -> sequence consensus
Annotation pipeline
Data mining and searching of results
Storage of all data and results
− developed EST-PAC software
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EST-PAC
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Software development

Experienced software engineers
Web applications
SQL databases
Perl scripts, inc. BioPerl
Automation of repetitive tasks
Bulk web form submission
Run Unix bioinformatics software
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Data visualization

Some are easy
Simple graphs can be 
done in Excel
But sometimes need 
more complex 
processing
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Data visualization
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Computer hardware

Advice on hardware purchases for your 
applications servers
large RAM or fast CPU?
large disk storage, RAID
networking
NAS, SAN
Linux, Mac OS X, Windows
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Collaborative Environments and 
Laboratory Management

Collaborative online 
environment

Password Protected

Private Web Site for your 
projects
− Bulletin Board

− Text Editing

− Timelines

− Calendar

− Live Chat

− File Storage

















Laboratory Blogs

• Accessible by web
• Password Protected
• Hierarchical
• Can show pictures, gels etc
• Can append MS office files 

including ppt
• Provides running log of 

progress in the laboratory
• RSS feed
• Beta version at present
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Conclusion

VBC can assistassist network 
members
Project collaboration
Bioinformatics help 
Software creation
Hardware advice
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Contact us

Web
http://www.vicbioinformatics.com/

parasitology.shtml

Email
ross.coppel@med.monash.edu.au

Or
torsten.seeman@med.monash.edu.au
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